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Abstract 

We investigated the effects of plant-derived 1α,25-dihydroxycholecalciferol-glycosides (1α,25(OH)2VD3-gly) on sow lactation performance and compositions of colostrums 

and milk. A total of 128 Landrace x Yorkshire sows were selected on gestational day 85 and randomly divided into four groups. They were fed commercial diets 

supplemented with 0, 1, 2, or 4 μg/kg of 1α,25(OH)2VD3-gly for a period of 60 days. The results showed that the survival rate of piglets born to sows fed on 2μg/kg 

supplementation diet was the higher on day 7. Milkability of sows receiving 4 μg/kg1α,25(OH)2VD3-gly was significantly higher than that of sows fed the control diet 

(P<0.05). Supplementation of 1α,25(OH)2VD3-gly had effect on milk composition. The 4μg/kg 1α,25(OH)2VD3-gly dietary supplementation down-regulated the GNAS 

complex locus to reduce the secretion of parathyroid hormone in colostrum, thus increasing the secretion of prolactin, eventually increase the milk production. The highest 

dosage of 1α,25(OH)2VD3-gly also increased the fatty acid synthesis in milk on day 7 by up-regulating the expression of fatty acid synthesis genes. In addition, the 

expressions of Enolase 1, Glyceraldehyde-3-phos phate dehydrogenase, and dehydrogenase B chain genes respectively in glycolysis/gluconeogenesis pathway, carbon 

metabolism pathway, and ribosomal pathway were up-regulated, thus increasing the content of milk fat. In conclusion, the dietary addition of 1α,25(OH)2VD3-gly increased 

milk production in sows, potentially by up-regulating pathways of fatty acid metabolism, glucose metabolism, and milk fat synthesis. 

Keywords: 1,25-dihydroxyvitamin D3; Solanum glaucophyllum; Proteomics; Colostrum; Lactation 

 

Implications 

We investigated the effects of plant-derived 1α,25(OH)2VD3-gly on sow lactation performance and compositions of colostrum and milk. The results showed that the 

supplementation of plant-derived 1α,25(OH)2VD3-gly to late gestation and lactation diets of sows improved milk production and milk composition, it could be used in sows 

production to promote the metabolism of VD3 in sows during gestation and lactation, thereby promoting the growth of piglets and improving the health of piglets. 

 

Introduction 

Vitamin D3 (VD3) is essential for mineral metabolism. In recent years, various effects of VD3 on immunity and fertility have been reported. VD3 is converted to 25-

hydroxyvitamin D3 (25-OH-VD3) by 25-hydroxylasein the liver. In the kidney, the enzyme 1α-hydroxylase converts 25-OH-VD3into the biologically active form of vitamin 

D, 1α,25-dihydroxycholecalciferol (1α,25(OH)2VD3), which interacts with the vitamin D receptor (VDR). The VDR in turn affects the signaling cascades in the cells or binds 

to the vitamin D responsive elements on the DNA, thereby altering the expression of specific genes [1]. Sufficient VD3 supplementation in sows during gestation and 

lactation is crucial for sow and piglet performance. Laura et al. [2] showed that insufficient VD3 intake could prolong the gestational period. Maternal VD3 status also has an 

impact on piglet weight at birth and daily weight gain [3]. The expression of transcription factors in maternal muscles can be regulated by adding 25-OH-VD3 to the diet to 
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improve the level of VD3 in sows, thus promoting the development of skeletal muscles in pre-(embryo) and post-partum(neonatal) piglets [4]. Furthermore, supplementation 

of 25-OH-VD3 increases milk protein, milk fat, and lactose content in the milk on day 7 and day 14 during lactation and increases number of weaned piglets [5]. These 

findings have been related to the gene expression of fatty acid synthesis in the mammary gland that influences milk composition [6]. Most of the research on the non-classical 

function of vitamin D in sows is focused on VD3 and 25-OH-VD3. However, 1α,25(OH)2VD3is biologically more active than 25-OH-VD3as its ability to bind to the VDR is 

100 to 500 times higher than 25-OH-VD3. In addition, it is 1α,25(OH)2VD3 that is transported to into various tissues of the body to exert the biological actions of VD3 [7]. 

However, in case of impaired liver and kidney function, the conversion to 1α,25(OH)2VD3 is reduced and might lead to a suboptimal serum concentration of 1α,25(OH)2VD3. 

Adding VD3 into feed will only result in an increased burden of liver and kidney [8]. Dietary supplementation of 1α,25(OH)2VD3 can bypass these limitations. However, so 

far, there is a lack of knowledge on the influence of the metabolic active form of vitamin D on sow reproductive performance and milk composition. The aim of this 

experiment was to investigate the effects of different levels of 1α,25(OH)2VD3-glycosides (1α,25(OH)2VD3-gly) derived from the plant Solanum glaucophyllum on sow 

reproductive performance, colostrum and milk composition, and proteomics. 

 

Material and Methods 

General 

The experimental protocol was approved by the Animal Conservation and Utilization Committee of Huazhong Agricultural University (HZAUSW-2018-031). The study was 

conducted at the teaching farm for pig production of Huazhong Agricultural University. (Xianning, Hubei). 

Animals and diets 

A total of 128 healthy Landrace x Yorkshire sows with an average of 4.44±0.79 parities (range: 3-5 parities) were used in this trial (Supplementary Table S1). The sows 

were randomly divided according to parities and back fat thickness into 4 groups with 32 sows each. The sows received a gestation diet until 7 days pre-parturition and a 

lactation diet from 7 days before farrowing to the next insemination. Composition and nutrition values of the diets are presented in Table 1. Basal vitamin D supplementation 

in all diets was 1000 IU/kg. A commercial complementary feed (Herbonis Animal Health GmbH, Switzerland) containing Solanum glaucophyllum, was supplemented to the 

gestation and lactation diet with 0 (control group, C), 100 (treatment 1, T1), 200 (treatment 2, T2), or 400 (treatment 3, T3) g/t to provide 0, 1, 2, and 4 μg/kg 

1α,25(OH)2VD3-gly, respectively. Experimental diets were provided for approximately 60 days from day 85.6±2.2 post insemination until the next insemination. 
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Table 1: Feed composition and nutritional content. 

Ingredients 
Content, % 

Nutritional content 
Analysed nutritional contents 

Gestation feed Lactation feed Gestation feed Lactation feed 

Corn 57.5 61.5 
Digestible energy, 

kcal/kg 
3000 3326 

Wheat bran 25 10 Crude protein, % 13.8 17.9 

Germ protein powder 1 1 Crude fiber, % 4.8 4.9 

Fish meal 0 2 Crude fat, % 45 41 

Soya meal 12.5 16.5 Calcium, % 0.70 0.78 

Expanded soybean 0 5 Total phosphorus, % 0.55 0.51 

Gestation premix 4 0 Copper, mg/kg 14 15 

Lactation premix 0 4 Iron, mg/kg 220 270 

Total 100 100 Zinc, mg/kg 190 200 

   Manganese, mg/kg 96 77 

   Vitamin D3, IU/kg 1000 1000 

Gestation premix (4%) = The premix provided per kg of diet 120000 IU vitamin A, 120 mg vitamin B1, 100 mg vitamin B2, 60 mg vitamin B6, 0.8 mg vitamin B12, 25000 IU 

vitamin D3, 1600 IU vitamin E, 100 mg vitamin K3, 100 mg niacin, 55 mg folic acid, 50 mg pantothenic acid, 10 mg biotin, 2250 mg Fe, 1750 mg Cu, 2400 mg Zn, 250 mg 

Mn, 15 mg I, 5 mg Se. 5.5% Lysine, 2.5% Methionine, 13.2% Ca, 4.7% P, 3.5% NaCl. 

Lactation premix (4%) = The premix provided per kg of diet 75000 IU vitamin A, 120 mg vitamin B1, 100 mg vitamin B2, 60 mg vitamin B6, 0.6 mg vitamin B12, 25000 IU 

vitamin D3, 1500 IU vitamin E, 75 mg vitamin K3, 75 mg niacin, 45 mg folic acid, 40 mg pantothenic acid, 8 mg biotin, 3500 mg Fe, 2250 mg Cu, 2000 mg Zn, 250 mg Mn, 

15 mg I, 7 mg f Se. 10% Lysine, 5% Methionine, 14.2% Ca, 5.0% P, 4.0% NaCl. 
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Supplementary Table S1-1: Trial Sow Information of control group. 

pen number of sow Duration of pregnancy expected date of confinement sow parity Back fat at gestation d90 

3 0029 89 2018/10/3 5 15.9  

17 0125 91 2018/10/1 5 19.9  

32 0306 84 2018/10/8 5 21.3  

13 0498 89 2018/10/3 5 19.1  

5 0540 87 2018/10/5 5 16.3  

1 0555 89 2018/10/3 5 14.9  

24 0578 89 2018/10/3 5 21.6  

20 0588 90 2018/10/2 5 21.6  

11 0589 89 2018/10/3 5 17.7  

9 0602 89 2018/10/3 5 17.4  

28 0647 85 2018/10/7 5 19.5  

16 0657 86 2018/10/6 5 18.8  

26 160591 88 2018/10/4 5 20.6  

18 160634 91 2018/10/1 5 20.2  

10 160744 89 2018/10/3 5 17.7  

25 160749 89 2018/10/3 5 22.2  

4 16467 88 2018/10/4 5 15.2  

19 16475 90 2018/10/2 4 20.6  
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29 16497 85 2018/10/7 5 20.2  

8 16501 89 2018/10/3 5 17.0  

15 2600 87 2018/10/5 5 18.4  

6 2920 84 2018/10/8 4 15.9  

14 2945 88 2018/10/4 4 18.8  

27 3942 86 2018/10/6 4 20.2  

12 4154 89 2018/10/3 4 19.1  

30 4206 85 2018/10/7 4 21.6  

2 4762 89 2018/10/3 3 15.2  

7 5290 90 2018/10/2 3 18.1  

31 5319 84 2018/10/8 3 20.6  

23 5320 89 2018/10/3 3 21.3  

21 5511 89 2018/10/3 3 20.2 

22 5668 89 2018/10/3 3 20.2 

mean  87.97   4.44  18.98 

standard deviation  2.04   0.80  2.13 

 

Supplementary Table S1-2: Trial Sow Information of treatment 1. 

pen number of sow Duration of pregnancy expected date of confinement sow parity Back fat at gestation d90 

48 0056 84 2018/10/8 5 19.1  

58 0294 88 2018/10/4 5 20.6  
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43 0313 89 2018/10/3 5 19.1  

51 0329 89 2018/10/3 5 20.2  

34 0388 89 2018/10/3 5 16.3  

50 0445 89 2018/10/3 5 19.5  

64 0450 84 2018/10/8 5 21.7  

56 0452 89 2018/10/3 5 22.4  

41 0519 89 2018/10/3 5 18.1  

53 0549 89 2018/10/3 5 21.3  

49 0550 90 2018/10/2 5 21.6  

46 0563 85 2018/10/7 5 17.7  

45 0585 88 2018/10/4 5 17.7  

63 0623 84 2018/10/8 5 20.2  

37 0630 86 2018/10/6 5 14.9  

47 0643 84 2018/10/8 5 17.4  

38 0658 84 2018/10/8 5 15.4  

39 0719 84 2018/10/8 5 15.9  

62 160758 84 2018/10/8 5 19.5  

35 16511 89 2018/10/3 5 16.3  

36 2644 89 2018/10/3 4 16.6  

61 2888 84 2018/10/8 4 19.5  



 

www.megajournalofcasereports.com 
8 

57 3100 89 2018/10/3 4 22.4  

40 4217 91 2018/10/1 4 17.4  

54 4297 89 2018/10/3 4 21.4  

42 5388 89 2018/10/3 3 18.4  

44 5424 89 2018/10/3 3 19.1  

52 5618 89 2018/10/3 4 20.2  

59 5672 88 2018/10/4 3 20.9  

55 5809 89 2018/10/3 3 21.6  

60 5858 86 2018/10/6 3 20.2  

33 5893 89 2018/10/3 3 15.6  

mean  87.44   4.44  19.01  

standard deviation  2.30   0.80  2.19  

 

Supplementary Table S1-3: Trial Sow Information of treatment 2. 

pen number of sow Duration of pregnancy expected date of confinement sow parity Back fat at gestation d90 

74 0134 89 2018/10/3 5 18.1  

95 0170 84 2018/10/8 5 21.3  

65 0192 90 2018/10/2 5 14.9  

93 0461 84 2018/10/8 5 19.5  

92 0487 84 2018/10/8 5 19.5  
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88 0488 89 2018/10/3 5 22.4  

94 0514 84 2018/10/8 5 20.2  

85 0521 89 2018/10/3 5 20.9  

72 0548 89 2018/10/3 5 17.0  

76 0552 89 2018/10/3 5 18.4  

82 0559 89 2018/10/3 5 19.9  

71 0576 90 2018/10/2 5 17.7  

79 0579 84 2018/10/8 5 18.1  

68 0580 89 2018/10/3 5 15.6  

73 0601 89 2018/10/3 5 17.2  

66 0621 90 2018/10/2 5 16.3  

69 0704 84 2018/10/8 5 15.9  

80 0746 84 2018/10/8 5 19.1  

70 1282 84 2018/10/8 4 16.6  

87 16522 89 2018/10/3 5 22.0  

96 16525 84 2018/10/8 5 21.3  

90 2979 87 2018/10/5 4 22.7  

83 3816 89 2018/10/3 4 20.6  

78 3931 89 2018/10/3 4 18.8  

77 4072 89 2018/10/3 3 18.8  



 

www.megajournalofcasereports.com 
10 

75 4163 89 2018/10/3 4 18.1  

86 4256 89 2018/10/3 4 21.6  

89 5658 87 2018/10/5 3 20.6  

81 5673 90 2018/10/2 3 21.6  

67 5782 89 2018/10/3 3 15.6  

91 5891 85 2018/10/7 3 19.9  

84 5899 89 2018/10/3 3 20.9  

mean  87.47   4.44  19.10  

standard deviation  2.40   0.80  2.19  

 

Supplementary Table S1-4: Trial Sow Information of treatment 3. 

pen number of sow Duration of pregnancy expected date of confinement sow parity Back fat at gestation d90 

110 0081 89 2018/10/3 5 19.1  

126 0202 84 2018/10/8 5 21.3  

103 0234 89 2018/10/3 5 17.0  

102 0260 90 2018/10/2 5 17.5  

122 0347 87 2018/10/5 5 19.9  

98 0407 85 2018/10/7 5 16.3  

108 0516 89 2018/10/3 5 18.4  

118 0541 89 2018/10/3 5 21.6  
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120 0545 88 2018/10/4 5 20.2  

117 0581 89 2018/10/3 5 21.6  

119 0582 89 2018/10/3 5 22.4  

105 0596 89 2018/10/3 5 18.1  

123 0703 84 2018/10/8 5 19.5  

121 160549 88 2018/10/4 5 20.2  

101 160765 84 2018/10/8 5 15.6  

104 16470 89 2018/10/3 5 17.4  

100 16486 84 2018/10/8 5 14.9  

109 16519 89 2018/10/3 5 18.4  

97 16534 89 2018/10/3 5 16.3  

107 3993 89 2018/10/3 4 18.4  

99 2803 85 2018/10/7 4 16.7  

112 2969 87 2018/10/5 4 19.1  

127 3861 89 2018/10/8 4 21.6  

115 4260 90 2018/10/2 4 23.8  

113 4262 91 2018/10/1 4 19.9  

116 5335 89 2018/10/3 5 20.9  

106 5749 89 2018/10/3 3 18.1  

124 5758 84 2018/10/8 3 19.9  
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128 5767 84 2018/10/8 3 22.7  

111 5800 88 2018/10/4 3 19.1  

114 5846 90 2018/10/2 3 21.3  

125 5882 84 2018/10/8 3 20.6  

mean  87.59   4.44  19.31  

standard deviation  2.28   0.80  2.18  

 

 

Pregnant sows were kept in individual pens (length 220 cm, width 68 cm) during gestation, and received two meals per day. The total amount of feed depended on back fat 

thickness (3.2 kg/d/animal for 17-19 mm, 3.5 kg/d/animal for 15-17 mm, 3 kg/d/animal for 19-22 mm). The sows were moved to the farrowing pen (length 230 cm, width 

180 cm) on gestational day 107. In the farrowing pen, all sows received 3.2 kg feed per day. After farrowing, the amount of feed was gradually increased to 6.0 kg/d/animal at 

day 7 (Supplementary Table S2). Afterwards, the feed provided was determined according to the litter size; the sows received 4 meals per day. Piglets were weaned at 

approximately 24 days of age. Water was available ad libitum during the whole experimental period. The vaccination procedure was carried out according to the pig farm 

standard. 

Supplementary Table S2-1: Changes in milk composition (0h). 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 5.76  2.40  3.63  4.65  16.44  12.24  14.16  14.19  2.13  3.12  2.58  2.40  19.89  16.56  18.09  17.61  25.65  18.96  21.72  22.26  

2 2.25  4.02  1.89  4.47  12.15  18.12  12.09  16.17  2.88  2.73  3.27  2.82  16.29  22.44  16.53  20.31  18.54  26.46  18.42  24.78  

3 3.78  7.26  2.55  4.21  14.91  16.26  13.53  14.55  2.43  2.70  3.12  2.80  18.72  20.19  17.88  18.20  22.50  27.45  20.43  23.23  

4 4.44  6.03  3.09  3.87  14.88  15.09  14.67  14.13  2.88  2.16  2.85  2.91  18.96  18.57  18.78  18.30  23.40  24.60  21.87  22.17  

5 3.00  4.02  4.44  3.51  13.68  15.06  12.06  16.71  2.52  2.70  3.18  2.55  17.70  19.29  16.50  20.64  20.70  23.31  20.94  24.15  

6 5.76  3.45  2.79  3.12  15.63  14.34  13.17  16.17  2.31  2.76  3.06  2.46  19.35  18.42  17.49  20.07  25.11  21.87  20.28  23.19  

7 4.41  3.81  3.69  4.40  13.41  10.44  14.43  14.38  2.67  3.42  2.76  2.90  17.37  14.94  18.63  18.28  21.78  18.75  22.32  21.69  
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8 4.56  1.98  3.18  2.91  14.16  12.27  13.20  13.05  2.46  3.12  2.70  2.97  17.91  16.86  17.34  17.16  22.47  18.84  20.52  20.07  

9 3.39  4.23  5.28  5.16  13.11  13.80  14.82  15.54  3.03  2.88  2.40  2.28  17.40  18.00  18.39  19.20  20.79  22.23  23.67  24.36  

10 3.39  3.18  3.72  4.02  15.57  12.81  14.40  12.63  2.16  3.09  2.34  3.21  19.14  17.22  18.33  16.68  22.53  20.40  22.05  20.70  

11 3.60  4.38  3.78  2.85  12.93  14.94  15.57  11.91  3.18  2.79  2.94  2.82  17.40  19.14  19.95  16.20  21.00  23.52  23.73  19.05  

12 3.33  4.08  3.36  4.23  12.24  13.02  11.82  13.74  3.30  2.49  2.88  2.52  16.83  16.86  16.02  17.31  20.16  20.94  19.38  21.54  

13 4.95  3.18  4.03  3.39  14.40  10.56  12.48  12.69  2.79  3.48  2.77  2.73  18.54  15.12  17.90  16.47  23.49  18.30  21.60  19.86  

14 4.77  6.81  4.02  4.74  15.99  16.80  14.67  15.27  2.91  2.13  2.01  2.46  20.22  20.37  17.97  19.17  24.99  27.18  21.99  23.91  

15 3.90  2.76  2.46  6.21  10.65  13.38  10.95  13.35  3.15  2.46  3.27  2.70  15.03  17.07  15.30  17.04  18.93  19.83  17.76  23.25  

16 6.06  5.07  4.35  5.52  17.73  14.13  13.89  15.48  2.37  2.64  2.94  1.98  21.66  18.15  18.24  18.66  27.72  23.22  22.59  24.18  

17 4.20  4.14  3.98  3.63  14.31  14.31  13.89  12.06  2.01  2.43  2.68  2.58  17.55  18.09  17.60  18.39  21.75  22.23  21.58  22.02  

18 4.20  5.61  4.68  3.81  15.63  13.95  11.28  12.72  2.34  2.37  2.91  2.94  19.47  17.70  15.45  15.96  23.67  23.31  20.13  19.77  

19 3.60  4.89  2.25  4.32  13.35  15.00  11.01  12.09  2.82  2.61  3.09  3.00  17.49  19.08  15.27  16.83  21.09  23.97  17.52  21.15  

20 4.02  4.92  5.04  3.12  15.54  12.96  13.53  14.55  2.31  2.85  2.58  3.18  16.41  16.98  17.43  16.41  23.19  21.90  22.47  19.53  

21 4.20  3.60  4.32  3.57  13.08  11.52  10.59  15.39  2.19  2.85  3.18  2.40  19.00  15.69  15.00  18.30  20.61  19.29  19.32  21.87  

22 3.84  5.88  6.54  5.40  14.22  14.46  19.32  16.86  2.22  2.52  1.71  2.25  19.32  18.27  22.53  20.49  22.80  24.15  29.07  25.89  

23 3.78  4.05  5.07  5.40  15.51  13.02  17.61  12.54  2.25  2.76  2.07  2.25  17.88  17.07  21.15  20.49  23.10  21.12  26.22  25.89  

24 4.02  4.23  4.35  5.91  14.58  15.48  10.71  14.79  2.68  1.98  3.45  2.55  18.79  18.75  15.33  16.32  23.70  22.98  19.68  22.23  

25 4.35  2.67  4.11  2.64  15.21  13.14  14.07  14.43  2.67  2.37  2.49  2.76  18.42  16.95  17.91  18.99  21.80  19.62  22.02  21.63  

26 4.33  3.27  2.82  3.87  14.98  14.01  15.24  13.65  2.77  2.76  2.88  2.52  18.42  18.09  19.53  18.18  22.70  21.36  22.35  22.05  

27 3.97  3.84  4.92  6.57  13.97  15.00  12.96  14.43  2.56  2.76  1.77  2.55  17.92  19.14  15.81  17.31  21.59  22.98  20.73  23.88  

28 5.31  3.99  5.40  3.84  18.78  13.38  14.82  12.66  2.40  2.37  2.46  2.28  22.71  17.13  18.63  18.03  28.02  21.12  24.03  21.87  

29   3.69  3.69    13.98  16.32    2.61  2.85    17.97  16.74    21.66  20.43  

30    5.25     16.32     2.43     20.13     25.38  

31    5.25     14.58     2.43     20.13     25.38  

32    6.39     16.08     2.31     19.53     25.92  
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means 4.18  4.21  3.91  4.37  14.54  13.91  13.62  14.36  2.59  2.69  2.72  2.62  18.42  17.93  17.69  18.24  22.64  22.14  21.59  22.60  

STDEV 0.85  1.26  1.05  1.07  1.69  1.72  1.97  1.49  0.35  0.36  0.44  0.29  1.58  1.61  1.76  1.46  2.24  2.49  2.38  2.01  

 

Supplementary Table S2-2: Changes in milk composition (35h). 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 3.60  3.72  7.23  5.91  8.31  4.98  5.76  5.04  4.44  4.98  4.59  4.80  13.80  10.68  11.25  10.56  17.40  14.40  18.48  16.47  

2 5.13  7.65  7.38  5.43  4.26  8.19  5.16  5.79  4.68  4.50  5.16  4.74  9.72  13.59  11.10  11.22  14.85  21.24  18.48  16.65  

3 6.72  7.32  7.50  7.20  6.18  6.84  6.48  7.00  4.59  3.93  4.44  4.50  11.67  11.73  11.82  11.70  18.39  19.05  19.32  18.90  

4 7.14  6.57  7.00  10.77  5.61  4.17  5.04  6.99  4.56  4.32  4.71  4.35  10.89  9.33  10.56  12.12  18.03  15.90  17.56  22.89  

5 8.67  7.55  8.10  9.12  6.00  4.53  8.13  9.39  4.65  3.84  3.84  4.11  11.67  9.15  13.77  14.25  20.34  16.70  21.87  23.37  

6 9.27  11.52  7.53  5.79  8.16  7.83  5.43  4.17  4.23  4.08  4.32  5.16  13.26  12.78  9.90  10.11  22.53  24.30  17.43  15.90  

7 7.00  6.51  5.52  7.44  6.33  6.84  5.10  6.57  4.20  4.32  4.56  4.59  11.23  12.12  10.20  12.00  18.23  18.63  15.72  19.44  

8 7.20  7.62  4.35  8.91  6.28  5.94  5.37  7.92  4.70  4.86  4.50  4.41  12.48  11.61  10.80  13.05  19.68  19.23  15.15  21.96  

9 7.06  5.64  3.87  6.54  6.45  5.04  6.06  6.93  4.65  4.62  4.92  4.50  11.91  10.56  11.46  12.27  18.97  16.20  15.33  18.81  

10 6.30  5.01  4.62  11.07  5.31  5.10  5.70  10.62  4.86  4.77  4.47  3.90  10.98  10.83  11.58  15.48  17.28  15.84  16.20  26.55  

11 7.98  6.63  3.81  7.77  7.38  3.87  4.77  5.22  4.47  3.30  4.32  4.53  12.93  7.74  10.08  10.50  20.91  14.37  13.89  18.27  

12 4.68  7.26  3.99  4.68  5.49  6.24  7.41  6.54  5.13  4.17  3.99  5.16  11.43  11.25  12.84  12.45  16.11  18.51  16.83  17.13  

13 6.39  5.09  6.42  7.35  4.44  4.68  4.17  5.79  4.35  3.99  4.20  4.86  9.42  9.39  8.88  11.22  15.81  14.48  15.30  18.57  

14 6.27  3.42  4.65  10.05  5.22  5.67  8.28  8.22  4.65  3.87  4.44  4.14  10.62  10.50  13.59  13.35  16.89  13.92  18.24  23.40  

15 7.53  7.32  4.74  11.43  9.45  5.79  5.58  5.82  4.05  3.93  4.14  4.71  14.52  10.44  10.95  11.16  22.05  17.76  15.69  22.59  

16 6.27  9.15  7.77  9.90  7.53  6.24  7.68  7.83  4.32  3.93  4.38  3.90  12.81  11.01  12.99  12.39  19.08  20.16  20.76  22.29  

17 5.31  3.33  9.03  4.50  6.75  5.85  7.11  5.28  4.53  4.44  4.35  4.83  12.18  11.22  12.33  10.83  17.49  14.55  21.36  15.33  

18 5.52  4.83  6.39  10.53  7.23  6.42  5.07  5.61  3.42  4.50  4.53  4.74  11.55  11.91  10.35  10.89  17.07  16.74  16.74  21.42  
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19 6.30  6.81  7.08  7.08  5.92  7.38  5.04  7.92  3.44  4.62  3.42  4.20  11.58  12.03  10.32  12.99  17.38  18.84  17.40  20.07  

20 6.39  6.54  8.61  9.60  6.66  6.45  7.14  5.82  3.46  5.01  4.80  4.65  12.03  11.40  11.61  11.04  18.42  17.94  20.22  20.64  

21 7.68  8.80  7.92  4.02  8.52  5.70  5.34  4.53  4.14  3.78  4.14  3.84  13.62  15.34  11.01  9.00  21.30  24.95  18.93  13.02  

22 6.27  9.61  9.36  4.62  6.96  9.99  9.09  6.09  3.96  4.56  4.26  4.65  11.91  11.38  14.37  11.52  18.18  20.82  23.73  16.14  

23 6.24  9.57  6.69  11.58  5.67  5.88  7.98  10.11  3.83  4.38  5.31  3.21  11.49  12.41  13.20  14.10  17.73  20.18  19.89  25.68  

24 5.28  9.96  4.68  11.79  5.10  6.38  5.49  10.83  4.50  4.28  4.65  3.12  10.38  11.25  11.73  14.91  15.66  22.37  16.41  26.70  

25 4.53  9.48  4.02  3.12  5.46  6.97  5.16  8.40  3.77  4.26  4.98  4.47  11.13  13.08  10.71  13.95  15.66  22.56  14.73  17.07  

26 6.24  5.13  6.96  6.57  4.77  7.83  5.64  5.13  4.68  4.23  4.71  4.83  10.23  12.60  11.43  10.68  16.47  17.73  18.39  17.25  

27 6.15  8.04  7.41  1.98  6.31  6.21  5.67  8.34  4.01  4.44  4.74  4.14  12.15  11.49  10.71  13.62  18.30  19.53  18.12  15.60  

28 4.59  4.95  9.12  5.70  5.79  7.62  8.25  4.77  4.18  4.53  4.53  4.83  11.31  13.14  13.77  10.71  15.90  18.09  22.89  16.41  

29   5.10  6.06    5.61  6.84    4.08  5.61    10.53  10.80    15.63  16.86  

30    4.51     5.40     4.29     10.04     14.55  

31    9.56     5.25     4.65     13.04     22.60  

32    10.32     9.06     4.02     14.01     24.33  

means 6.35  6.97  6.44  7.53  6.34  6.24  6.16  6.85  4.30  4.30  4.46  4.45  11.75  11.43  11.51  12.06  18.08  18.39  17.95  19.59  

STDEV 1.27  2.10  1.74  2.72  1.26  1.34  1.30  1.81  0.44  0.39  0.39  0.52  1.20  1.52  1.35  1.58  1.99  2.98  2.52  3.68  

 

Supplementary Table S2-3: Changes in milk composition (7d). 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 4.32  9.60  8.70  6.84  5.40  4.77  5.73  5.22  5.16  5.55  5.67  5.34  11.16  9.00  11.88  10.95  15.48  18.60  20.58  17.79  

2 5.01  3.42  7.38  5.91  4.53  5.52  5.40  4.56  5.67  5.97  5.73  5.58  10.74  12.09  11.70  10.59  15.75  15.51  19.08  16.50  

3 5.25  6.12  5.37  7.92  5.31  5.07  4.23  5.13  5.10  5.28  5.58  5.49  11.04  11.04  10.29  11.04  16.29  17.16  15.66  18.96  

4 5.61  5.79  6.03  6.33  5.13  5.04  4.32  5.13  5.37  5.67  5.94  5.61  11.07  11.31  10.74  11.22  16.68  17.10  16.77  17.55  

5 6.53  6.57  5.96  5.61  4.71  4.86  5.13  5.19  5.58  5.46  5.70  5.55  10.80  10.92  10.32  11.25  18.33  17.49  16.28  16.86  
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6 6.82  5.43  5.82  6.21  5.00  5.13  5.73  4.95  5.48  5.94  6.30  5.73  10.77  11.52  12.57  11.19  18.59  16.95  18.39  17.40  

7 6.35  4.71  7.26  5.85  4.44  4.74  4.74  5.22  5.91  5.88  5.28  5.82  10.86  11.19  10.53  11.52  18.21  15.90  17.79  17.37  

8 5.82  7.26  6.30  5.70  4.77  5.07  5.01  5.01  5.40  5.61  5.58  5.58  10.83  11.25  11.16  11.10  16.65  18.51  17.46  16.80  

9 6.84  6.06  4.71  6.07  4.79  4.68  5.22  5.49  5.46  5.43  6.06  5.28  11.43  10.74  11.82  11.34  18.27  16.80  16.53  16.41  

10 4.53  5.01  8.04  6.36  4.98  4.89  4.56  5.10  5.61  5.70  5.79  5.13  11.25  11.22  10.71  10.86  15.78  16.23  18.75  17.22  

11 6.60  6.90  8.04  7.59  5.82  5.01  5.13  4.68  5.43  5.34  5.76  5.70  11.73  10.95  11.46  10.77  18.33  17.85  19.50  18.36  

12 6.39  5.64  5.88  5.49  4.59  4.80  5.37  4.92  3.26  5.31  5.82  5.55  10.77  10.74  11.79  10.98  17.16  16.38  17.67  16.47  

13 6.84  6.96  6.09  6.57  4.32  5.46  5.55  5.04  5.67  5.79  6.00  5.79  10.38  11.88  12.06  11.19  17.22  18.84  18.15  17.76  

14 5.88  6.30  7.44  6.30  4.56  5.22  5.01  5.52  5.49  5.22  5.70  5.67  10.62  11.13  11.07  11.70  16.50  17.43  18.51  18.00  

15 5.43  6.66  8.07  5.98  4.98  4.86  5.07  4.47  5.82  5.46  5.82  5.64  11.28  10.68  11.25  10.47  16.71  17.34  19.32  15.45  

16 6.26  7.17  5.64  5.40  5.25  5.46  5.46  4.65  5.52  5.52  5.40  5.67  11.25  11.43  11.52  10.80  18.51  18.60  17.16  16.20  

17 4.56  6.36  5.01  5.90  4.59  4.86  5.52  4.74  5.13  5.55  5.52  5.97  10.20  10.98  11.67  11.22  14.76  17.34  16.68  16.12  

18 3.78  6.03  6.66  6.48  4.23  4.86  4.86  4.68  5.58  5.79  5.76  5.64  10.41  11.13  11.10  10.86  14.19  17.16  17.76  17.34  

19 4.68  6.63  6.63  9.51  4.80  5.07  4.80  5.10  5.91  5.40  5.49  5.88  11.31  11.07  10.68  11.43  15.99  17.70  17.31  17.91  

20 4.11  6.81  3.93  5.40  4.65  5.12  4.74  5.37  5.40  5.55  4.77  5.70  10.74  11.08  10.08  10.36  14.85  17.89  14.01  19.87  

21 6.99  9.63  6.27  6.01  5.55  6.24  4.44  4.89  5.79  5.16  5.55  6.09  11.97  11.97  10.59  11.55  18.96  21.60  16.86  16.95  

22 6.69  6.60  5.64  5.31  5.31  4.95  4.98  4.71  5.49  5.76  5.67  5.40  11.34  11.07  11.13  10.62  18.03  17.67  16.77  15.63  

23 5.31  6.90  5.52  5.37  4.83  4.47  5.37  5.25  5.37  5.61  5.37  5.91  10.83  10.50  11.22  11.52  16.14  17.40  16.74  16.83  

24 5.19  6.36  7.56  7.11  4.20  5.16  4.74  4.47  5.52  5.37  5.76  5.97  10.26  11.01  10.92  10.53  15.45  17.37  18.48  15.90  

25 5.79  6.30  6.21  5.85  4.89  4.98  4.47  5.82  5.79  5.19  5.40  5.46  11.28  10.77  10.41  12.51  17.07  17.07  16.62  19.62  

26 5.91  6.57  6.45  5.44  5.16  5.10  4.71  4.29  5.64  5.58  5.73  6.18  11.43  11.19  10.98  10.23  17.34  17.76  17.43  16.08  

27 5.07  5.34  5.04  5.28  5.22  5.22  5.07  5.64  5.91  5.94  5.82  5.40  11.52  11.73  11.46  12.12  16.59  17.07  16.50  16.56  

28 5.61  6.45  7.08  6.42  4.83  4.98  5.19  5.28  5.46  5.34  5.58  5.91  10.98  10.92  11.25  11.67  16.59  17.37  18.33  16.95  

29   7.53  5.74    4.92  5.37    5.58  5.13    10.98  10.89    18.51  17.31  

30    6.66     4.95     5.52     11.01     15.75  
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31    6.48     5.37     5.94     11.82     18.48  

32    6.02     5.04     5.65     11.14     17.17  

means 5.65  6.41  6.42  6.22  4.89  5.06  5.02  5.04  5.46  5.55  5.66  5.65  11.01  11.09  11.15  11.14  16.80  17.50  17.57  17.17  

STDEV 0.92  1.22  1.14  0.87  0.40  0.33  0.41  0.36  0.48  0.23  0.28  0.26  0.43  0.56  0.59  0.50  1.27  1.11  1.32  1.08  

 

Supplementary Table S2-4: Changes in milk composition (21d). 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 6.21  6.75  7.02  7.17  5.49  5.13  5.49  5.25  6.06  6.00  6.30  6.03  12.03  11.55  11.40  11.70  18.24  18.30  18.42  18.87  

2 5.58  6.78  6.60  7.62  4.53  4.92  4.68  5.13  5.10  6.33  6.18  6.27  10.02  11.70  11.43  11.82  15.60  18.48  18.03  19.44  

3 6.06  5.28  5.31  10.80  5.61  4.77  4.77  4.95  6.03  6.18  5.97  6.27  12.15  11.40  10.86  11.49  18.21  16.68  16.17  22.29  

4 5.10  7.86  4.92  9.78  4.80  5.04  4.41  7.35  5.73  6.06  5.94  5.55  10.89  11.52  11.64  12.93  15.99  19.38  16.56  22.71  

5 8.28  6.66  6.15  8.31  5.49  5.01  5.25  5.28  6.21  6.18  5.64  6.39  12.03  11.61  12.27  12.00  20.31  18.27  18.42  20.31  

6 5.31  7.74  10.20  6.00  5.40  5.31  6.24  5.25  6.12  6.09  5.97  6.45  11.70  11.76  11.55  12.09  17.01  19.50  21.75  18.09  

7 6.81  6.06  5.37  7.23  4.80  4.89  5.16  5.61  6.36  6.06  6.06  6.66  11.52  11.37  11.91  12.57  18.33  17.43  17.28  19.80  

8 7.26  6.33  8.85  8.01  5.73  5.04  5.40  4.86  6.24  6.12  6.00  6.36  12.42  11.58  10.14  11.43  19.68  17.91  18.99  19.44  

9 6.48  4.83  6.25  7.29  5.04  5.22  5.12  5.52  6.45  6.15  5.94  6.33  11.79  11.79  10.98  12.24  18.27  16.62  17.23  19.53  

10 6.06  6.39  6.78  5.52  5.01  5.46  4.65  4.89  6.24  6.06  5.82  5.67  11.67  12.00  11.31  10.98  17.73  18.39  18.09  16.50  

11 6.36  7.23  6.69  5.28  5.52  6.09  4.98  4.95  6.42  6.03  5.82  6.36  12.24  12.57  11.49  11.67  18.60  19.80  18.18  16.95  

12 6.18  6.45  6.60  5.67  5.07  5.01  5.16  5.22  6.27  5.73  5.88  6.27  11.64  11.22  11.58  11.94  17.82  17.67  19.95  17.61  

13 6.93  4.65  8.25  5.28  4.86  4.86  5.16  5.61  6.36  6.12  6.30  6.06  11.46  11.55  11.70  12.09  18.39  16.20  18.36  17.37  

14 6.12  6.57  7.17  8.52  4.80  4.59  4.53  5.64  6.33  6.30  6.36  6.21  11.46  11.25  11.19  12.15  17.58  17.82  16.35  20.67  

15 7.56  4.68  4.56  4.26  5.25  5.22  5.31  4.59  6.06  6.24  6.00  5.94  11.67  11.85  11.79  11.01  19.23  16.53  18.36  15.27  

16 6.03  5.79  7.14  6.90  5.13  4.83  4.86  4.62  6.09  5.46  5.88  6.18  11.70  10.89  11.22  11.22  17.73  16.68  16.92  18.12  

17 6.06  7.95  5.16  5.40  5.07  5.19  5.22  4.08  5.97  6.09  6.15  5.49  11.46  11.61  11.76  9.90  17.52  19.56  20.04  15.30  
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18 7.48  6.00  8.37  7.29  5.20  5.19  3.93  4.89  6.03  6.27  6.36  5.88  10.34  11.85  10.02  11.04  17.82  17.85  17.49  18.33  

19 5.34  5.61  7.47  7.98  5.40  5.79  5.10  5.40  6.00  5.37  5.67  6.27  11.97  11.61  11.49  12.03  17.31  17.22  16.11  20.01  

20 7.68  6.42  4.62  8.10  6.18  5.18  5.25  5.53  5.49  6.01  5.97  6.25  10.19  11.23  11.70  11.15  17.87  17.65  18.21  19.25  

21 7.35  6.06  6.51  6.00  5.52  4.95  5.91  4.89  6.09  6.27  6.06  6.09  12.06  11.64  11.76  11.40  19.41  17.70  19.41  17.40  

22 8.19  5.82  7.65  6.60  5.49  5.07  5.28  5.16  6.21  6.24  5.52  5.94  12.00  11.64  11.67  11.43  20.19  17.46  18.06  18.03  

23 7.02  11.04  6.39  6.96  4.95  6.81  5.16  4.89  6.18  5.13  5.94  6.30  11.43  12.15  10.80  11.49  18.45  23.19  18.33  18.45  

24 5.25  5.13  7.53  7.23  4.77  4.80  4.92  4.83  6.21  5.97  5.82  5.88  11.28  11.07  11.22  11.22  16.53  16.20  17.19  18.45  

25 5.13  6.21  5.97  7.05  5.28  5.43  4.59  5.28  6.09  6.09  6.09  6.18  11.73  12.00  11.52  11.82  16.86  18.21  16.74  18.87  

26 7.35  5.73  5.22  5.46  5.34  5.64  4.80  4.47  6.15  6.24  6.18  6.18  11.91  12.21  11.10  11.13  19.26  17.94  17.58  16.59  

27 3.06  6.90  6.48  4.62  4.47  5.61  4.92  5.10  6.21  5.91  5.76  6.30  11.19  11.91  11.67  11.88  14.25  18.81  18.18  16.50  

28 5.61  5.10  8.07  7.20  5.25  5.28  4.89  4.68  6.18  6.00  6.06  6.45  11.82  11.70  11.40  11.43  17.43  16.80  19.47  18.63  

29   6.84  7.08    4.92  5.37    6.15  5.91    12.09  11.61    18.93  18.69  

30    5.70     4.71     6.21     11.34     17.04  

31    7.26     5.58     6.03     12.06     19.32  

32    6.72     5.34     6.06     11.67     18.39  

means 6.35  6.36  6.69  6.88  5.19  5.23  5.04  5.15  6.10  6.03  5.99  6.14  11.56  11.65  11.40  11.62  17.92  18.01  18.10  18.51  

STDEV 1.13  1.28  1.31  1.41  0.38  0.45  0.44  0.55  0.28  0.28  0.21  0.26  0.59  0.36  0.50  0.56  1.34  1.43  1.27  1.70  

 

Supplementary Table S2-5: Feed consumption record sheet for sows during the trial period (control group). 

pen 

sow 

numbe

r 

Trial 

start 

date 

farrowi

ng date 

weaning 

date 

date 

9.7 9.8 9.9 9.10  
9.1

1 

9.1

2 

9.1

3 

9.1

4 

9.1

5 

9.1

6 

9.1

7 

9.1

8 

9.1

9 
9.20  

9.2

1 

9.2

2 

9.2

3 

9.2

4 

9.2

5 

37 0125 2018/9/7 
2018/10

/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

38 16467 2018/9/7 2018/10 2018/10/2 3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  
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/4 9 

40 0498 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

41 16475 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

42 2945 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

43 5290 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

44 160591 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

45 0029 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

46 5511 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

47 0555 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

48 0540 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

49 4762 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

50 2600 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

51 160744 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  
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52 0657 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

53 0578 2018/9/7 
2018/9/

30 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

54 3942 2018/9/7 
2018/10

/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

55 160749 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

56 16497 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

57 16501 2018/9/7 
2018/10

/3 

2018/10/2

0 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

58 0647 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

59 5668 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

60 5319 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

61 5320 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

62 4206 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

63 4154 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

64 0306 2018/9/7 2018/10 2018/10/2 3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  
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/7 9 

67 0602 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

9.2

6 

9.2

7 

9.2

8 
9.29 

9.3

0  

10.

1 

10.

2 

10.

3 

10.

4 

10.

5 

10.

6 

10.

7 

10.

8 
10.9 

10.

10  

10.

11 

10.

12 

10.

13 

10.

14 

37 0125 2018/9/7 
2018/1

0/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  

38 16467 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

40 0498 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

41 16475 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  2.0  3.0  4.0  5.0  6.0  

42 2945 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

43 5290 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  5.5  5.5  5.5  5.5  

44 160591 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

45 0029 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  5.5  

46 5511 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  5.5  5.5  5.5  

47 0555 2018/9/7 2018/1 2018/10/2 3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  
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0/3 9 

48 0540 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

49 4762 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

50 2600 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

51 160744 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

52 0657 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

53 0578 2018/9/7 
2018/9/

30 

2018/10/2

9 
3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

54 3942 2018/9/7 
2018/1

0/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  

55 160749 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

56 16497 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

57 16501 2018/9/7 
2018/1

0/3 

2018/10/2

0 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  3.0  4.0  5.0  6.0  

58 0647 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

59 5668 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  5.5  5.5  5.5  5.0  
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60 5319 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

61 5320 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

62 4206 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

63 4154 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

64 0306 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  

67 0602 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

10.

15 

10.

16 

10.

17 

10.1

8 

10.

19 

10.

20  

10.

21 

10.

22 

10.

23 

10.

24 

10.

25 

10.

26 

10.

27 

10.2

8 
total 

37 0125 2018/9/7 
2018/1

0/1 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  209.5  

38 16467 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  225.0  

40 0498 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

41 16475 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  207.5  

42 2945 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.9  
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43 5290 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  210.7  

44 160591 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

45 0029 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  214.0  

46 5511 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  199.0  

47 0555 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  227.5  

48 0540 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  222.5  

49 4762 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  231.5  

50 2600 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.1  

51 160744 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

52 0657 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  205.7  

53 0578 2018/9/7 
2018/9/

30 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  223.5  

54 3942 2018/9/7 
2018/1

0/6 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  205.5  

55 160749 2018/9/7 2018/1 2018/10/2 6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.5  
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56 16497 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

57 16501 2018/9/7 
2018/1

0/3 

2018/10/2

0 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  213.7  

58 0647 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

59 5668 2018/9/7 
2018/1

0/2 

2018/10/2

9 
5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  201.0  

60 5319 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.5  

61 5320 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  218.5  

62 4206 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

63 4154 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  218.0  

64 0306 2018/9/7 
2018/1

0/7 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  199.0  

67 0602 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

mean 212.90  

standard deviation 9.33  
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Supplementary Table S2-6: Feed consumption record sheet for sows during the trial period (treatment 1). 

pen 

sow 

numbe

r 

Trial 

start 

date 

farrowi

ng date 

weaning 

date 

date 

9.7 9.8 9.9 9.10  
9.1

1 

9.1

2 

9.1

3 

9.1

4 

9.1

5 

9.1

6 

9.1

7 

9.1

8 

9.1

9 
9.20  

9.2

1 

9.2

2 

9.2

3 

9.2

4 

9.2

5 

79 0585 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

80 0719 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

81 2644 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

82 0056 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

83 5893 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

84 0658 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

86 0643 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

87 4297 2018/9/7 
2018/10

/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

89 5388 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

90 0623 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  
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91 0313 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

93 3100 2018/9/7 
2018/10

/3 

2018/10/2

3 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

94 2888 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

95 5809 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

96 0563 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

97 0329 2018/9/7 
2018/10

/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

99 0445 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

100 5858 2018/9/7 
2018/10

/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

101 5618 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

102 5424 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

103 0452 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

104 5672 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

105 4217 2018/9/7 2018/10 2018/10/2 3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  
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106 0388 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

107 0549 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

108 0294 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

109 0550 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

110 16511 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

9.2

6 

9.2

7 

9.2

8 
9.29 

9.3

0  

10.

1 

10.

2 

10.

3 

10.

4 

10.

5 

10.

6 

10.

7 

10.

8 
10.9 

10.

10  

10.

11 

10.

12 

10.

13 

10.

14 

79 0585 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

80 0719 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  

81 2644 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  2.0  3.0  4.0  5.0  6.0  

82 0056 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

83 5893 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  2.0  3.0  4.0  5.0  6.0  

84 0658 2018/9/7 2018/1 2018/10/2 3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  



 

www.megajournalofcasereports.com 
29 

0/8 9 

86 0643 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

87 4297 2018/9/7 
2018/1

0/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  

89 5388 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  2.0  3.0  4.0  5.0  6.0  

90 0623 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

91 0313 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

93 3100 2018/9/7 
2018/1

0/3 

2018/10/2

3 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

94 2888 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

95 5809 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

96 0563 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  5.5  

97 0329 2018/9/7 
2018/1

0/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

99 0445 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  3.0  4.0  5.0  6.0  6.0  

100 5858 2018/9/7 
2018/1

0/6 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  
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101 5618 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

102 5424 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  3.0  4.0  5.0  6.0  6.0  

103 0452 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

104 5672 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

105 4217 2018/9/7 
2018/1

0/1 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  

106 0388 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

107 0549 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

108 0294 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  3.0  4.0  5.0  6.0  

109 0550 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  5.0  6.0  6.0  6.0  6.0  6.0  

110 16511 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  5.5  5.5  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

10.

15 

10.

16 

10.

17 

10.1

8 

10.

19 

10.

20  

10.

21 

10.

22 

10.

23 

10.

24 

10.

25 

10.

26 

10.

27 

10.2

8 
total 

79 0585 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  213.7  
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80 0719 2018/9/7 
2018/1

0/7 

2018/10/2

9 
6.0  6.0  5.5  5.5  5.5  5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  205.0  

81 2644 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  217.5  

82 0056 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  198.0  

83 5893 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.0  

84 0658 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

86 0643 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  200.3  

87 4297 2018/9/7 
2018/1

0/6 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  202.5  

89 5388 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  206.5  

90 0623 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  196.5  

91 0313 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.5  

93 3100 2018/9/7 
2018/1

0/3 

2018/10/2

3 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  5.5  5.5       180.5  

94 2888 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  196.5  

95 5809 2018/9/7 2018/1 2018/10/2 6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  
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0/3 9 

96 0563 2018/9/7 
2018/1

0/7 

2018/10/2

9 
5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  192.3  

97 0329 2018/9/7 
2018/1

0/1 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  222.5  

99 0445 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  208.5  

100 5858 2018/9/7 
2018/1

0/6 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  202.5  

101 5618 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  216.0  

102 5424 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  210.5  

103 0452 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

104 5672 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  208.5  

105 4217 2018/9/7 
2018/1

0/1 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  207.6  

106 0388 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  224.0  

107 0549 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

108 0294 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  202.5  
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109 0550 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  218.5  

110 16511 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  211.0  

mean 207.78  

standard deviation 9.55  

 

Supplementary Table S2-7: Feed consumption record sheet for sows during the trial period (treatment 2). 

pen 

sow 

numbe

r 

Trial 

start 

date 

farrowi

ng date 

weaning 

date 

date 

9.7 9.8 9.9 9.10  
9.1

1 

9.1

2 

9.1

3 

9.1

4 

9.1

5 

9.1

6 

9.1

7 

9.1

8 

9.1

9 
9.20  

9.2

1 

9.2

2 

9.2

3 

9.2

4 

9.2

5 

113 0704 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

114 4072 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

116 0576 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

117 0170 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

118 0548 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

119 0579 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

120 0134 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  
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122 0601 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

123 0487 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

124 4163 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

125 0514 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

126 4256 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

127 16525 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

128 3816 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

129 5891 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

130 0521 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

131 0461 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

132 5899 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

133 5658 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

134 0559 2018/9/7 2018/10 2018/10/2 3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  
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/3 9 

135 2979 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

136 16522 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

137 0580 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

138 0488 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

139 3931 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

140 0621 2018/9/7 
2018/10

/2 

2018/10/2

1 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

141 0552 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

142 5673 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

144 0192 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

9.2

6 

9.2

7 

9.2

8 
9.29 

9.3

0  

10.

1 

10.

2 

10.

3 

10.

4 

10.

5 

10.

6 

10.

7 

10.

8 
10.9 

10.

10  

10.

11 

10.

12 

10.

13 

10.

14 

113 0704 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

114 4072 2018/9/7 2018/1 2018/10/2 3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  
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0/4 9 

116 0576 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

117 0170 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

118 0548 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

119 0579 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

120 0134 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

122 0601 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

123 0487 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

124 4163 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

125 0514 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

126 4256 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

127 16525 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

128 3816 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  
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129 5891 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  

130 0521 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  5.5  

131 0461 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

132 5899 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

133 5658 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

134 0559 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

135 2979 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

136 16522 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  2.0  3.0  4.0  5.0  6.0  

137 0580 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

138 0488 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

139 3931 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

140 0621 2018/9/7 
2018/1

0/2 

2018/10/2

1 
3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  5.5  5.5  

141 0552 2018/9/7 2018/1 2018/10/2 3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  
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142 5673 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  3.0  4.0  5.0  6.0  6.0  6.0  

144 0192 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

10.

15 

10.

16 

10.

17 

10.1

8 

10.

19 

10.

20  

10.

21 

10.

22 

10.

23 

10.

24 

10.

25 

10.

26 

10.

27 

10.2

8 
total 

113 0704 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

114 4072 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  213.7  

116 0576 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.3  

117 0170 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  200.0  

118 0548 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  218.7  

119 0579 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  200.3  

120 0134 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.5  

122 0601 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  216.5  

123 0487 2018/9/7 2018/1 2018/10/2 6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  196.5  



 

www.megajournalofcasereports.com 
39 
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124 4163 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  210.9  

125 0514 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  5.5  5.5  5.5  5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  5.0  186.5  

126 4256 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  205.5  

127 16525 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  200.0  

128 3816 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

129 5891 2018/9/7 
2018/1

0/7 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.5  6.5  6.5  6.5  6.5  6.5  6.5  203.0  

130 0521 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  199.0  

131 0461 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  196.5  

132 5899 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  206.23  

133 5658 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  205.5  

134 0559 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

135 2979 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  196.5  
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136 16522 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  204.5  

137 0580 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  223.0  

138 0488 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  205.5  

139 3931 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.5  

140 0621 2018/9/7 
2018/1

0/2 

2018/10/2

1 
5.5  5.5  5.5  5.5  5.0  5.0  — — — — — — — — 173.5  

141 0552 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.5  

142 5673 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  208.5  

144 0192 2018/9/7 
2018/1

0/5 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.0  

mean 206.64  

standard deviation 10.75  

 

Supplementary Table S2-8: Feed consumption record sheet for sows during the trial period (treatment 3). 

pen 

sow 

numbe

r 

Trial 

start 

date 

farrowi

ng date 

weaning 

date 

date 

9.7 9.8 9.9 9.10  
9.1

1 

9.1

2 

9.1

3 

9.1

4 

9.1

5 

9.1

6 

9.1

7 

9.1

8 

9.1

9 
9.20  

9.2

1 

9.2

2 

9.2

3 

9.2

4 

9.2

5 

5 0545 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  
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6 4262 2018/9/7 
2018/10

/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

7 5800 2018/9/7 
2018/10

/6 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

8 4260 2018/9/7 
2018/10

/2 

2018/10/2

1 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

9 2969 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

10 5846 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

11 160549 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

12 0260 2018/9/7 
2018/10

/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

13 0347 2018/9/7 
2018/10

/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

14 0541 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

15 2803 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

16 0582 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

17 0407 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

18 0581 2018/9/7 2018/10 2018/10/2 3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  
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/2 9 

19 3993 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

20 0081 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

21 160765 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

22 0516 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

23 3861 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

24 5335 2018/9/7 
2018/10

/3 

2018/10/2

1 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

25 5882 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

26 16470 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

27 5767 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

28 0596 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

29 16486 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

30 0234 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  
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31 5758 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

32 5749 2018/9/7 
2018/10

/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

33 0703 2018/9/7 
2018/10

/7 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

34 16519 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  

35 0202 2018/9/7 
2018/10

/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  

36 16534 2018/9/7 
2018/10

/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

9.2

6 

9.2

7 

9.2

8 
9.29 

9.3

0  

10.

1 

10.

2 

10.

3 

10.

4 

10.

5 

10.

6 

10.

7 

10.

8 
10.9 

10.

10  

10.

11 

10.

12 

10.

13 

10.

14 

5 0545 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

6 4262 2018/9/7 
2018/1

0/1 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0   6.0  6.0  6.0  6.0  6.0  6.0  

7 5800 2018/9/7 
2018/1

0/6 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  5.0  5.0  5.0  

8 4260 2018/9/7 
2018/1

0/2 

2018/10/2

1 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  

9 2969 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  



 

www.megajournalofcasereports.com 
44 

10 5846 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

11 160549 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

12 0260 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  

13 0347 2018/9/7 
2018/1

0/5 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  

14 0541 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

15 2803 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  

16 0582 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

17 0407 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  

18 0581 2018/9/7 
2018/1

0/2 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  5.5  5.5  5.5  

19 3993 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  

20 0081 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

21 160765 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

22 0516 2018/9/7 2018/1 2018/10/2 3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  
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0/3 9 

23 3861 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

24 5335 2018/9/7 
2018/1

0/3 

2018/10/2

1 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

25 5882 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

26 16470 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

27 5767 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

28 0596 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  5.5  5.5  5.5  5.5  5.5  5.5  

29 16486 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

30 0234 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

31 5758 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

32 5749 2018/9/7 
2018/1

0/4 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  

33 0703 2018/9/7 
2018/1

0/7 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.5  

34 16519 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.2  3.2  3.2  3.2  3.2  3.2  3.2  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  
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35 0202 2018/9/7 
2018/1

0/8 

2018/10/2

9 
3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  3.0  1.0  1.5  2.0  3.0  4.0  5.0  6.0  

36 16534 2018/9/7 
2018/1

0/3 

2018/10/2

9 
3.5  3.5  3.5  3.5  3.5  3.5  3.5  1.0  1.5  2.0  3.0  4.0  5.0  6.0  6.0  6.0  6.0  6.0  6.0  

pen 

sow 

numbe

r 

Trial 

start 

date 

farrow

ing 

date 

weaning 

date 

date 

10.

15 

10.

16 

10.

17 

10.1

8 

10.

19 

10.

20  

10.

21 

10.

22 

10.

23 

10.

24 

10.

25 

10.

26 

10.

27 

10.2

8 
total 

5 0545 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

6 4262 2018/9/7 
2018/1

0/1 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.5  

7 5800 2018/9/7 
2018/1

0/6 

2018/10/2

9 
5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  5.0  194.3  

8 4260 2018/9/7 
2018/1

0/2 

2018/10/2

1 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  — — — — — — — 168.5  

9 2969 2018/9/7 
2018/1

0/5 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  205.1  

10 5846 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  217.5  

11 160549 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  211.5  

12 0260 2018/9/7 
2018/1

0/2 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  222.5  

13 0347 2018/9/7 
2018/1

0/5 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  199.5  
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14 0541 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.5  

15 2803 2018/9/7 
2018/1

0/7 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.0  5.0  5.0  5.0  5.0  5.0  206.5  

16 0582 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  214.5  

17 0407 2018/9/7 
2018/1

0/7 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  217.5  

18 0581 2018/9/7 
2018/1

0/2 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  207.0  

19 3993 2018/9/7 
2018/1

0/7 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  209.5  

20 0081 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

21 160765 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  215.0  

22 0516 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

23 3861 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

24 5335 2018/9/7 
2018/1

0/3 

2018/10/2

1 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  — — — — — — — 172.5  

25 5882 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

26 16470 2018/9/7 2018/1 2018/10/2 6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  
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0/3 9 

27 5767 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

28 0596 2018/9/7 
2018/1

0/3 

2018/10/2

9 
5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  5.5  209.7  

29 16486 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  215.0  

30 0234 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

31 5758 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

32 5749 2018/9/7 
2018/1

0/4 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  216.9  

33 0703 2018/9/7 
2018/1

0/7 

2018/10/2

9 
6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  6.5  210.0  

34 16519 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  219.7  

35 0202 2018/9/7 
2018/1

0/8 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  199.5  

36 16534 2018/9/7 
2018/1

0/3 

2018/10/2

9 
6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  6.0  227.5  

mean 208.66  

standard deviation 12.99  
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Reproductive performance and milk production 

Back fat was measured by ultrasound at point P2 (at the last rib, 6.5 cm away from the midline of the back) on day 7 before parturition and at weaning. Farrowing time was 

recorded for each sow and defined as the time from the expulsion of the first piglet until the expulsion of the last placenta. After the last piglet was born, total litter weight of 

piglets born alive was recorded. Milk production was calculated as (Litter weight at weaning (kg) - Litter weight at birth (kg)) × 4 / lactation period [9]. 

Collection of milk samples 

At 0h (defined as the sample collected within 2 h after farrowing), 35h, 7d, and 21d post farrowing, colostrum a milk samples were collected from each sow. For collection, a 

total of 10 ml was sampled from the first to forth mammary gland. At 35h, 7d and 21d, sows received a single intramuscular injection with 10 IU oxytocin immediately 

before sample collection. Samples for milk composition were stored at -20°C until analysis. An aliquot of 3 mL of each sample was then transferred to 10 mL centrifuge 

tubes, diluted to 10 mL with sterilized ultrapure water, mixed, and heated to 40°C. Fat, protein, lactose, Solids-Non-Fat (SNF) and Total Solids content (TS) in colostrum and 

milk were simultaneously measured using a milk composition analyzer (FOSS, Milkoscan Mars). For proteomics analysis colostrum and milk samples from 0h and 7d from 

10 sows per group were pooled per timepoint without preliminary treatment, resulting in 3 pooled samples for approximately about 30 sows per treatment group and 

timepoint. Samples were stored at -80°Cuntil subsequent analysis. Proteomics analysis was performed with isobaric tags for relative and absolute quantitation and tandem 

mass tags (iTRAQ/TMT) technology. Parallel Reaction Monitoring (PRM) technology was used for verification of the proteomics analysis results. 

Protein extraction 

Milk samples were thawed and added to 4 volumes of lysis buffer (containing 8 M urea, 1% protease inhibitor, 1% phosphatase inhibitor, 50 μM PR-619, 3 μM TSA, 50 mM 

NAM) for ultrasound lysis. After centrifugation at 12,000 g for 10 min at 4 °C, cell debris was removed. The supernatant was transferred to a new centrifuge tube, and the 

protein concentration was determined using a BCA kit (Beyotime, China). 

Proteomics analysis 

Trypsin enzymatic hydrolysis: After analyzing the protein concentration, dithiothreitol was added to the protein solution to a final concentration of 5 mM, which was then 

reduced at 56°C for 30 min. After reduction, iodoacetamide was added to reach a final concentration of 11 mM and incubated for 15 min at room temperature in the dark. 

Finally, the urea concentration of the sample was diluted to < 2 M. Trypsin was added at a mass ratio of 1:50 (pancreatin: protein) and digested overnight at 37°C. After 

digestion, trypsin was added again at a mass ratio of 1:100 (pancreatin: protein), and digestion continued for another 4 h at37°C. 

TMT Labelling: The trypsin-digested peptides were desalted using Strata X C18 (Phenomenex, USA) and were lyophilized in vacuo. The peptides were dissolved with 0.5 

M TEAB and labelled with the TMT kit (Thermo Scientific, China). High Performance Liquid Chromatography (HPLC) classification and liquid chromatography-mass 

spectrometry analysis were performed. 
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HPLC Fractionation and LC-MS/MS Analysis: The labelled peptides were fractionated by high pH reverse phase HPLC with an Agilent 300 Extend C18 column (5 μm 

particle size, 4.6 mm id, 250 mm long). The peptides were dissolved in liquid phase A phase (0.1% formic acid and 2% acetonitrile in water), separated using an EASY-nLC 

1000 ultra-high performance liquid system, injected into an NSI ion source for ionization, and analyzed by Q Exactive TM Plus mass spectrometry. 

KEGG pathway analysis: Kyoto Encyclopedia of Genes and Genomes (KEGG) database was used to annotate protein pathway. Firstly, using KEGG online service tools 

KAAS to annotated protein’s KEGG database description (https://www.genome.jp/kegg/). Then mapping the annotation result on the KEGG pathway database using KEGG 

online service tools KEGG mapper. 

PRM analysis: The peptide parameters in the PRM analysis were set as follows: the enzyme was set to trypsin [KR/P]. Max miss cleavage was 2. Peptides were 8-25 in 

length. Variable modifications were set to carbamoyl methyl on cyst and oxidation on met, and the maximum variable modification was set to 3. Precursor charges were set to 

2 and 3, ionic charges were set to 1 and 2, and ion types were set to b, y, and p. The product ions were set from ion 3 to the last ion, and the ion matching tolerance was set to 

0.02 Da. 

Statistical analysis of results 

The data are presented as mean. Statistical analysis of the reproductive performance and PRM data was performed using the Statistical Analysis System for Windows v8 

(SAS V8 system), General Linear Models Procedure (GLM procedure) with ‘treatment’ as fixed effect. Differences were considered to be significant with P < 0.05. For 

proteomics analysis, three whole protein quantitative biological replicate results were averaged. The pair wise comparison was performed, and the ratio was used as the final 

differential expression amount. The average relative quantitative values of each group were log 2 transformed to obtain normal distribution P-value of the relative quantitative 

values by two-sample two-tailed T-test. For the differential proteomics enrichment test, Fisher's exact treatment was conducted. 

 

Results 

Reproductive performance and milk production 

A total of 11 sows were eliminated from the trial due to non-treatment related factors (4 sows in C and T1, respectively, 3 in T2). There was no significant difference in sow 

weight 7 d pre-partum (P >0.05), and no significant difference in back fat thickness among treatments at one week before farrowing or at weaning (P> 0.05). The sows 

showed an average loss of 1 mm of back fat at weaning compared to pre-farrowing values. Farrowing time of sows receiving 1α,25(OH)2VD3-gly was reduced from 3.95 ± 

1.11 h to 3.71 ± 0.89 h with increasing dosage, but the differences were not statistically significant (P = 0.83). Supplementation of 1α,25(OH)2VD3-gly during late gestation 

had no significant effect on litter size or litter piglet weight (P> 0.05). Litter size, piglet weight at birth and weaning were on average 12.5 ± 3.0 piglets/litter, 1.6 ± 0.3 kg, and 

7.2 ± 1.1 kg, respectively. At weaning, litter weight and individual weight of piglets born to sows receiving 1α,25(OH)2VD3-gly supplemented diet were numerically higher 

(P > 0.05) than those in piglets from C sows. Daily piglet weight gain was significantly higher (P < 0.05) in T3 than in C and T2, but comparable among the other treatments 
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(P > 0.05), Compared to control group, the survival rate at day 7 after birth was increased by 1.57%, 3.11%, and 1.68% in T1, T2, and T3, respectively, but the differences 

were not significant (P > 0.05). Similarly, overall piglet mortality in the treatment groups was numerically reduced by 0.26%, 2.79%, and 1.97%, respectively, compared to 

that in C (p > 0.05) (Table 2 and Supplementary Table S3). Milkability was increased with increasing dosage of 1α,25(OH)2VD3-gly. It was lowest in C with 8.68 ± 2.55 

kg, and highest in T3 (10.21 ± 2.07, p < 0.05), (Table 2, Table 3 and Supplementary documentation S1). 

 

Table 2: Reproductive performance. 

Group 
Control 

group 
treatment1 treatment2 treatment3 

Residual 

error 

P 

value 

Sows, n 28 28 29 32   

Feed intake of sows, kg 212.90 207.78 206.64 208.66 0.31 0.13 

Backfat at gestation d90, mm 18.98 19.01 19.10 19.31 0.13 0.92 

Back fat 7 d pre-partum, mm 19.75 21.11 20.72 19.59 0.17 0.20 

Sow weight7 d pre-partum, kg 237.48 240.39 238.78 236.41 0.37 0.81 

Back fatat weaning, mm 19.68 20.13 19.79 18.86 0.17 0.51 

Farrowing duration, h 3.95 3.91 3.87 3.71 0.10 0.83 

Total born piglets, litter 12.82 12.61 12.03 12.56 0.16 0.78 

Piglets born alive, litter 11.96 11.54 11.52 11.63 0.15 0.92 

Stillborn piglets, litter 0.93 1.07 0.59 0.94 0.10 0.49 

Litter weight at birth, kg 18.17 18.47 17.40 17.46 0.19 0.71 

Piglet weight at birth, kg 1.56 1.63 1.52 1.51 0.05 0.30 

Piglets after foster care, litter 11.86 12.00 11.69 11.81 0.07 0.32 
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Litter weight after foster care, 

kg 
18.40 19.88 18.71 18.46 0.18 0.41 

Piglets alive on day 7, litter 11.00 11.32 11.21 11.16 0.09 0.57 

Piglet survival rate d7
1
, % 92.93 94.50 96.04 94.61   

Weaned piglets, litter 10.32 10.46 10.48 10.50 0.10 0.94 

Mortality rate total
2
, % 12.92 12.66 10.13 10.95   

Litter weight at weaning, kg 71.62 73.54 74.59 79.14 0.36 0.28 

Piglet weight at weaning, kg 6.97 6.99 7.07 7.54 0.10 0.16 

Litter weight gain, kg 53.21 53.67 55.88 60.68 0.37 0.24 

Daily litter weight gain, kg 2.17 2.20 2.37 2.55 0.08 0.09 

Daily piglet weight gain, g 209.83
b
 206.89

b
 223.28

ab
 242.57

a
 0.66 0.03 

Milkability
3
, kg 8.68 8.79 9.49 10.21 0.15 0.09 

Weaning to estrus interval, days 4.63 4.61 4.62 4.38 0.15 0.20 

Control group= without the supplemented with1,25(OH)2VD3; Treatment 1= supplemented with1 μg/kg1,25(OH)2VD3; Treatment 2 =supplemented with 2 

μg/kg1,25(OH)2VD3; Treatment 3 = supplemented with 4 μg/kg 1,25(OH)2VD3; 1,25(OH)2VD3provided as 1,25(OH)2VD3-glycosides from Solanum glaucophyllum. 

Piglets foster care were limited to within the group and is completed 24 hours after farrowing. 

a,b
 Means within row without same superscripts are significantly different (P<0.05). 

1
Piglets survival rate d7 = Piglets alive on day 7/ Piglets born alive×100%. 

2
Mortality rate total = Number of weaned piglets/Piglets born alive×100%. 

3
Milkability = (Litter weight at weaning - Litter weight at birth) × 4 / lactation period (Sun, 2017). 
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Supplementary Table S3-1: Exp.all.MS_identified_information-Summary-Header line description. 

Header line description  

Total spectrum Number of spectrum produced by mass spectrometer 

Matched spectrum Number of spectrum matched with alignment protein 

Peptides Number of peptides which spectrum hit 

Unique peptides Number of identified peptides that only come from this protein groups 

Identified proteins Number of proteins detected by spetrum search analysis 

Quantifiable proteins Number of proteins quantifiable 

 

Supplementary Table S3-2: Exp.all.MS_identified_information-Summary-Header line description of worksheet "Protein_quant". 

Header line description of worksheet "Protein_quant" 

Protein accession Protein accession number of databases used for search 

Protein description Protein functional description 

Gene name Indicates the name of the gene that code for the protein sequence 

MW [kDa] Protein molecular weight, unit [kDa] 

 

Supplementary Table S3-3: Exp.all.MS_identified_information-MS/MS spetrum database search analysis summary. 

Total spectrum Matched spectrum Peptides Unique peptides Identified proteins Quantifiable proteins 

687443 59528(8.66%) 20016 18122 1713 1413 

 

Supplementary Table S3-4: Exp.all.MS_identified_information-Differentially expressed protein summary 

(Filtered with threshold value of expression fold change and P value < 0.05). 

Compare group Regulated type fold change >1.2 fold change >1.3 fold change >1.5 fold change >2 

0h3/0h0 up-regulated 29 23 13 7 
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down-regulated 32 22 10 3 

7d3/7d0 
up-regulated 61 50 23 3 

down-regulated 65 49 24 3 

 

 

Supplementary Table S3-5: Exp.all.MS_identified_information-Repeatability. 

Pearson's correlation of quantitation 

 0h0_3 0h0_2 0h0_1 0h3_3 0h3_2 0h3_1 7d0_3 7d0_2 7d0_1 7d3_3 7d3_2 7d3_1 

0h0_3 1 0.8 0.77 0.8 0.77 0.72 -0.72 -0.63 -0.72 -0.74 -0.7 -0.67 

0h0_2 0.8 1 0.74 0.69 0.67 0.72 -0.68 -0.7 -0.67 -0.65 -0.68 -0.61 

0h0_1 0.77 0.74 1 0.76 0.71 0.86 -0.66 -0.63 -0.76 -0.66 -0.66 -0.72 

0h3_3 0.8 0.69 0.76 1 0.79 0.79 -0.65 -0.6 -0.68 -0.73 -0.7 -0.7 

0h3_2 0.77 0.67 0.71 0.79 1 0.74 -0.63 -0.6 -0.68 -0.68 -0.64 -0.62 

0h3_1 0.72 0.72 0.86 0.79 0.74 1 -0.6 -0.63 -0.72 -0.66 -0.68 -0.69 

7d0_3 -0.72 -0.68 -0.66 -0.65 -0.63 -0.6 1 0.81 0.81 0.87 0.78 0.8 

7d0_2 -0.63 -0.7 -0.63 -0.6 -0.6 -0.63 0.81 1 0.83 0.76 0.85 0.77 

7d0_1 -0.72 -0.67 -0.76 -0.68 -0.68 -0.72 0.81 0.83 1 0.81 0.8 0.86 

7d3_3 -0.74 -0.65 -0.66 -0.73 -0.68 -0.66 0.87 0.76 0.81 1 0.88 0.82 

7d3_2 -0.7 -0.68 -0.66 -0.7 -0.64 -0.68 0.78 0.85 0.8 0.88 1 0.82 
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7d3_1 -0.67 -0.61 -0.72 -0.7 -0.62 -0.69 0.8 0.77 0.86 0.82 0.82 1 

 

 

Supplementary Table S3-7: Results of reproductive performance of control group sows. 

pen 

numb

er of 

sow 

Back 

fat at 

gestatio

n d90 

Back fat 

7 d pre-

partum 

Sow 

weight 7 

d pre-

partum 

Date of 

farrowi

ng 

Farrowi

ng 

duration 

Total 

born 

piglet

s 

Piglet

s 

born 

alive 

Stillbo

rn 

piglets 

Litte

r 

weig

ht at 

birth 

Piglet 

weig

ht at 

birth 

Piglet

s 

after 

foster 

care 

Litte

r 

weig

ht 

after 

foster 

care 

Piglet

s 

alive 

on 

day 7 

Piglet 

mortali

ty rate 

d7 

Piglet 

surviv

al rate 

d7 

37 0125 19.9 19.5 235.8 
2018/10

/1 
2.45  12 11 1 21.7  2.0  12 24.1  9 25.0  75.0  

38 16467 15.2 20.9 220.7 
2018/10

/4 
4.87  5 5 0 10.1  2.0  10 15.5  10 0.0  100.0  

40 0498 19.1 19.9 231.5 
2018/10

/3 
5.17  11 11 0 14.9  1.4  12 16.2  11 8.3  91.7  

41 16475 20.6 18.1 241.3 
2018/10

/2 
4.50  13 9 4 12.8  1.4  12 19.5  12 0.0  100.0  

42 2945 18.8 19.5 243.5 
2018/10

/4 
3.00  14 14 0 24.1  1.7  13 23.6  12 7.7  92.3  

43 5290 18.1 20.2 229.6 
2018/10

/3 
3.37  7 7 0 14.4  2.1  12 24.1  12 0.0  100.0  

44 
16059

1 
20.6 21.3 232.7 

2018/10

/4 
3.00  9 9 0 19.1  2.1  12 19.6  12 0.0  100.0  
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45 0029 15.9 15.5 231.8 
2018/10

/3 
4.37  18 18 0 25.3  1.4  12 17.3  12 0.0  100.0  

46 5511 20.2 20.2 230.7 
2018/10

/3 
3.37  11 9 2 12.1  1.3  12 15.8  11 8.3  91.7  

47 0555 14.9 17 232.1 
2018/10

/3 
3.27  12 12 0 19.0  1.6  12 20.8  11 8.3  91.7  

48 0540 16.3 17 226.5 
2018/10

/5 
5.00  10 10 0 15.9  1.6  12 21.0  10 16.7  83.3  

49 4762 15.2 14.1 234.7 
2018/10

/3 
3.25  20 16 4 18.4  1.2  12 12.7  10 16.7  83.3  

50 2600 18.4 22.4 240.8 
2018/10

/5 
1.93  14 14 0 20.5  1.5  12 15.4  11 8.3  91.7  

51 
16074

4 
17.7 22.4 236.9 

2018/10

/3 
4.28  11 11 0 19.1  1.7  12 21.6  12 0.0  100.0  

52 0657 18.8 19.1 241.3 
2018/10

/8 
5.03  18 17 1 20.0  1.2  13 14.8  11 15.4  84.6  

53 0578 21.6 20.9 247.6 
2018/9/

30 
3.50  18 16 2 25.0  1.6  11 17.4  11 0.0  100.0  

54 3942 20.2 17.4 234.9 
2018/10

/6 
5.13  14 12 2 15.9  1.3  12 11.4  11 8.3  91.7  

55 
16074

9 
22.2 22.4 240.3 

2018/10

/3 
5.07  14 13 1 21.4  1.6  12 23.3  10 16.7  83.3  

56 16497 20.2 16.3 228.6 
2018/10

/8 
3.25  15 13 2 15.1  1.2  12 17.7  10 16.7  83.3  

57 16501 17 16.3 226.6 2018/10 4.17  12 11 1 20.0  1.8  12 23.2  11 8.3  91.7  



 

www.megajournalofcasereports.com 
57 

/3 

58 0647 19.5 25.2 230.3 
2018/10

/8 
4.03  8 8 0 11.6  1.5  12 17.4  11 8.3  91.7  

59 5668 20.2 20.9 235.4 
2018/10

/2 
2.00  16 14 2 21.5  1.5  11 21.5  11 0.0  100.0  

60 5319 20.6 20.9 227.3 
2018/10

/3 
6.18  11 11 2 17.7  1.6  12 21.1  12 0.0  100.0  

61 5320 21.3 24.1 225.5 
2018/10

/3 
5.08  11 11 0 16.1  1.5  11 15.2  11 0.0  100.0  

62 4206 21.6 27.4 246.6 
2018/10

/8 
2.00  14 14 0 16.9  1.2  12 11.8  11 8.3  91.7  

63 4154 19.1 19.5 230.8 
2018/10

/2 
3.83  16 15 1 24.7  1.6  12 15.5  12 0.0  100.0  

64 0306 21.3 14.1 224.3 
2018/10

/7 
4.50  16 15 1 19.3  1.3  11 17.6  11 0.0  100.0  

67 0602 17.4 20.6 231.3 
2018/10

/3 
4.97  9 9 0 16.3  1.8  12 20.4  10 16.7  83.3  

mean 19.75  233.55   3.95  12.82  11.96  0.93  18.17  1.56  11.86  18.40  11.00  7.07  92.93  

standard deviation 3.14  6.78   1.11  3.59  3.13  1.18  4.09  0.27  0.59  3.73  0.82  7.36  7.36  

pen 

numb

er of 

sow 

Piglet 

weaning 

date 

Weaned 

piglets 

Litter 

weight at 

weaning 

percent

age of 

foster 

Mortali

ty rate 

total 

Piglet 

weight 

at 

weaning 

Daily 

piglet 

weight 

gain 

Litter 

weight 

at 

weaning 

Lactat

ion 

days 

Daily 

litter 

weight 

gain 

Milk

abilit

y 

Back 

fat at 

weanin

g 

Weani

ng to 

estrus 

interv

al 

37 0125 2018/10/29 8 75.0  66.7  33.3  9.4  227.2  50.9  28  1.82  7.27  24.1  5 
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38 16467 2018/10/29 10 80.0  100.0  0.0  8.0  258.2  64.6  25  2.58  10.33  18.8  5 

40 0498 2018/10/29 9 46.7  75.0  25.0  5.2  130.3  30.5  26  1.17  4.69  20.6  5 

41 16475 2018/10/29 11 69.6  91.7  8.3  6.3  168.7  50.1  27  1.86  7.42  18.8  5 

42 2945 2018/10/29 11 88.0  84.6  15.4  8.0  234.2  64.4  25  2.58  10.30  14.5  5 

43 5290 2018/10/29 12 44.7  100.0  0.0  3.7  66.0  20.6  26  0.79  3.17  22.0  5 

44 
16059

1 
2018/10/29 12 80.0  100.0  0.0  6.7  201.3  60.4  25  2.42  9.66  19.9  5 

45 0029 2018/10/29 10 85.0  83.3  16.7  8.5  260.4  67.7  26  2.60  10.42  17.4  5 

46 5511 2018/10/29 11 84.9  91.7  8.3  7.7  241.6  69.1  26  2.66  10.63  24.1  5 

47 0555 2018/10/29 10 86.0  83.3  16.7  8.6  250.8  65.2  26  2.51  10.03  17.0  5 

48 0540 2018/10/29 10 84.0  83.3  16.7  8.4  262.5  63.0  24  2.63  10.50  13.1  5 

49 4762 2018/10/29 11 67.5  91.7  8.3  6.1  191.4  54.8  26  2.11  8.42  18.1  5 

50 2600 2018/10/29 11 85.0  91.7  8.3  7.7  263.6  69.6  24  2.90  11.60  18.4  5 

51 
16074

4 
2018/10/29 11 102.0  91.7  8.3  9.3  281.1  80.4  26  3.09  12.37  20.2  5 

52 0657 2018/10/29 12 73.7  92.3  7.7  6.1  233.7  58.9  21  2.80  11.22  18.1  4 

53 0578 2018/10/29 10 72.2  90.9  9.1  7.2  189.1  54.8  29  1.89  7.56  18.8  5 

54 3942 2018/10/29 11 55.0  91.7  8.3  5.0  172.3  43.6  23  1.90  7.58  20.2  4 

55 
16074

9 
2018/10/29 10 78.0  83.3  16.7  7.8  210.4  54.7  26  2.10  8.42  17.0  4 

56 16497 2018/10/29 9 42.5  75.0  25.0  4.7  131.0  24.8  21  1.18  4.71  20.9  4 

57 16501 2018/10/20 11 82.5  91.7  8.3  7.5  317.4  59.4  17  3.49  13.96  20.6  6 

58 0647 2018/10/29 9 59.6  75.0  25.0  6.6  223.3  42.2  21  2.01  8.04  29.5  4 

59 5668 2018/10/29 10 72.2  90.9  9.1  7.2  187.9  50.7  27  1.88  7.52  18.4  4 

60 5319 2018/10/29 12 95.1  100.0  0.0  7.9  237.0  74.0  26  2.84  11.38  19.1  10 
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61 5320 2018/10/29 9 52.1  81.8  18.2  5.8  157.5  36.9  26  1.42  5.67  26.3  4 

62 4206 2018/10/29 11 59.7  91.7  8.3  5.4  207.1  47.9  21  2.28  9.11  26.3  4 

63 4154 2018/10/29 12 71.0  100.0  0.0  5.9  171.5  55.6  27  2.06  8.23  14.6  4 

64 0306 2018/10/29 8 59.6  72.7  27.3  7.4  238.4  42.0  22  1.91  7.63  18.4  4 

67 0602 2018/10/29 8 54.0  66.7  33.3  6.7  161.3  33.6  26  1.29  5.16  15.9  4 

mean 10.32  71.62  87.08  12.92  6.97  209.83  53.21  24.75  2.17  8.68  19.68  4.82  

standard deviation 1.25  15.60  9.86  9.86  1.40  53.51  14.86  2.65  0.64  2.55  3.73  1.16  

 

Supplementary Table S3-6: Results of reproductive performance of treatment 1 sows. 

pen 

numb

er of 

sow 

Back 

fat at 

gestatio

n d90 

Back fat 

7 d pre-

partum 

Sow 

weight 7 

d pre-

partum 

Date of 

farrowi

ng 

Farrowi

ng 

duration 

Total 

born 

piglet

s 

Piglet

s 

born 

alive 

Stillbo

rn 

piglets 

Litte

r 

weig

ht at 

birth 

Piglet 

weig

ht at 

birth 

Piglet

s 

after 

foster 

care 

Litte

r 

weig

ht 

after 

foster 

care 

Piglet

s 

alive 

on 

day 7 

Piglet 

mortali

ty rate 

d7 

Piglet 

surviv

al rate 

d7 

79 0585 17.7 22 236.8 
2018/10

/4 
5.11  12 12 0 18.5  1.5  13 19.5  13 0.0  100.0  

80 0719 15.9 15.6 224.3 
2018/10

/7 
3.75  12 11 1 18.9  1.7  12 24.9  11 8.3  91.7  

81 2644 16.6 17 230.8 
2018/10

/3 
3.02  12 12 0 20.0  1.7  12 20.7  12 0.0  100.0  

82 0056 19.1 22.4 246.7 
2018/10

/8 
3.00  15 14 1 20.4  1.5  12 17.1  10 16.7  83.3  

83 5893 15.6 21.3 233.2 2018/10 4.00  9 9 0 16.6  1.8  12 23.1  11 8.3  91.7  



 

www.megajournalofcasereports.com 
60 

/3 

84 0658 15.4 16.4 230.3 
2018/10

/8 
3.73  12 10 2 17.9  1.8  12 15.1  11 8.3  91.7  

86 0643 17.4 22.7 234.5 
2018/10

/8 
3.67  6 6 0 11.3  1.9  12 17.5  11 8.3  91.7  

87 4297 21.4 27 240.3 
2018/10

/6 
4.28  9 8 1 12.8  1.6  11 15.9  11 0.0  100.0  

89 5388 18.4 22 247.6 
2018/10

/3 
5.90  15 14 1 22.8  1.6  12 18.4  12 0.0  100.0  

90 0623 20.2 21.6 240.1 
2018/10

/8 
2.75  10 9 1 16.6  1.8  11 20.6  11 0.0  100.0  

91 0313 19.1 21.3 239.8 
2018/10

/3 
2.38  10 10 0 19.3  1.9  12 25.0  12 0.0  100.0  

93 3100 22.4 25.2 246.5 
2018/10

/3 
2.05  13 13 0 24.8  1.9  12 24.6  12 0.0  100.0  

94 2888 19.5 19.1 236.3 
2018/10

/8 
2.57  14 11 3 16.8  1.5  12 18.0  12 0.0  100.0  

95 5809 21.6 24.5 246.7 
2018/10

/3 
3.25  17 14 3 17.8  1.3  13 12.4  11 15.4  84.6  

96 0563 17.7 19.5 228.9 
2018/10

/7 
5.08  7 7 0 15.4  2.2  11 23.5  11 0.0  100.0  

97 0329 20.2 20.6 243.4 
2018/10

/1 
5.00  14 12 2 19.2  1.6  12 19.2  12 0.0  100.0  

99 0445 19.5 18.8 232.1 
2018/10

/3 
2.15  13 12 1 22.5  1.9  12 25.1  12 0.0  100.0  
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100 5858 20.2 21.3 245.8 
2018/10

/6 
6.08  18 16 2 23.2  1.5  12 20.0  10 16.7  83.3  

101 5618 20.2 21.6 235.6 
2018/10

/3 
6.08  10 10 0 14.7  1.5  12 17.4  12 0.0  100.0  

102 5424 19.1 17.7 231.7 
2018/10

/3 
4.23  14 14 0 20.6  1.5  12 20.9  10 16.7  83.3  

103 0452 22.4 24.1 233.3 
2018/10

/3 
3.00  11 11 0 16.9  1.5  12 22.6  12 0.0  100.0  

104 5672 20.9 22.7 242.8 
2018/10

/4 
5.63  13 13 0 18.0  1.4  12 18.0  12 0.0  100.0  

105 4217 17.4 19.1 230.7 
2018/10

/1 
2.72  11 11 0 17.9  1.6  13 23.5  10 23.1  76.9  

106 0388 16.3 28.8 248.8 
2018/10

/3 
3.25  14 13 1 31.0  2.4  13 31.0  11 15.4  84.6  

107 0549 21.3 21.8 245.6 
2018/10

/3 
7.22  15 12 3 13.8  1.2  11 11.6  11 0.0  100.0  

108 0294 20.6 23.8 247.9 
2018/10

/4 
2.78  17 12 5 15.2  1.3  13 15.4  12 7.7  92.3  

109 0550 21.6 19.1 236.6 
2018/10

/2 
3.42  13 12 1 17.8  1.5  12 19.2  12 0.0  100.0  

110 16511 16.3 14.1 233.9 
2018/10

/3 
3.35  17 15 2 16.6  1.1  11 16.6  10 9.1  90.9  

mean 21.11  238.25   3.91  12.61  11.54  1.07  18.47  1.63  12.00  19.88  11.32  5.50  94.50  

standard deviation 3.32  6.96   1.36  2.99  2.35  1.27  3.96  0.29  0.61  4.28  0.82  7.23  7.23  
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pen 

numb

er of 

sow 

Piglet 

weaning 

date 

Weaned 

piglets 

Litter 

weight at 

weaning 

percent

age of 

foster 

Mortali

ty rate 

total 

Piglet 

weight 

at 

weaning 

Daily 

piglet 

weight 

gain 

Litter 

weight 

at 

weaning 

Lactat

ion 

days 

Daily 

litter 

weight 

gain 

Milk

abilit

y 

Back 

fat at 

weanin

g 

Weani

ng to 

estrus 

interv

al 

79 0585 2018/10/29 11 95.0  84.6  15.4  8.6  274.5  75.5  25  3.02  12.08  22.0  5 

80 0719 2018/10/29 8 50.3  66.7  33.3  6.3  144.3  25.4  22  1.15  4.62  18.4  5 

81 2644 2018/10/29 12 93.8  100.0  0.0  7.8  234.3  73.1  26  2.81  11.25  13.8  4 

82 0056 2018/10/29 10 55.9  83.3  16.7  5.6  184.5  38.8  21  1.85  7.38  19.9  4 

83 5893 2018/10/29 11 84.8  91.7  8.3  7.7  215.7  61.7  26  2.37  9.49  20.9  5 

84 0658 2018/10/29 10 55.8  83.3  16.7  5.6  193.8  40.7  21  1.94  7.75  17.7  4 

86 0643 2018/10/29 12 76.3  100.0  0.0  6.4  233.3  58.8  21  2.80  11.20  20.9  4 

87 4297 2018/10/29 11 79.8  100.0  0.0  7.3  252.4  63.9  23  2.78  11.10  25.9  5 

89 5388 2018/10/29 10 78.2  83.3  16.7  7.8  230.0  59.8  26  2.30  9.20  17.4  5 

90 0623 2018/10/29 11 77.4  100.0  0.0  7.0  245.9  56.8  21  2.70  10.82  22.0  4 

91 0313 2018/10/29 11 75.8  91.7  8.3  6.9  177.6  50.8  26  1.95  7.82  15.9  5 

93 3100 2018/10/29 9 58.6  75.0  25.0  6.5  145.3  34.0  26  1.31  5.23  17.7  4 

94 2888 2018/10/29 11 65.9  91.7  8.3  6.0  207.4  47.9  21  2.28  9.12  20.2  5 

95 5809 2018/10/29 11 80.8  84.6  15.4  7.3  239.2  68.4  26  2.63  10.52  20.9  5 

96 0563 2018/10/29 8 49.2  72.7  27.3  6.1  146.0  25.7  22  1.17  4.67  14.1  5 

97 0329 2018/10/29 12 96.6  100.0  0.0  8.1  230.4  77.4  28  2.76  11.06  19.9  5 

99 0445 2018/10/29 12 94.0  100.0  0.0  7.8  220.8  68.9  26  2.65  10.60  29.5  5 

100 5858 2018/10/29 10 66.6  83.3  16.7  6.7  202.6  46.6  23  2.03  8.10  22.4  4 

101 5618 2018/10/23 12 87.4  100.0  0.0  7.3  291.7  70.0  20  3.50  14.00  20.6  4 

102 5424 2018/10/29 10 79.7  83.3  16.7  8.0  226.2  58.8  26  2.26  9.05  13.8  5 
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103 0452 2018/10/29 10 82.0  83.3  16.7  8.2  228.5  59.4  26  2.28  9.14  24.5  5 

104 5672 2018/10/29 10 52.5  83.3  16.7  5.2  137.8  34.5  25  1.38  5.51  21.3  4 

105 4217 2018/10/29 10 59.6  76.9  23.1  6.0  129.1  36.2  28  1.29  5.16  19.1  5 

106 0388 2018/10/29 10 67.4  76.9  23.1  6.7  140.2  36.5  26  1.40  5.61  28.8  5 

107 0549 2018/10/29 11 72.3  100.0  0.0  6.6  212.2  60.7  26  2.33  9.34  15.6  5 

108 0294 2018/10/29 10 60.3  76.9  23.1  6.0  179.8  45.0  25  1.80  7.19  18.8  5 

109 0550 2018/10/29 12 103.0  100.0  0.0  8.6  258.6  83.8  27  3.10  12.41  23.8  4 

110 16511 2018/10/29 8 60.4  72.7  27.3  7.6  210.8  43.9  26  1.69  6.75  17.7  4 

mean 10.46  73.54  87.34  12.66  6.99  206.89  53.67  24.46  2.20  8.79  20.13  4.61  

standard deviation 1.20  15.37  10.47  10.47  0.95  43.77  16.09  2.41  0.64  2.56  3.99  0.50  

 

Supplementary Table S3-7: Results of reproductive performance of treatment 2 sows. 

pen 

numb

er of 

sow 

Back 

fat at 

gestatio

n d90 

Back fat 

7 d pre-

partum 

Sow 

weight 7 

d pre-

partum 

Date of 

farrowi

ng 

Farrowi

ng 

duration 

Total 

born 

piglet

s 

Piglet

s 

born 

alive 

Stillbo

rn 

piglets 

Litte

r 

weig

ht at 

birth 

Piglet 

weig

ht at 

birth 

Piglet

s 

after 

foster 

care 

Litte

r 

weig

ht 

after 

foster 

care 

Piglet

s 

alive 

on 

day 7 

Piglet 

mortali

ty rate 

d7 

Piglet 

surviv

al rate 

d7 

113 0704 15.9  17.7  241.0  
2018/10

/8 
3.45  14 12 2 18.1  1.5  11 14.0  11 0.0  100.0  

114 4072 18.8  17.1  220.3 
2018/10

/4 
2.83  4 4 0 7.0  1.7  11 21.0  11 0.0  100.0  

116 0576 17.7  18.5  230.5 
2018/10

/2 
5.50  14 13 1 17.3  1.3  12 13.1  11 8.3  91.7  
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117 0170 21.3  24.5  237.9 
2018/10

/8 
3.63  11 11 0 20.9  1.9  12 23.1  12 0.0  100.0  

118 0548 17.0  16.6  232.5 
2018/10

/4 
3.88  12 12 0 20.3  1.7  12 19.1  12 0.0  100.0  

119 0579 18.1  16.3  228.7 
2018/10

/8 
3.30  11 11 2 11.4  1.0  12 22.2  11 8.3  91.7  

120 0134 18.1  23.0  240.1 
2018/10

/3 
2.67  12 12 0 18.3  1.5  12 18.9  12 0.0  100.0  

122 0601 17.2  22.2  245.7 
2018/10

/4 
3.93  16 15 1 21.4  1.4  12 18.4  12 0.0  100.0  

123 0487 19.5  20.6  241.6 
2018/10

/8 
2.93  12 12 0 16.0  1.3  12 19.9  11 8.3  91.7  

124 4163 18.1  21.6  241.0  
2018/10

/5 
3.10  11 11 0 18.9  1.7  11 18.9  11 0.0  100.0  

125 0514 20.2  21.6  245.3 
2018/10

/8 
3.08  13 12 1 21.0  1.8  11 21.0  11 0.0  100.0  

126 4256 21.6  25.2  240.4 
2018/10

/5 
3.30  10 8 2 10.1  1.3  10 10.1  10 0.0  100.0  

127 16525 21.3  22.7  241.8 
2018/10

/8 
3.58  13 12 1 19.1  1.6  12 17.1  11 8.3  91.7  

128 3816 20.6  24.5  243.6 
2018/10

/3 
3.17  11 11 0 15.8  1.4  12 20.8  12 0.0  100.0  

129 5891 19.9  23.8  245.3 
2018/10

/7 
5.32  11 11 0 18.8  1.7  12 18.8  12 0.0  100.0  

130 0521 20.9  24.1  247.8 2018/10 3.80  14 13 1 16.7  1.3  13 13.9  10 23.1  76.9  
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/3 

131 0461 19.5  19.1  231.0  
2018/10

/8 
3.33  8 8 0 12.4  1.6  12 13.4  11 8.3  91.7  

132 5899 20.9  25.6  240.7 
2018/10

/5 
4.42  10 9 1 13.9  1.5  11 16.8  11 0.0  100.0  

133 5658 20.6  23.0  245.3 
2018/10

/5 
4.25  13 13 0 17.3  1.3  12 19.1  10 16.7  83.3  

134 0559 19.9  22.4  247.2 
2018/10

/3 
6.80  17 15 2 17.7  1.2  12 19.6  11 8.3  91.7  

135 2979 22.7  25.6  241.0  
2018/10

/8 
4.00  10 10 0 17.2  1.7  11 20.2  11 0.0  100.0  

136 16522 22.0  23.4  243.5 
2018/10

/2 
3.83  13 13 0 24.6  1.9  11 24.6  11 0.0  100.0  

137 0580 15.6  17.0  239.8 
2018/10

/2 
5.17  13 13 0 21.4  1.6  12 20.1  11 8.3  91.7  

138 0488 22.4  19.9  240.7 
2018/10

/5 
3.43  14 13 1 18.6  1.4  11 16.3  11 0.0  100.0  

139 3931 18.8  13.8  228.5 
2018/10

/3 
4.00  13 13 0 19.5  1.5  12 19.6  12 0.0  100.0  

140 0621 16.3  14.5  227.9 
2018/10

/2 
2.67  13 12 1 20.2  1.7  12 20.2  12 0.0  100.0  

141 0552 18.4  23.1  230.8 
2018/10

/3 
4.38  13 13 0 17.5  1.3  12 22.8  11 8.3  91.7  

142 5673 21.6  19.1  231.7 
2018/10

/2 
4.17  11 10 1 13.1  1.3  12 17.2  11 8.3  91.7  
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144 0192 14.9  14.5  223.5 
2018/10

/5 
4.33  12 12 0 20.4  1.7  12 23.0  12 0.0  100.0  

mean 20.72  237.76   3.87  12.03  11.52  0.59  17.40  1.52  11.69  18.71  11.21  3.96  96.04  

standard deviation 3.58  7.49   0.93  2.41  2.21  0.73  3.82  0.21  0.60  3.38  0.62  5.92  5.92  

pen 

numb

er of 

sow 

Piglet 

weaning 

date 

Weaned 

piglets 

Litter 

weight at 

weaning 

percent

age of 

foster 

Mortali

ty rate 

total 

Piglet 

weight 

at 

weaning 

Daily 

piglet 

weight 

gain 

Litter 

weight 

at 

weaning 

Lactat

ion 

days 

Daily 

litter 

weight 

gain 

Milk

abilit

y 

Back 

fat at 

weanin

g 

Weani

ng to 

estrus 

interv

al 

113 0704 2018/10/29 11 84.1  100.0  0.0  7.6  303.5  70.1  21  3.34  13.35  20.6  4 

114 4072 2018/10/29 10 75.0  90.9  9.1  7.5  216.0  54.0  25  2.16  8.64  15.6  5 

116 0576 2018/10/29 11 95.9  91.7  8.3  8.7  279.0  82.9  27  3.07  12.27  23.4  5 

117 0170 2018/10/29 12 81.4  100.0  0.0  6.8  231.5  58.4  21  2.78  11.11  20.9  5 

118 0548 2018/10/29 12 97.8  100.0  0.0  8.2  262.5  78.8  25  3.15  12.60  16.6  5 

119 0579 2018/10/29 11 67.0  91.7  8.3  6.1  194.2  44.9  21  2.14  8.54  19.1  6 

120 0134 2018/10/29 11 88.0  91.7  8.3  8.0  241.6  69.1  26  2.66  10.63  16.6  5 

122 0601 2018/10/29 12 91.7  100.0  0.0  7.6  244.3  73.3  25  2.93  11.73  17.7  5 

123 0487 2018/10/29 11 80.4  91.7  8.3  7.3  262.1  60.6  21  2.88  11.53  21.3  5 

124 4163 2018/10/29 11 93.5  100.0  0.0  8.5  282.6  74.6  24  3.11  12.43  17.7  5 

125 0514 2018/10/29 8 54.6  72.7  27.3  6.8  200.0  33.6  21  1.60  6.40  22.7  5 

126 4256 2018/10/29 10 72.3  100.0  0.0  7.2  259.4  62.3  24  2.59  10.38  14.5  5 

127 16525 2018/10/29 12 98.0  100.0  0.0  8.2  321.2  81.0  21  3.85  15.42  22.4  5 

128 3816 2018/10/29 10 53.0  83.3  16.7  5.3  123.8  32.2  26  1.24  4.95  19.5  4 

129 5891 2018/10/29 12 94.2  100.0  0.0  7.9  285.8  75.5  22  3.43  13.72  23.8  5 

130 0521 2018/10/29 8 52.0  61.5  38.5  6.5  183.2  38.1  26  1.47  5.86  25.6  4 
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131 0461 2018/10/29 10 59.1  83.3  16.7  5.9  217.6  45.7  21  2.18  8.70  17.0  2 

132 5899 2018/10/29 11 86.0  100.0  0.0  7.8  262.3  69.3  24  2.89  11.54  25.2  4 

133 5658 2018/10/29 10 86.0  83.3  16.7  8.6  278.8  66.9  24  2.79  11.15  19.1  11 

134 0559 2018/10/29 10 51.9  83.3  16.7  5.2  124.2  32.3  26  1.24  4.97  21.4  5 

135 2979 2018/10/29 10 64.9  90.9  9.1  6.5  212.9  44.7  21  2.13  8.51  19.5  5 

136 16522 2018/10/29 9 48.3  81.8  18.2  5.4  97.5  23.7  27  0.88  3.51  22.7  5 

137 0580 2018/10/29 9 49.8  75.0  25.0  5.5  122.2  29.7  27  1.10  4.40  13.4  4 

138 0488 2018/10/29 11 67.4  100.0  0.0  6.1  193.8  51.2  24  2.13  8.53  22.7  5 

139 3931 2018/10/29 11 97.0  91.7  8.3  8.8  270.6  77.4  26  2.98  11.91  19.5  13 

140 0621 2018/10/21 9 71.5  75.0  25.0  7.9  300.0  51.3  19  2.70  10.80  16.3  18 

141 0552 2018/10/29 10 56.2  83.3  16.7  5.6  128.5  33.4  26  1.28  5.14  22.0  5 

142 5673 2018/10/29 11 77.5  91.7  8.3  7.0  203.0  60.3  27  2.23  8.93  19.5  3 

144 0192 2018/10/29 11 68.7  91.7  8.3  6.2  173.1  45.7  24  1.90  7.62  17.7  4 

mean 10.48  74.59  89.87  10.13  7.07  223.28  55.88  23.86  2.37  9.49  19.79  5.59  

standard deviation 1.12  16.61  10.12  10.12  1.12  61.58  17.73  2.42  0.78  3.13  3.15  3.16  

 

Supplementary Table S3-7: Results of reproductive performance of treatment 3 sows. 

pen 

numb

er of 

sow 

Back 

fat at 

gestatio

n d90 

Back fat 

7 d pre-

partum 

Sow 

weight 7 

d pre-

partum 

Date of 

farrowi

ng 

Farrowi

ng 

duration 

Total 

born 

piglet

s 

Piglet

s 

born 

alive 

Stillbo

rn 

piglets 

Litte

r 

weig

ht at 

birth 

Piglet 

weig

ht at 

birth 

Piglet

s 

after 

foster 

care 

Litte

r 

weig

ht 

after 

foster 

care 

Piglet

s 

alive 

on 

day 7 

Piglet 

mortali

ty rate 

d7 

Piglet 

surviv

al rate 

d7 

5 0545 20.2  20.6  245.5 2018/10 3.17  15 13 2 16.1  1.2  12 13.7  11 8.3  91.7  
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/4 

6 4262 19.9  16.6  230.2 
2018/10

/1 
2.33  12 11 1 11.3  1.0  11 11.3  11 0.0  100.0  

7 5800 19.1  22.7  238.9 
2018/10

/6 
4.75  15 14 1 18.3  1.3  13 19.5  8 38.5  61.5  

8 4260 23.8  18.8  236.3 
2018/10

/2 
4.17  16 16 0 21.2  1.3  12 16.9  10 16.7  83.3  

9 2969 19.1  14.1  228.7 
2018/10

/5 
6.02  8 5 3 7.0  1.4  10 15.4  10 0.0  100.0  

10 5846 21.3  16.3  220.3 
2018/10

/2 
2.17  15 14 1 21.7  1.6  12 19.2  12 0.0  100.0  

11 
16054

9 
20.2  19.9  235.9 

2018/10

/4 
2.95  11 11 0 19.4  1.8  11 19.4  11 0.0  100.0  

12 0260 17.5  17.4  227.8 
2018/10

/2 
4.67  13 10 3 12.3  1.2  12 12.7  12 0.0  100.0  

13 0347 19.9  20.9  234.6 
2018/10

/5 
4.75  16 16 0 25.1  1.6  12 19.8  10 16.7  83.3  

14 0541 21.6  21.6  233.8  
2018/10

/3 
3.77  14 13 1 16.8  1.3  12 17.3  12 0.0  100.0  

15 2803 16.7  20.6  230.8 
2018/10

/7 
4.68  12 12 0 19.6  1.6  10 19.6  10 0.0  100.0  

16 0582 22.4  20.1  231.3 
2018/10

/3 
3.50  13 13 0 19.0  1.5  12 16.2  12 0.0  100.0  

17 0407 16.3  21.2  227.6 
2018/10

/7 
3.67  4 3 1 5.6  1.9  11 19.1  11 0.0  100.0  
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18 0581 21.6  19.5  230.0  
2018/10

/2 
4.17  10 10 0 17.0  1.7  12 20.4  10 16.7  83.3  

19 3993 18.4  17.7  232.5 
2018/10

/7 
3.75  12 12 0 21.8  1.8  11 21.2  10 9.1  90.9  

20 0081 19.1  20.9  241.7 
2018/10

/3 
5.17  14 12 2 20.1  1.7  12 13.5  12 0.0  100.0  

21 
16076

5 
15.6  18.4  236.8  

2018/10

/8 
3.57  14 12 2 16.3  1.4  12 17.0  11 8.3  91.7  

22 0516 18.4  21.3  237.8 
2018/10

/3 
2.82  13 12 1 18.1  1.5  12 20.9  12 0.0  100.0  

23 3861 21.6  20.6  229.9 
2018/10

/8 
3.17  8 8 0 13.6  1.7  12 21.7  12 0.0  100.0  

24 5335 20.9  20.2  235.6 
2018/10

/3 
3.15  14 13 1 17.5  1.3  12 17.5  12 0.0  100.0  

25 5882 20.6  21.3  230.7  
2018/10

/8 
2.42  12 12 0 19.6  1.6  12 21.4  11 8.3  91.7  

26 16470 17.4  20.6  229.1 
2018/10

/3 
4.17  12 12 0 20.0  1.7  12 21.0  12 0.0  100.0  

27 5767 22.7  22.4  241.8 
2018/10

/8 
3.12  15 15 0 24.9  1.7  12 17.6  11 8.3  91.7  

28 0596 18.1  20.6  242.6 
2018/10

/3 
4.55  16 8 8 8.1  1.0  12 15.4  10 16.7  83.3  

29 16486 14.9  17.4  239.5 
2018/10

/8 
3.63  12 12 0 16.2  1.4  11 12.2  11 0.0  100.0  

30 0234 17.0  18.8  242.4 2018/10 3.00  14 13 1 19.3  1.5  12 25.9  12 0.0  100.0  
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/3 

31 5758 19.9  26.3  241.8 
2018/10

/8 
3.43  11 11 0 15.7  1.4  12 18.7  12 0.0  100.0  

32 5749 18.1  19.1  230.8 
2018/10

/4 
3.03  11 10 1 18.5  1.9  13 18.5  13 0.0  100.0  

33 0703 19.5  18.3  241.3 
2018/10

/7 
4.25  16 16 0 24.5  1.5  13 24.5  13 0.0  100.0  

34 16519 18.4  14.9  220.7 
2018/10

/3 
3.50  12 12 0 16.2  1.4  12 17.4  10 16.7  83.3  

35 0202 21.3  24.3  230.5 
2018/10

/8 
2.65  7 7 0 14.7  2.1  12 24.9  11 8.3  91.7  

36 16534 16.3  13.4  227.9 
2018/10

/3 
4.42  15 14 1 23.4  1.7  12 21.3  12 0.0  100.0  

mean 19.59  233.91   3.71  12.56  11.63  0.94  17.46  1.51  11.81  18.46  11.16  5.39  94.61  

standard deviation 2.75  6.31   0.89  2.84  2.96  1.56  4.82  0.24  0.69  3.56  1.08  8.74  8.74  

pen 

numb

er of 

sow 

Piglet 

weaning 

date 

Weaned 

piglets 

Litter 

weight at 

weaning 

percent

age of 

foster 

Mortali

ty rate 

total 

Piglet 

weight 

at 

weaning 

Daily 

piglet 

weight 

gain 

Litter 

weight 

at 

weaning 

Lactat

ion 

days 

Daily 

litter 

weight 

gain 

Milk

abilit

y 

Back 

fat at 

weanin

g 

Weani

ng to 

estrus 

interv

al 

5 0545 2018/10/29 12 79.4  100.0  0.0  6.62  219.0  65.7  25  2.63  10.51  18.1  4 

6 4262 2018/10/29 11 83.7  100.0  0.0  7.61  235.1  72.4  28  2.59  10.34  19.5  5 

7 5800 2018/10/29 9 66.0  69.2  30.8  7.33  224.6  46.5  23  2.02  8.09  22.4  5 

8 4260 2018/10/21 11 73.9  91.7  8.3  6.72  273.0  57.1  19  3.00  12.01  19.9  17 

9 2969 2018/10/29 10 79.2  100.0  0.0  7.92  265.8  63.8  24  2.66  10.63  18.8  14 
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10 5846 2018/10/29 12 101.3  100.0  0.0  8.44  253.4  82.1  27  3.04  12.16  18.8  4 

11 
16054

9 
2018/10/29 11 90.2  100.0  0.0  8.20  257.5  70.8  25  2.83  11.33  21.6  4 

12 0260 2018/10/29 12 108.3  100.0  0.0  9.03  295.1  95.6  27  3.54  14.16  21.3  4 

13 0347 2018/10/29 10 60.4  83.3  16.7  6.04  169.4  40.7  24  1.69  6.78  23.8  - 

14 0541 2018/10/29 11 73.3  91.7  8.3  6.66  195.8  56.0  26  2.15  8.62  18.1  4 

15 2803 2018/10/29 8 63.0  80.0  20.0  7.88  246.6  43.4  22  1.97  7.89  21.3  5 

16 0582 2018/10/29 10 88.0  83.3  16.7  8.80  276.2  71.8  26  2.76  11.05  15.9  15 

17 0407 2018/10/29 11 94.0  100.0  0.0  8.55  309.5  74.9  22  3.40  13.62  16.6  19 

18 0581 2018/10/29 9 69.5  75.0  25.0  7.72  202.1  49.1  27  1.82  7.27  17.1  5 

19 3993 2018/10/29 9 84.0  81.8  18.2  9.33  317.2  62.8  22  2.85  11.42  18.1  5 

20 0081 2018/10/29 12 83.6  100.0  0.0  6.97  224.7  70.1  26  2.70  10.78  20.2  3 

21 
16076

5 
2018/10/29 10 61.3  83.3  16.7  6.13  211.2  44.4  21  2.11  8.45  17.7  4 

22 0516 2018/10/29 12 107.0  100.0  0.0  8.92  276.0  86.1  26  3.31  13.25  22.7  5 

23 3861 2018/10/29 10 66.9  83.3  16.7  6.69  215.2  45.2  21  2.15  8.61  19.9  5 

24 5335 2018/10/21 10 70.1  83.3  16.7  7.01  291.9  52.6  18  2.92  11.68  18.9  - 

25 5882 2018/10/29 10 60.6  83.3  16.7  6.06  186.9  39.3  21  1.87  7.48  17.0  5 

26 16470 2018/10/29 12 101.8  100.0  0.0  8.48  259.0  80.8  26  3.11  12.43  16.3  4 

27 5767 2018/10/29 11 68.8  91.7  8.3  6.25  221.9  51.3  21  2.44  9.76  21.3  4 

28 0596 2018/10/29 9 67.4  75.0  25.0  7.49  222.2  52.0  26  2.00  8.00  18.8  5 

29 16486 2018/10/29 10 59.7  90.9  9.1  5.97  226.2  47.5  21  2.26  9.05  19.6  4 

30 0234 2018/10/29 10 79.5  83.3  16.7  7.95  206.3  53.7  26  2.06  8.25  16.2  4 

31 5758 2018/10/29 10 75.0  83.3  16.7  7.50  268.1  56.3  21  2.68  10.72  19.5  4 

32 5749 2018/10/29 9 75.5  69.2  30.8  8.39  253.3  57.0  25  2.28  9.12  14.1  4 
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33 0703 2018/10/29 13 81.1  100.0  0.0  6.24  197.9  56.6  22  2.57  10.29  22.7  5 

34 16519 2018/10/29 9 66.0  75.0  25.0  7.33  207.7  48.6  26  1.87  7.48  16.3  4 

35 0202 2018/10/29 11 96.0  91.7  8.3  8.73  307.8  71.1  21  3.39  13.54  14.9  5 

36 16534 2018/10/29 12 98.0  100.0  0.0  8.17  245.8  76.7  26  2.95  11.80  16.3  4 

mean 10.50  79.14  89.05  10.95  7.53  242.57  60.68  23.78  2.55  10.21  18.86  5.97  

standard deviation 1.22  14.39  10.23  10.23  1.00  38.31  14.45  2.67  0.52  2.07  2.45  4.20  

 

Supplementary Table S3-7: Results of reproductive performance of treatment 3 sows. 
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F1S0

N2 ATP-citrate synthase OS=Sus scrofa OX=9823 GN=ACLY ACLY 
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0.

9

1 

6.6

2E-

01 

0.

9

3 

9.7

4E-

01 

C3V

ML0 Claudin OS=Sus scrofa OX=9823 GN=CLDN4 
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86ZSJ

7 

Complement C1q subcomponent subunit C precursor 

OS=Sus scrofa OX=9823 GN=C1QC C1QC 
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7 

Lipopolysaccharide induced TNF factor OS=Sus scrofa 

OX=9823 GN=LITAF LITAF 
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F2Z5

P1 Histone H2A OS=Sus scrofa OX=9823 GN=H2AFV 

H2AF

V 

13

.5

09     

0.

81

4     
0.

88     

0.

74

9     

0.

87

8 

1.

0

8   

1.

1

7   

Q9TT

K7 

Oxidized low-density lipoprotein receptor 1 OS=Sus scrofa 

OX=9823 GN=OLR1 OLR1 

31

.1

42 

0.

67

9     
0.

68     

0.

83

5     

0.

85

5     

1.

0

0   

1.

0

2   

F1SR

C8 

C-type lectin domain family 3 member B OS=Sus scrofa 
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S7 

Transforming protein RhoA OS=Sus scrofa OX=9823 
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Potassium voltage-gated channel subfamily A member 10 
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E1 

Tropomyosin alpha-1 chain OS=Sus scrofa OX=9823 

GN=TPM1 TPM1 
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87A1 Uncharacterized protein OS=Sus scrofa OX=9823 GN=PZP PZP 
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B4 39 

Q9TT

J1 

Tyrosine-protein kinase OS=Sus scrofa OX=9823 

GN=JAK1 JAK1 
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D7 

RNA polymerase III subunit C OS=Sus scrofa OX=9823 

GN=POLR3C 

POLR
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F2 

Uncharacterized protein OS=Sus scrofa OX=9823 
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Butyrophilin subfamily 1 member A1 OS=Sus scrofa 
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ATPase H+ transporting V1 subunit B2 OS=Sus scrofa 
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Insulin-like growth factor II OS=Sus scrofa OX=9823 

GN=IGF2 IGF2 
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Carboxypeptidase N subunit 2 OS=Sus scrofa OX=9823 
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A1 40S ribosomal protein S6 OS=Sus scrofa OX=9823 --- 
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A0A2

87B9

X9 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

35

.4

22 

1.

72

8 

1.

73

7 

1.

72

1 

1.

56

9 

1.

43

5 

1.

48

9 

0.

38

9 

0.

38

2 

0.

38

2 

0.

21

3 

0.

25

5 

0.

27 

0.

8

7 

3.1

1E-

02 

0.

6

4 

2.4

3E-

02 

F1RQ

08 

Phosphoinositide phospholipase C OS=Sus scrofa OX=9823 

GN=PLCB3 
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2 

Carbamoyl-phosphate synthetase 2, aspartate 

transcarbamylase, and dihydroorotase OS=Sus scrofa 

OX=9823 GN=CAD CAD 
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Family with sequence similarity 114 member A1 OS=Sus 

scrofa OX=9823 GN=FAM114A1 

FAM1

14A1 
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Grainyhead like transcription factor 1 OS=Sus scrofa 

OX=9823 GN=GRHL1 
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N-methylpurine DNA glycosylase OS=Sus scrofa OX=9823 

GN=MPG MPG 
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L9 Pyruvate kinase OS=Sus scrofa OX=9823 GN=PKM PKM 
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Heterogeneous nuclear ribonucleoprotein K OS=Sus scrofa 

OX=9823 GN=HNRNPK 

HNRN

PK 
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Glutathione peroxidase OS=Sus scrofa OX=9823 
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25

.6

84     

1.

87

5     

1.

74

3     

0.

41

7     

0.

25

1 

0.

9

3   

0.

6

0   

F2Z5
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C3 

Neutrophil cytosol factor 2 OS=Sus scrofa OX=9823 

GN=NCF2 NCF2 
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Superoxide dismutase [Cu-Zn] OS=Sus scrofa OX=9823 
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F1RH

A7 

Transforming growth factor-beta-induced protein ig-h3 

OS=Sus scrofa OX=9823 GN=TGFBI TGFBI 
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L-lactate dehydrogenase B chain OS=Sus scrofa OX=9823 

GN=LDHB LDHB 
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=PA2G4 

PA2G

4 

43

.7

87 

0.

76 

0.

78

5   

0.

82

1 

0.

86

6   

1.

01

2 

1.

17

3   

1.

40

9 

1.

50

8   

1.

0

9 

1.0

7E-

01 

1.

3

4 

6.9

9E-

02 

A0A2

87BQ

35 

Tissue alpha-L-fucosidase precursor OS=Sus scrofa 

OX=9823 GN=FUCA1 

FUCA
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95 

RAB25, member RAS oncogene family OS=Sus scrofa 

OX=9823 GN=RAB25 

RAB2
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T6 

Repulsive guidance molecule BMP co-receptor b OS=Sus 

scrofa OX=9823 GN=RGMB RGMB 
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M5 

Katanin p60 ATPase-containing subunit A-like 2 OS=Sus 

scrofa OX=9823 GN=KATNAL2 

KATN
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Abhydrolase domain containing 14B OS=Sus scrofa 

OX=9823 GN=ABHD14B 

ABHD
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=TMPRSS2 

TMPR
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32 

C-X-C motif chemokine OS=Sus scrofa OX=9823 
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LOC1
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Inter-alpha-trypsin inhibitor heavy chain H4 OS=Sus scrofa 

OX=9823 GN=ITIH4 ITIH4 
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Inter-alpha-trypsin inhibitor heavy chain H1 OS=Sus scrofa 
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A0A2

87BF

R1 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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23 

60S ribosomal protein L34 OS=Sus scrofa OX=9823 

GN=RPL34 RPL34 
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cAMP-regulated phosphoprotein 19 OS=Sus scrofa 

OX=9823 GN=MYO5A 

MYO5
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V8 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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G protein subunit beta 4 OS=Sus scrofa OX=9823 

GN=GNB4 GNB4 
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Matrix metalloproteinase OS=Sus scrofa OX=9823 

GN=MMP7 MMP7 
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Procollagen C-endopeptidase enhancer OS=Sus scrofa 

OX=9823 GN=PCOLCE 

PCOL

CE 
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Z7 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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C-C motif chemokine OS=Sus scrofa OX=9823 
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60S ribosomal protein L13a OS=Sus scrofa OX=9823 
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S-formylglutathione hydrolase OS=Sus scrofa OX=9823 

GN=ESD ESD 
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Hemoglobin subunit alpha OS=Sus scrofa OX=9823 

GN=HBA HBA 
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Cytochrome b reductase 1 OS=Sus scrofa OX=9823 
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F1RG

C4 

Uncharacterized protein OS=Sus scrofa OX=9823 
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K5 Protein S100 OS=Sus scrofa OX=9823 GN=S100A8 

S100A
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Y4 Ribosomal protein L8 OS=Sus scrofa OX=9823 GN=RPL8 RPL8 
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Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase 
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Phospholipase A2 group III OS=Sus scrofa OX=9823 
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Lectin, mannose binding 1 OS=Sus scrofa OX=9823 
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OX=9823 GN=IGFBP2 
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Stress induced phosphoprotein 1 OS=Sus scrofa OX=9823 
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GIPC PDZ domain containing family member 2 OS=Sus 

scrofa OX=9823 GN=GIPC2 GIPC2 
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N4 Golgi glycoprotein 1 OS=Sus scrofa OX=9823 GN=GLG1 GLG1 

11

9.

54 

0.

98

2 

1.

62

5   

1.

01

7 

1.

02   

0.

98

3 

0.

65   
0.

99 

0.

57

2   

0.

7

8 

5.5

0E-

01 

0.

9

6 

8.7

7E-

01 

I3LL9

7 
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Ras-related protein Rab-1B OS=Sus scrofa OX=9823 
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Serine/threonine/tyrosine interacting protein OS=Sus scrofa 

OX=9823 GN=STYX STYX 

21

.6

04   

1.

22

3     

1.

67

4     

0.

93

6     

0.

69

2   

1.

3

7   

0.

7

4   

F1RU

M4 

Inter-alpha-trypsin inhibitor heavy chain H2 OS=Sus scrofa 

OX=9823 GN=ITIH2 ITIH2 

10

4.

3 

1.

37

3 

1.

30

3 

1.

29

1 

1.

20

4 

1.

11 

1.

22

9 

0.

77

9 

0.

86

1 

0.

86 

0.

80

9 

0.

92

8 

0.

72 

0.

8

9 

3.5

9E-

02 

0.

9

8 

8.0

1E-

01 

A0A2

87BJ

R8 

Acyl-CoA-binding protein OS=Sus scrofa OX=9823 
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Arrestin domain containing 1 OS=Sus scrofa OX=9823 
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Ral guanine nucleotide dissociation stimulator-like 2 
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T8 Crystallin beta A1 OS=Sus scrofa OX=9823 GN=CRYBA1 
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Calsequestrin-2 (Fragment) OS=Sus scrofa OX=9823 
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Insulin-like growth factor-binding protein 3 OS=Sus scrofa 
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F1RQ
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Werner syndrome RecQ like helicase OS=Sus scrofa 

OX=9823 GN=WRN WRN 
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SPARC related modular calcium binding 2 OS=Sus scrofa 

OX=9823 GN=SMOC2 
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P0034
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Malate dehydrogenase, mitochondrial OS=Sus scrofa 

OX=9823 GN=MDH2 MDH2 
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Charged multivesicular body protein 2A OS=Sus scrofa 

OX=9823 GN=CHMP2A 

CHMP

2A 
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Q6 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=C14H5orf52 

C14H5

orf52 
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Q4 Follistatin OS=Sus scrofa OX=9823 GN=FST FST 
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F1RZ

H3 

Disintegrin and metalloproteinase domain-containing 

protein 10 OS=Sus scrofa OX=9823 GN=ADAM10 
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M10 
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Translationally-controlled tumor protein OS=Sus scrofa 

OX=9823 GN=TPT1 TPT1 
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87A6

V9 

Carboxymethylenebutenolidase homolog OS=Sus scrofa 

OX=9823 GN=CMBL CMBL 
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I8 

Toll-like receptor 2 precursor OS=Sus scrofa OX=9823 

GN=TLR2 TLR2 
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F1SC

G2 

Protein phosphatase 4 regulatory subunit 4 OS=Sus scrofa 

OX=9823 GN=PPP4R4 

PPP4R
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F1SPJ

1 

Matrix metallopeptidase 19 OS=Sus scrofa OX=9823 

GN=MMP19 

MMP1
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87AI

D2 

Tropomyosin alpha-3 chain OS=Sus scrofa OX=9823 

GN=TPM3 TPM3 
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K8 

Par-6 partitioning defective 6 homolog beta (C. elegans) 

OS=Sus scrofa OX=9823 GN=PARD6B 

PARD

6B 
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Charged multivesicular body protein 1a OS=Sus scrofa 
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CHMP

1A 
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Q2YG

T9 

60S ribosomal protein L6 OS=Sus scrofa OX=9823 

GN=RPL6 RPL6 
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L8 

Chromosome 4 open reading frame 19 OS=Sus scrofa 

OX=9823 GN=C4orf19 

C4orf1
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I3LJ4
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Guanine nucleotide-binding protein subunit gamma OS=Sus 

scrofa OX=9823 GN=GNG2 GNG2 
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87B22
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ARL2-SNX15 readthrough (NMD candidate) OS=Sus 

scrofa OX=9823 GN=ARL2-SNX15 

ARL2-

SNX1
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B0LY

42 Basigin precursor OS=Sus scrofa OX=9823 GN=BSG BSG 

29

.4

21 

0.

73

8 

0.

95

1 

0.

69

6 

0.

82

4 

0.

90

1 

1.

73

3 

1.

24

9 

1.

22

6 

0.

68

7 

1.

3 

1.

17

9 

1.

12

8 

1.

4

5 

2.7

1E-

01 

1.

1

4 

4.5

6E-

01 

F1RIP
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Nucleobindin-1 precursor OS=Sus scrofa OX=9823 

GN=NUCB1 

NUCB
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N2 

Adipogenesis regulatory factor OS=Sus scrofa OX=9823 

GN=ADIRF 

ADIR
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23 Selenoprotein F OS=Sus scrofa OX=9823 GN=SELENOF 

SELE
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L4 

Staphylococcal nuclease and tudor domain containing 1 

OS=Sus scrofa OX=9823 GN=SND1 SND1 
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0 

Tissue specific transplantation antigen P35B OS=Sus scrofa 

OX=9823 GN=TSTA3 

TSTA
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I3LL

U0 

Glycerol-3-phosphate dehydrogenase [NAD(+)] OS=Sus 

scrofa OX=9823 GN=GPD1L 

GPD1

L 
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GTP-binding protein Rheb OS=Sus scrofa OX=9823 

GN=RHEB RHEB 
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A0A2

87B3

Y1 

Eukaryotic translation initiation factor 3 subunit I OS=Sus 

scrofa OX=9823 GN=EIF3I EIF3I 
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I3LJ

W2 

Fibrinogen gamma chain precursor OS=Sus scrofa 

OX=9823 GN=FGG FGG 
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P3195

0 Protein S100-A11 OS=Sus scrofa OX=9823 GN=S100A11 

S100A
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86ZW

U5 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Apolipoprotein C-IV precursor OS=Sus scrofa OX=9823 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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480 

9.

15

64 

0.

45

3 

0.

40

5 

0.

37

7 

2.

79

2 

2.

65

4 

2.

90

1   

0.

13

6   

0.

04

5 

0.

07

5 

0.

06

4 

6.

7

6 

2.7

6E-

06 

0.

4

5   

F1S1
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N6 
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DEAD-box helicase 42 OS=Sus scrofa OX=9823 

GN=DDX42 

DDX4
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I3L6U

3 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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T2 

Interferon-induced protein 44 OS=Sus scrofa OX=9823 
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53 

60S ribosomal protein L7a OS=Sus scrofa OX=9823 

GN=RPL7A 

RPL7
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P8 

UDP-galactose-4-epimerase OS=Sus scrofa OX=9823 

GN=GALE GALE 
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6 Dynein light chain OS=Sus scrofa OX=9823 GN=DYNLL2 
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L2 
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A0A2

87AG

15 

Penta-EF-hand domain containing 1 OS=Sus scrofa 

OX=9823 GN=PEF1 PEF1 
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Calpain small subunit 1 OS=Sus scrofa OX=9823 

GN=CAPNS1 

CAPN

S1 
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Eukaryotic initiation factor 4A-I OS=Sus scrofa OX=9823 
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0 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Polypyrimidine tract-binding protein 1 OS=Sus scrofa 

OX=9823 GN=PTBP1 PTBP1 
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AP complex subunit beta OS=Sus scrofa OX=9823 

GN=AP2B1 AP2B1 
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Z0 

60S acidic ribosomal protein P2 OS=Sus scrofa OX=9823 

GN=RPLP2 RPLP2 

11

.6

93 

0.

68

7 

0.

80

8 

0.

71

2 

0.

76

7 

0.

72

4 

0.

75

6 

1.

12

2 

1.

17

2 

1.

34 

1.

38

9 

1.

77

2 

1.

26

5 

1.

0

2 

7.1

9E-

01 

1.

2

2 

1.7

1E-

01 

F1RW

C5 Kinesin-like protein OS=Sus scrofa OX=9823 GN=KIF5B KIF5B 
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Phospholipid transfer protein precursor OS=Sus scrofa 

OX=9823 GN=PLTP PLTP 
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SEL1L ERAD E3 ligase adaptor subunit OS=Sus scrofa 

OX=9823 GN=SEL1L SEL1L 
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Ubiquitin specific peptidase 9, X-linked OS=Sus scrofa 

OX=9823 GN=USP9X 

USP9
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Serpin family F member 2 OS=Sus scrofa OX=9823 
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F2Z5

D2 

Actin-related protein 3 OS=Sus scrofa OX=9823 

GN=ACTR3 

ACTR

3 
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Z9 

Pleckstrin homology like domain family B member 1 
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Q767

L7 Tubulin beta chain OS=Sus scrofa OX=9823 GN=TUBB TUBB 
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Mannose-binding protein C OS=Sus scrofa OX=9823 
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RAB3D, member RAS oncogene family OS=Sus scrofa 
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N6 

DEAH-box helicase 37 OS=Sus scrofa OX=9823 
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Family with sequence similarity 174 member A OS=Sus 
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Monocyte differentiation antigen CD14 OS=Sus scrofa 
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Sterol-4-alpha-carboxylate 3-dehydrogenase, 

decarboxylating OS=Sus scrofa OX=9823 GN=NSDHL 

NSDH
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Zinc finger SWIM-type containing 6 OS=Sus scrofa 

OX=9823 GN=ZSWIM6 

ZSWI
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Eukaryotic translation initiation factor 2 subunit 3 OS=Sus 

scrofa OX=9823 GN=EIF2S3 

EIF2S
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DnaJ heat shock protein family (Hsp40) member C5 
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C0 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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A0A2

86ZR

B3 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Drosha ribonuclease III OS=Sus scrofa OX=9823 
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MIS18 binding protein 1 OS=Sus scrofa OX=9823 

GN=MIS18BP1 
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CREB3 regulatory factor OS=Sus scrofa OX=9823 
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Motile sperm domain-containing protein 2 OS=Sus scrofa 
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Peroxiredoxin-5, mitochondrial OS=Sus scrofa OX=9823 

GN=PRDX5 
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Myelin regulatory factor-like OS=Sus scrofa OX=9823 
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G protein-coupled receptor class C group 5 member B 
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Transforming growth factor beta-2 OS=Sus scrofa OX=9823 

GN=TGFB2 

TGFB

2 

47

.7

07     

1.

53

1     

1.

49

9     

0.

51

6     

0.

29

3 

0.

9

8   

0.

5

7   

I3LG
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Extracellular matrix protein 1 OS=Sus scrofa OX=9823 
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A0A2
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B5 

Transitional endoplasmic reticulum ATPase OS=Sus scrofa 

OX=9823 GN=VCP VCP 
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Eukaryotic translation initiation factor 4H isoform 1 OS=Sus 

scrofa OX=9823 GN=EIF4H EIF4H 
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Peptidyl-prolyl cis-trans isomerase OS=Sus scrofa 

OX=9823 GN=PPIC PPIC 
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Coiled-coil domain containing 80 OS=Sus scrofa OX=9823 
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D-dopachrome decarboxylase OS=Sus scrofa OX=9823 
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Transitional endoplasmic reticulum ATPase OS=Sus scrofa 

OX=9823 GN=VCP VCP 
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Thioredoxin-like protein 1 OS=Sus scrofa OX=9823 
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X0 Lysyl oxidase like 4 OS=Sus scrofa OX=9823 GN=LOXL4 
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PDZK1-interacting protein 1 OS=Sus scrofa OX=9823 
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Serum paraoxonase/arylesterase 1 precursor OS=Sus scrofa 
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Q2PK

F4 

Guanine nucleotide-binding protein G(q) subunit alpha 

OS=Sus scrofa OX=9823 GN=GNAQ GNAQ 
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NADH-cytochrome b5 reductase 3 (Fragment) OS=Sus 
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DnaJ heat shock protein family (Hsp40) member C12 
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DnaJ heat shock protein family (Hsp40) member B9 
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F2Z4

Y7 Crystallin beta B3 OS=Sus scrofa OX=9823 GN=CRYBB3 

CRYB
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Solute carrier family 38 member 3 OS=Sus scrofa OX=9823 
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Rab GDP dissociation inhibitor OS=Sus scrofa OX=9823 
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Thioredoxin domain containing 16 OS=Sus scrofa OX=9823 

GN=TXNDC16 

TXND
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Carbonic anhydrase 6 precursor OS=Sus scrofa OX=9823 

GN=CA6 CA6 
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Retinoic acid receptor responder 1 OS=Sus scrofa OX=9823 

GN=RARRES1 

RARR
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Elongation factor 1-beta OS=Sus scrofa OX=9823 
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A0A2

86ZU

J1 Coronin OS=Sus scrofa OX=9823 GN=CORO1A 

CORO

1A 
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Alpha-1,4 glucan phosphorylase OS=Sus scrofa OX=9823 
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Vacuolar protein sorting-associated protein 29 OS=Sus 

scrofa OX=9823 GN=VPS29 VPS29 
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Zinc finger protein 106 OS=Sus scrofa OX=9823 
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MOB kinase activator 1A OS=Sus scrofa OX=9823 

GN=MOB1A 

MOB1
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Tyrosine-protein kinase OS=Sus scrofa OX=9823 

GN=YES1 YES1 
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Hexose-6-phosphate dehydrogenase/glucose 1-

dehydrogenase OS=Sus scrofa OX=9823 GN=H6PD H6PD 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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Xanthine dehydrogenase/oxidase OS=Sus scrofa OX=9823 

GN=XDH XDH 
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A0A2

87A5

03 

TNF receptor superfamily member 6b OS=Sus scrofa 

OX=9823 GN=TNFRSF6B 
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3 Peroxidasin OS=Sus scrofa OX=9823 GN=PXDN PXDN 
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X2 

Programmed cell death protein 5 OS=Sus scrofa OX=9823 

GN=PDCD5 

PDCD
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Lysosome-associated membrane glycoprotein 1 precursor 

OS=Sus scrofa OX=9823 GN=LAMP1 

LAMP
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29 Lactadherin OS=Sus scrofa OX=9823 GN=MFGE8 
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Guanine nucleotide-binding protein subunit gamma OS=Sus 

scrofa OX=9823 --- 
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Eukaryotic initiation factor 4A-II OS=Sus scrofa OX=9823 
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C4 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Beta-Ala-His dipeptidase OS=Sus scrofa OX=9823 
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Acetyl-coenzyme A synthetase, cytoplasmic OS=Sus scrofa 
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Proline and arginine rich end leucine rich repeat protein 
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2 Tripeptidyl peptidase 1 OS=Sus scrofa OX=9823 GN=TPP1 TPP1 
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I3LF

H1 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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B5 Fibromodulin OS=Sus scrofa OX=9823 GN=FMOD FMOD 
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Ribosome binding protein 1 OS=Sus scrofa OX=9823 

GN=RRBP1 

RRBP
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Alpha-mannosidase OS=Sus scrofa OX=9823 
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Additional sex combs like 1, transcriptional regulator 

OS=Sus scrofa OX=9823 GN=ASXL1 

ASXL
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12

.5

24                                 

K7GL

E1 Annexin OS=Sus scrofa OX=9823 GN=ANXA1 

ANXA

1 

33

.2

64   

0.

78

5     

2.

11

7     

0.

67

3     

1.

10

2   

2.

7

0   

1.

6

4   
A0A2

87AE

H1 

Laminin subunit alpha 5 OS=Sus scrofa OX=9823 

GN=LAMA5 

LAMA

5 

39

5.

66 

1.

61

4 

1.

69

7 

1.

40

9 

1.

06

5 

1.

11

6 

1.

20

7 

0.

73

7 

0.

59

7 

0.

70

5 

0.

65

2 

0.

62

9 

0.

56

7 

0.

7

2 

7.7

0E-

03 

0.

9

1 

2.7

8E-

01 

K7GQ

B9 

Growth arrest-specific protein 6 precursor OS=Sus scrofa 

OX=9823 GN=GAS6 GAS6 

69

.4

94 

1.

68

8 

1.

66

4 

1.

42

4 

1.

59

9 

1.

40

5 

1.

34

4 

0.

50

7 

0.

54

2 

0.

58

6 

0.

39

5 

0.

44

4 

0.

58

7 

0.

9

1 

2.8

2E-

01 

0.

8

7 

2.9

8E-

01 

F1S5

H3 

von Willebrand factor A domain containing 2 OS=Sus 

scrofa OX=9823 GN=VWA2 VWA2 

79

.1

03 

1.

37

3 

1.

62

3 

1.

49

5 

1.

35 

1.

32

5 

1.

35

1 

0.

72

5 

0.

53

3 

0.

54

1 

0.

53

5 

0.

4 

0.

47

7 

0.

9

0 

1.5

9E-

01 

0.

7

9 

1.4

2E-

01 

I3LV

H8 Desmocollin 3 OS=Sus scrofa OX=9823 GN=DSC3 DSC3 

93

.4

24 

1.

12

1 

1.

39 

0.

79

4 

0.

98

7 

1.

10

7 

1.

06

7 

0.

9 

0.

82

2 

1.

30

9 

1.

03

8 

0.

77

5 

1.

00

9 

0.

9

6 

9.1

1E-

01 

0.

9

3 

7.4

7E-

01 

A0A2

86ZJ4

5 

EGF-containing fibulin-like extracellular matrix protein 1 

precursor OS=Sus scrofa OX=9823 GN=EFEMP1 

EFEM

P1 

50

.3

93 

1.

38

5 

1.

58

7 

1.

29

3 

1.

37

9 

1.

49

4 

1.

36 

0.

59 

0.

74

1 

0.

71

2 

0.

53

5 

0.

56 

0.

61

3 

0.

9

9 

9.4

7E-

01 

0.

8

4 

9.5

2E-

02 

P0247

5 

Alpha-crystallin A chain OS=Sus scrofa OX=9823 

GN=CRYAA 

CRYA

A 

19

.7

46 

1.

41   

2.

12

5 

0.

60

1   

0.

71

3 1   

0.

86

8 

1.

43

3   
1.

02 

0.

3

7 

4.8

4E-

02 

1.

3

1 

2.9

3E-

01 

Q293

84 

Proteasome subunit beta type-4 (Fragment) OS=Sus scrofa 

OX=9823 GN=PSMB4 

PSMB

4 

16

.8

16                                 

I3LQ

L8 Glucosidase alpha, acid OS=Sus scrofa OX=9823 GN=GAA GAA 

10

3.

1 

1.

50

8 

1.

18

5 

1.

42

9 

1.

43

4 

1.

58 

1.

22

6 

0.

67

8 

0.

68

6 

0.

86

1 

0.

52

2 

0.

46

1 

0.

43

7 

1.

0

3 

8.0

1E-

01 

0.

6

4 

9.0

0E-

03 

I3LE1

2 

Hydroxysteroid 17-beta dehydrogenase 12 OS=Sus scrofa 

OX=9823 GN=HSD17B12 

HSD1

7B12 

32

.5

43                                 

F1S2

Q4 

NIMA related kinase 9 OS=Sus scrofa OX=9823 

GN=NEK9 NEK9 

11

8.

78 

0.

10

3 

0.

30

2 

0.

35

1 

0.

09

4 

0.

17

7 

0.

45

3 

2.

10

5 

1.

87

4 

1.

67

7 

2.

02

4 

1.

89

2 

1.

97

3 

0.

9

6 

8.4

6E-

01 

1.

0

4 

5.5

3E-

01 



 

www.megajournalofcasereports.com 
128 

K9IV

V3 

Transmembrane 9 superfamily member OS=Sus scrofa 

OX=9823 GN=TM9SF2 

TM9S

F2 

75

.8

35                                 

I3LEZ

3 

Limbic system-associated membrane protein precursor 

OS=Sus scrofa OX=9823 GN=LSAMP 

LSAM

P 

37

.2

6 

1.

87

1 

1.

77

7 

1.

35

3 

1.

79 

1.

55

1 

1.

40

2 

0.

40

2 

0.

40

7 

0.

80

1 

0.

27

7 

0.

41

3 

0.

39

4 

0.

9

5 

7.1

5E-

01 

0.

6

7 

2.4

4E-

01 

A0A2

87BG

K0 

Transmembrane 4 L six family member 1 OS=Sus scrofa 

OX=9823 GN=TM4SF1 

TM4S

F1 

21

.7

8 

1.

15

3 

0.

97

4 

1.

37

6 

1.

79

1 

1.

91

5 

1.

37

5 

0.

65

7 

0.

62

9 

0.

61

4 

0.

59

4 

0.

58

1 

0.

45

6 

1.

4

5 

5.8

9E-

02 

0.

8

6 

1.4

1E-

01 

I3LQ7

9 Major vault protein OS=Sus scrofa OX=9823 GN=MVP MVP 

99

.7

02 

0.

63

1 

0.

71

6 

0.

51

4 

0.

67

7 

0.

56

9 

0.

57

6 

1.

36

2 

1.

34

4 

1.

54

3 

1.

33

7 

1.

40

4 

1.

47

2 

0.

9

8 

8.9

8E-

01 

0.

9

9 

8.9

5E-

01 

A0A2

86ZS

S1 

ADP ribosylation factor GTPase activating protein 3 

OS=Sus scrofa OX=9823 GN=ARFGAP3 

ARFG

AP3 

51

.8

23   

0.

71

4 

0.

53

9   

0.

48

7 

0.

63

5   

1.

31

4 

1.

40

8   
1.

58 

1.

31 

0.

9

0 

6.2

9E-

01 

1.

0

6 

6.3

1E-

01 

A0A2

87AM

35 

Ditrans,polycis-polyprenyl diphosphate synthase ((2E,6E)-

farnesyl diphosphate specific) OS=Sus scrofa OX=9823 

GN=DHDDS 

DHDD

S 

38

.7

28                                 

F1S81

4 

Phosphoglucomutase-1 OS=Sus scrofa OX=9823 

GN=PGM1 PGM1 

61

.5

34   

0.

63

6     

1.

00

3     

1.

27

4     

1.

24

8   

1.

5

8   

0.

9

8   
A0A2

87AV

A1 

Casein kinase 1 gamma 3 OS=Sus scrofa OX=9823 

GN=CSNK1G3 

CSNK

1G3 

39

.7

39   

0.

85

2 

1.

08

8   

1.

27

7 

1.

07

3   

0.

98

7 

1.

04

8   
1.

17 

0.

96

7 

1.

2

1 

3.2

3E-

01 

1.

0

5 

6.9

8E-

01 

K7G

MK4 Stathmin OS=Sus scrofa OX=9823 GN=STMN2 

STMN

2 

16

.9

81                                 

Q767

M9 

Psoriasis susceptibility 1 candidate gene 2 protein precursor 

OS=Sus scrofa OX=9823 GN=SPR1 SPR1 

14

.5

9 

1.

18

1 

1.

54

5   

0.

95

4 

0.

90

7   

0.

96

2 

1.

01

5   

0.

76

5 

0.

69

6   

0.

6

8 

1.1

2E-

01 

0.

7

4 

3.0

6E-

02 

F1RZ

N7 Plasma kallikrein OS=Sus scrofa OX=9823 GN=KLKB1 

KLKB

1 

72

.1

48 

1.

01

8 

1.

33

1 

1.

28

8 

1.

14

6 

1.

19 

1.

05

9 

0.

80

2 

0.

96

9 

0.

90

8 

0.

98

2 

0.

98

3 

0.

76 

0.

9

3 

5.2

7E-

01 

1.

0

2 

9.0

5E-

01 

P5057

8 

Alcohol dehydrogenase [NADP(+)] OS=Sus scrofa 

OX=9823 GN=AKR1A1 

AKR1

A1 
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A0A2

87B3 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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N0 63 4 8 4 8 7 9 

F1SS

T4 

Kunitz-type protease inhibitor 1 precursor OS=Sus scrofa 

OX=9823 GN=SPINT1 

SPINT

1 

57

.2

95                                 

Q290

92 Endoplasmin OS=Sus scrofa OX=9823 GN=HSP90B1 

HSP90

B1 
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7 

1.
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9 

1.
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0.
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9 

0.

9

0 

4.3

8E-

02 

1.

0

4 

7.7

7E-

01 

I3LC2

6 

WW domain binding protein 2 OS=Sus scrofa OX=9823 

GN=WBP2 WBP2 

23

.3

24                                 
A0A2

86ZJ

D8 Dipeptidyl peptidase 7 OS=Sus scrofa OX=9823 GN=DPP7 DPP7 

55
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1.
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5 
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1 
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A0A2

87B8

S7 

Mannosyl-oligosaccharide glucosidase OS=Sus scrofa 

OX=9823 GN=MOGS MOGS 
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1.
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0.
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A0A2

88CF

Y3 

Tropomyosin alpha-3 chain OS=Sus scrofa OX=9823 

GN=TPM3 TPM3 
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X6 

RNA binding motif protein 10 OS=Sus scrofa OX=9823 

GN=RBM10 

RBM1
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2.

27

7     

0.
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1 

Collagen alpha-1(V) chain precursor OS=Sus scrofa 

OX=9823 GN=COL5A1 

COL5

A1 

18

3.

87     
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G4 Calsyntenin 1 OS=Sus scrofa OX=9823 GN=CLSTN1 

CLST

N1 
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G9F6

X8 

Protein disulfide-isomerase OS=Sus scrofa OX=9823 

GN=P4HB P4HB 
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P6293

6 

Peptidyl-prolyl cis-trans isomerase A OS=Sus scrofa 

OX=9823 GN=PPIA PPIA 

17

.8

69 

0.

59

3 

0.

71

9 

0.

57

3 

0.

57

4 

0.

65

9 

0.

53

3 

1.

42

3 

1.

3 

1.

48

6 

1.

61

8 

1.

49

1 

1.

55

3 

0.

9

4 

5.3

4E-

01 

1.

1

1 

8.7

9E-

02 

A0A2

87BG

N7 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=RPS6 RPS6 
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A0A2

87AQ

45 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

11

.5

33                                 

F1S4J

6 Cathepsin L1 OS=Sus scrofa OX=9823 GN=CTSL CTSL 

37

.0
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Q295

45 

Inhibitor of carbonic anhydrase OS=Sus scrofa OX=9823 

GN=ICA ICA 
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25

7 

1.
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8 

0.
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F1SPJ

6 

Growth/differentiation factor 11 precursor OS=Sus scrofa 

OX=9823 GN=GDF11 

GDF1

1 
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0.
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1.
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02 

1.
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87AZ

X6 

Ankyrin repeat domain 24 OS=Sus scrofa OX=9823 

GN=ANKRD24 

ANKR

D24 

10

2.

06 

0.

17

4   
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0.
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F1S1

G8 

Amine oxidase OS=Sus scrofa OX=9823 

GN=LOC110256000 

LOC1

10256

000 
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33 

Disintegrin and metalloproteinase domain-containing 

protein 10 OS=Sus scrofa OX=9823 GN=ADAM10 

ADA

M10 
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F1SN

68 

Alpha-1-acid glycoprotein OS=Sus scrofa OX=9823 

GN=ORM1 ORM1 
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87BM

C1 

Pleckstrin homology domain containing A1 OS=Sus scrofa 

OX=9823 GN=PLEKHA1 

PLEK

HA1 
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F1SE

Y1 

Alpha-mannosidase OS=Sus scrofa OX=9823 

GN=MAN2B1 

MAN2

B1 
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87BIT

3 

Alpha-(1,3)-fucosyltransferase OS=Sus scrofa OX=9823 

GN=FUT11 FUT11 
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I8 

Complement component C6 precursor OS=Sus scrofa 

OX=9823 GN=C6 C6 
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SH3 domain binding protein 4 OS=Sus scrofa OX=9823 

GN=SH3BP4 

SH3B

P4 
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29 49 

A0A2

86ZL

L3 

Receptor of-activated protein C kinase 1 OS=Sus scrofa 

OX=9823 GN=RACK1 

RACK

1 
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0.
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F1S1

N1 

MHC class I antigen 2 precursor OS=Sus scrofa OX=9823 

GN=LOC100513601 

LOC1

00513

601 
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32                                 

F1RT

H7 

Palmitoyltransferase OS=Sus scrofa OX=9823 

GN=ZDHHC9 

ZDHH

C9 
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1.

43

5     

1.
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A0A2

86ZU

48 Isocitrate dehydrogenase [NADP] OS=Sus scrofa OX=9823 --- 
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86ZM

I2 

Serine/threonine kinase 4 OS=Sus scrofa OX=9823 

GN=STK4 STK4 

46

.9

01   

2.

29

8     

0.

80

6     

0.

06

7     

0.

00

5   

0.

3

5   

0.

0

8   

I3LH

S5 

Vesicle associated membrane protein 8 OS=Sus scrofa 

OX=9823 GN=VAMP8 

VAMP
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87AS

W4 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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F1S26
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Cellular repressor of E1A stimulated genes 1 OS=Sus scrofa 

OX=9823 GN=CREG1 

CREG

1 
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=RAD23B 

RAD2

3B 

43

.1

56     
0.

77     

0.

72

4     

1.

24

4     

1.

36

5 

0.

9

4   

1.

1

0   
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H1 

Folate receptor alpha precursor OS=Sus scrofa OX=9823 

GN=FOLR1 

FOLR
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K2 

Leukocyte surface antigen CD47 OS=Sus scrofa OX=9823 

GN=CD47 CD47 
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F2 

Calcium-transporting ATPase OS=Sus scrofa OX=9823 

GN=ATP2B2 

ATP2

B2 
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A0A2

C9F3

91 Major prion protein OS=Sus scrofa OX=9823 GN=PRNP PRNP 
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U0 Aminopeptidase OS=Sus scrofa OX=9823 GN=ERAP2 

ERAP
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Q9GL

01 

Dolichyl-diphosphooligosaccharide--protein 

glycosyltransferase subunit 2 OS=Sus scrofa OX=9823 

GN=RPN2 RPN2 
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86ZV

86 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Terpene cyclase/mutase family member OS=Sus scrofa 

OX=9823 GN=LSS LSS 

77

.4

04   
0.

58 

0.

56   

0.

54

7 

0.

63

4   

1.

27

3 

1.

33

6   

1.

50

7 

1.

42

7 

1.

0

4 

7.0

8E-

01 

1.

1

3 

8.4

4E-

02 

P4992

3 Lipoprotein lipase OS=Sus scrofa OX=9823 GN=LPL LPL 
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P7940
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Neutral alpha-glucosidase AB OS=Sus scrofa OX=9823 

GN=GANAB 

GANA

B 
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Staufen double-stranded RNA binding protein 1 OS=Sus 

scrofa OX=9823 GN=STAU1 

STAU
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8 

6-phosphogluconate dehydrogenase, decarboxylating 

OS=Sus scrofa OX=9823 GN=PGD PGD 
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N4 

Serologically defined colon cancer antigen 8 OS=Sus scrofa 

OX=9823 GN=SDCCAG8 

SDCC

AG8 
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P7926
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Inter-alpha-trypsin inhibitor heavy chain H4 OS=Sus scrofa 
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S7 Haptoglobin OS=Sus scrofa OX=9823 GN=HP HP 
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K0 

Lymphocyte-specific protein 1 OS=Sus scrofa OX=9823 

GN=LSP1 LSP1 
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5 Lactadherin OS=Sus scrofa OX=9823 GN=MFGE8 

MFGE
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49 

Osteoclast-stimulating factor 1 OS=Sus scrofa OX=9823 

GN=OSTF1 OSTF1 
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9 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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C9 

Calcium-activated chloride channel regulator 1 OS=Sus 

scrofa OX=9823 GN=CLCA1 

CLCA
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Heart development protein with EGF like domains 1 

OS=Sus scrofa OX=9823 GN=HEG1 HEG1 
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A0A2

87B8

S9 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=LOC100517145 

LOC1

00517

145 

18

0.

9 

1.

36

7 

1.

24

4 

1.

08

7 

1.

33

2 

1.

22

5 

1.

15 

0.

81

9 

0.

78

8 

0.

93

4 

0.

76

5 

0.

82

5 

0.

93

9 

1.

0

0 

9.5

3E-

01 

1.

0

0 

9.4

6E-

01 

A0A2

87AC

X4 

Peptidylprolyl isomerase OS=Sus scrofa OX=9823 

GN=FKBP2 

FKBP
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86ZQ

X5 

Thyroid hormone-inducible hepatic protein OS=Sus scrofa 

OX=9823 GN=THRSP 

THRS

P 

17

.7

56                                 

F1RJ

W5 

Immunoglobulin superfamily member 8 OS=Sus scrofa 

OX=9823 GN=IGSF8 IGSF8 
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H9 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Transforming growth factor beta-3 OS=Sus scrofa OX=9823 

GN=TGFB3 

TGFB
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X6 

F-actin capping protein beta subunit OS=Sus scrofa 

OX=9823 GN=Capzb Capzb 
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A4 

AUP1, lipid droplet regulating VLDL assembly factor 

OS=Sus scrofa OX=9823 GN=AUP1 AUP1 
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V4 

Glycerol kinase 5 (putative) OS=Sus scrofa OX=9823 

GN=GK5 GK5 
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I1 

Protein tyrosine phosphatase type IVA 1 OS=Sus scrofa 

OX=9823 GN=PTP4A1 

PTP4A
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L0 

Tsukushi, small leucine rich proteoglycan OS=Sus scrofa 

OX=9823 GN=TSKU TSKU 
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36 Fibrinogen alpha chain OS=Sus scrofa OX=9823 GN=FGA FGA 
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A0A2

87B7J
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SplA/ryanodine receptor domain and SOCS box containing 

4 OS=Sus scrofa OX=9823 GN=SPSB4 SPSB4 
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W9 Myosin ID OS=Sus scrofa OX=9823 GN=MYO1D 

MYO1

D 
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48 Radixin OS=Sus scrofa OX=9823 GN=RDX RDX 
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I3LC

C7 

Glutathione peroxidase OS=Sus scrofa OX=9823 

GN=GPX4 GPX4 
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86ZR

Y5 

Ubiquitin-conjugating enzyme E2 D2 OS=Sus scrofa 

OX=9823 GN=UBE2D3 

UBE2

D3 
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86ZK

R0 

Eukaryotic initiation factor 4A-II OS=Sus scrofa OX=9823 

GN=EIF4A2 

EIF4A
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F1SF4

5 

Laminin subunit beta 3 OS=Sus scrofa OX=9823 

GN=LAMB3 

LAMB
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86ZX

63 

G protein-coupled receptor class C group 5 member C 

OS=Sus scrofa OX=9823 GN=GPRC5C 

GPRC

5C 
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H3 

Complement component C8 gamma chain precursor 

OS=Sus scrofa OX=9823 GN=C8G C8G 
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51 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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H4 

Na(+)/H(+) exchange regulatory cofactor NHE-RF OS=Sus 

scrofa OX=9823 GN=SLC9A3R1 

SLC9

A3R1 
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Q8HZ

J6 Syndecan-4 OS=Sus scrofa OX=9823 GN=SDC4 SDC4 
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Switching B cell complex subunit SWAP70 OS=Sus scrofa 

OX=9823 GN=SWAP70 

SWAP
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W1 Syntaxin 19 OS=Sus scrofa OX=9823 GN=STX19 STX19 
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T-complex protein 1 subunit gamma OS=Sus scrofa 

OX=9823 GN=CCT3 CCT3 
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U5 

RAB5B, member RAS oncogene family OS=Sus scrofa 

OX=9823 GN=RAB5B 

RAB5
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7 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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T6 Teashirt homolog 2 OS=Sus scrofa OX=9823 GN=TSHZ2 
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Ribosomal protein L19 OS=Sus scrofa OX=9823 

GN=RPL19 RPL19 
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A0 

Insulin-like growth factor-binding protein 7 precursor 

OS=Sus scrofa OX=9823 GN=IGFBP7 

IGFBP
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=CSF2RA 

CSF2R

A 
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Programmed cell death 6 interacting protein OS=Sus scrofa 

OX=9823 GN=PDCD6IP 
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T2 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Insulin-like growth factor-binding protein 5 precursor 

OS=Sus scrofa OX=9823 GN=IGFBP5 

IGFBP

5 

30

.3

1.

27   
1.

23

0.

90   
1.

04

0.

74   
0.

93

0.

91   
1.

04

0.

7

7.6

5E-

1.

1

3.3

4E-



 

www.megajournalofcasereports.com 
141 

11 8 4 7 8 1 8 8 8 02 7 01 

A0A2

87B62

6 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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40S ribosomal protein S3a OS=Sus scrofa OX=9823 

GN=RPS3A 

RPS3
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Macrophage stimulating 1 OS=Sus scrofa OX=9823 
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34

8 

0.

52

2 

0.

48

4 

0.

52

3 

0.

33

5 

0.

43

4 

0.

41

6 

0.

9

1 

3.0

4E-

01 

0.

7

8 

3.6

4E-

02 

A0A2

87B63

6 Alpha-galactosidase OS=Sus scrofa OX=9823 GN=GLA GLA 

48

.9

98 

0.

61

4 

0.

57

6 

0.

59 

0.

68

7 

0.

67

6 

0.

58 

1.

41

8 

1.

51

6 

1.

29

7 

1.

43

1 

1.

40

4 

1.

51

7 

1.

0

9 

2.1

0E-

01 

1.

0

3 

5.9

1E-

01 

F1SFI

5 

Histidine-rich glycoprotein precursor OS=Sus scrofa 

OX=9823 GN=HRG HRG 

61

.5

36 

0.

81

4 

0.

60

1 

0.

88

2 

0.

83

8 

0.

71

9 

0.

81

7 

0.

88

2 

1.

39

3 

1.

04

5 

1.

48

1 

1.

80

6 

1.

23

6 

1.

0

3 

7.4

5E-

01 

1.

3

6 

1.4

2E-

01 

F1SM

C0 

Adenylyl cyclase-associated protein OS=Sus scrofa 

OX=9823 GN=CAP1 CAP1 

51

.4

09                                 

K7G

M45 Tyrosine-protein kinase OS=Sus scrofa OX=9823 GN=SRC SRC 

60

.1

82 

0.

51

1 

0.

92

6 

0.

66

1 

0.

55

6 

0.

86

7 

0.

80

2 

1.

56 

1.

15

9 

1.

30

6 

1.

69

5 

1.

26 

1.

49

7 

1.

0

6 

7.6

4E-

01 

1.

1

1 

4.5

4E-

01 

F1RJ

L7 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

86

.7

27 

0.

75

9   

0.

89

2 

0.

60

6   

0.

77

7 

1.

42

1   

1.

13

8 

1.

37

2   

1.

24

4 

0.

8

4 

3.4

5E-

01 

1.

0

2 

8.4

5E-

01 

F1S3

B4 IST1-like protein OS=Sus scrofa OX=9823 GN=IST1 IST1 

39

.5

96 

1.

20

6 

1.

22

1 

1.

32

8 

1.

16

4 

1.

17 

1.

22

7 

0.

89

1 

0.

79

7 

0.

74

3 

0.

73

5 

0.

92

3 

0.

53

8 

0.

9

5 

2.0

5E-

01 

0.

9

0 

4.9

8E-

01 

A0A2

86ZZ

16 

Serine incorporator 3 OS=Sus scrofa OX=9823 

GN=SERINC3 

SERIN

C3 

46

.9

74                                 

Q4VS

R6 

Tumor necrosis factor ligand superfamily member OS=Sus 

scrofa OX=9823 GN=TRAIL TRAIL 

33

.5

64   

1.

00

5     

0.

97

6     

0.

90

4     
1.

03   

0.

9

7   

1.

1

4   
A0A2

87BF

33 

Actin, alpha skeletal muscle OS=Sus scrofa OX=9823 

GN=ACTA1 

ACTA

1 

38

.0

16 

0.

71

9 

0.

96

2   

0.

80

2 

0.

91

7   

1.

03

9 

1.

08

1   

1.

31

1 

1.

31

2   

1.

0

2 

8.6

6E-

01 

1.

2

4 

5.9

0E-

02 
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Q2MJ

K3 GTPase NRas OS=Sus scrofa OX=9823 GN=NRAS NRAS 

21

.2

29                                 

F1RN

P2 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=AZGP1 

AZGP

1 

35

.7

44 

1.

26

1 

1.

21

4 

1.

14

5 

1.

06

9 

1.

31

3 

1.

19

6 

0.

86 

0.

77

3 

0.

88 

0.

71 

0.

61

8 

0.

74

8 

0.

9

9 

8.3

7E-

01 

0.

8

3 

5.0

4E-

02 

A0A2

87BG

G1 

Sulfatase-modifying factor 1 precursor OS=Sus scrofa 

OX=9823 GN=SUMF1 

SUMF

1 

35

.9

62 

1.

29

1 

1.

56

2 

1.

17 

1.

07

4 

1.

15

8 

1.

17

2 

0.

82

2 

0.

79

6 

1.

00

2 

0.

72

8 

0.

63

1 

0.

74

5 

0.

8

5 

1.4

6E-

01 

0.

8

0 

7.1

1E-

02 

F1RI

V6 MICAL like 2 OS=Sus scrofa OX=9823 GN=MICALL2 

MICA

LL2 

94

.8

64   

0.

61

6 

0.

77

2   

0.

84

3 

0.

94

9   

1.

24

3 

1.

21

7   

1.

13

5 

1.

17 

1.

2

9 

1.7

8E-

01 

0.

9

4 

7.2

1E-

02 

A0A2

86ZM

L8 

Nuclear receptor coactivator 3 OS=Sus scrofa OX=9823 

GN=NCOA3 

NCOA

3 

14

3.

83     

0.

67

1     

2.

75

4     

0.

27

9     

0.

34

2 

4.

1

0   

1.

2

3   

F1SB

63 

T-complex protein 1 subunit alpha OS=Sus scrofa OX=9823 

GN=TCP1 TCP1 

60

.6

52 

0.

64

8     

0.

65

3     

0.

93

7     

1.

69

5     

1.

0

1   

1.

8

1   

F1RQ

40 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=LOC100513868 

LOC1

00513

868 

38

.8

77 

0.

70

4     

0.

89

6     

1.

39

2     

1.

15

3     

1.

2

7   

0.

8

3   

F1S27

4 

Exostosin glycosyltransferase 1 OS=Sus scrofa OX=9823 

GN=EXT1 EXT1 

86

.1

79                                 

F1SM

T0 

EF-hand domain family member D1 OS=Sus scrofa 

OX=9823 GN=EFHD1 

EFHD

1 

26

.8

62   

0.

20

7 

0.

42

3   

0.

37

7 

0.

5   

1.

38

4 

1.

50

4   

2.

12

8 

1.

73

4 

1.

3

9 

4.2

3E-

01 

1.

3

4 

1.2

2E-

01 

A0A2

87AX

M3 

N-acetylglucosamine-6-sulfatase OS=Sus scrofa OX=9823 

GN=GNS GNS 

55

.6

51 

1.

57

6 

1.

03

6 

1.

43

1 

1.

44

5 

1.

77

7 

1.

39

8 

0.

57

4 

0.

56

2 

0.

54

3 

0.

49

2 

0.

50

8 

0.

51

7 

1.

1

4 

3.8

6E-

01 

0.

9

0 

9.5

4E-

03 

A0A2

87BI9

7 Olfactory receptor OS=Sus scrofa OX=9823 --- 

28

.7

09                                 
A0A2

87ALI

8 

Stimulator of chondrogenesis 1 OS=Sus scrofa OX=9823 

GN=SCRG1 

SCRG

1 

11

.0

15 

1.

31 

1.

41

8 

1.

34

9 

1.

4 

1.

63

3 

1.

46

2 

0.

5 

0.

41

2 

0.

54

7 

0.

39

3 

0.

33

9 

0.

43

8 

1.

1

0 

1.3

5E-

01 

0.

8

0 

1.2

1E-

01 

A0A2

87BEJ

Family with sequence similarity 129 member B OS=Sus 

scrofa OX=9823 GN=FAM129B 

FAM1

29B 

84

.2

0.

69

0.

76   
0.

65

0.

75   
1.

34

1.

36   
1.

63

1.

39   
0.

9

6.6

8E-

1.

1

2.9

6E-
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3 74 7 6 4 1 4 4 6 6 01 2 01 

A0A2

86ZL

N6 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

16

.5

36                                 

F2Z5

N0 

Proteasome subunit alpha type OS=Sus scrofa OX=9823 

GN=PSMA6 

PSMA

6 

27

.3

99 

1.

04     

1.

22

5     

0.

81

1     

1.

23

1     

1.

1

8   

1.

5

2   
A0A2

87A3

F2 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

11

.4

8   

0.

79

1     

0.

88

4     
1.

3     

1.

47

3   

1.

1

2   

1.

1

3   
A0A2

87BJF

2 

Apoptosis inducing factor, mitochondria associated 3 

OS=Sus scrofa OX=9823 GN=AIFM3 

AIFM

3 

28

.1

07                                 

I3LP7

2 Elastin precursor OS=Sus scrofa OX=9823 GN=ELN ELN 

63

.1

82                                 

F1RG

87 Crystallin beta B2 OS=Sus scrofa OX=9823 GN=CRYBB2 

CRYB

B2 

23

.3

37                                 

F1SF

E6 

Proteasome 26S subunit, ATPase 6 OS=Sus scrofa 

OX=9823 GN=PSMC6 

PSMC

6 

41

.7

87                                 

I3L63

8 Vitronectin OS=Sus scrofa OX=9823 GN=VTN VTN 

52

.4

25   

1.

62

3     

0.

98

6     

0.

39

6     

0.

39

5   

0.

6

1   

1.

0

0   

F1S3J

7 

Papilin, proteoglycan like sulfated glycoprotein OS=Sus 

scrofa OX=9823 GN=PAPLN 

PAPL

N 

10

3.

35 

1.

48 

1.

40

5 

1.

40

8 

1.

44

1 

1.

31 

1.

34

2 

0.

47

3 

0.

51

3 

0.

55

8 

0.

36

6 

0.

47

8 

0.

40

3 

0.

9

5 

2.2

1E-

01 

0.

8

1 

7.6

2E-

02 

F1SK

N5 

Eukaryotic translation initiation factor 3 subunit L OS=Sus 

scrofa OX=9823 GN=EIF3L EIF3L 

62

.8

18 

0.

97

3     

1.

07

2     

0.

93

1     

0.

97

6     

1.

1

0   

1.

0

5   
A0A2

87A7

04 

Integrin alpha FG-GAP repeat containing 1 OS=Sus scrofa 

OX=9823 GN=ITFG1 ITFG1 

72

.0

57 

0.

70

9 

0.

80

9 

0.

77

4 

1.

03

1 

0.

98

5 

0.

87

6 

1.

30

6 

1.

19

1 

1.

23

5 

1.

23

6 

1.

30

8 

1.

29

2 

1.

2

6 

2.0

3E-

02 

1.

0

3 

4.3

0E-

01 

P6324

6 

Receptor of activated protein C kinase 1 OS=Sus scrofa 

OX=9823 GN=RACK1 

RACK

1 

35

.0

76     
1.

02     

0.

95

3     

1.

11

5     

1.

03

3 

0.

9

3   

0.

9

3   



 

www.megajournalofcasereports.com 
148 

A0A2

87AY

Y9 

NSF attachment protein gamma OS=Sus scrofa OX=9823 

GN=NAPG NAPG 

34

.8

58   
0.

65 

0.

55

3   

0.

78

1 

0.

66

2   

1.

19

6 

1.

50

4   

1.

43

1 

1.

53

1 

1.

2

0 

2.5

6E-

01 

1.

1

0 

4.9

6E-

01 

I3LG

T0 

Low affinity immunoglobulin gamma Fc region receptor II-

b precursor OS=Sus scrofa OX=9823 GN=FCGR2B 

FCGR

2B 

28

.6

61 

1.

74

4 

1.

82 

1.

53

2 

1.

63

6 

1.

49

9 

1.

41

4 

0.

27

6 

0.

36

8 

0.

47

6 

0.

26

2 

0.

31

5 

0.

40

6 

0.

8

9 

1.6

7E-

01 

0.

8

8 

5.7

8E-

01 

A0A2

87AH

C1 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

9.

99

12 

1.

2 

1.

73

4 

1.

23

2 

1.

10

9 

1.

17

4 

1.

40

2 

0.

54

1 

0.

61

2 

0.

71

6 

0.

60

2 

0.

40

7 

0.

39

4 

0.

8

9 

4.5

8E-

01 

0.

7

5 

1.3

2E-

01 

F1RK

18 

Calcium binding protein 39 like OS=Sus scrofa OX=9823 

GN=CAB39L 

CAB3

9L 

39

.1

83 

0.

63

7   

0.

86

7 

0.

64

1   

0.

56

4 

1.

42   

1.

32

7 

1.

44

6   

1.

43

4 

0.

8

0 

3.3

2E-

01 

1.

0

5 

2.9

6E-

01 

F1SL

L0 

Ankyrin repeat domain 55 OS=Sus scrofa OX=9823 

GN=ANKRD55 

ANKR

D55 

67

.5

66   

1.

03

5     

1.

18

7     

1.

06

7     

0.

82

5   

1.

1

5   

0.

7

7   

F1SE

73 

DnaJ homolog subfamily A member 1 OS=Sus scrofa 

OX=9823 GN=DNAJA1 

DNAJ

A1 

44

.8

68 

0.

39

5 

0.

69

8 

0.

60

6 

0.

39

8 

0.

73

9 

0.

60

1 

1.

47

5 

1.

13

4 

1.

25

9 

2.

05

4 

1.

59

1 

1.

48

8 

1.

0

2 

9.4

4E-

01 

1.

3

3 

8.8

5E-

02 

I3L7V

7 

Target of myb1 like 1 membrane trafficking protein OS=Sus 

scrofa OX=9823 GN=TOM1L1 

TOM1

L1 

44

.0

8                                 
A0A2

87BM

K8 

Inosine-5'-monophosphate dehydrogenase OS=Sus scrofa 

OX=9823 GN=IMPDH2 

IMPD

H2 

54

.9

79 

0.

74

5   

0.

86

8 

0.

67

1   

0.

73

4 

1.

29

7   

1.

10

2 

1.

44

3   
1.

47 

0.

8

7 

2.6

4E-

01 

1.

2

1 

1.3

8E-

01 

A0A2

87BM

R4 

SRP receptor alpha subunit OS=Sus scrofa OX=9823 

GN=SRPRA 

SRPR

A 

69

.6

13 

1.

13

9 

1.

12

3 

1.

17

1 

1.

05

6 

0.

96

1 

1.

27

7 

0.

84

8 

1.

08 

0.

90

8 

0.

94

8 

1.

01 

0.

73

2 

0.

9

6 

6.2

6E-

01 

0.

9

5 

6.6

5E-

01 

F1S1

A3 

Transcriptional adapter OS=Sus scrofa OX=9823 

GN=TADA2A 

TADA

2A 

48

.8

8   

0.

33

5     

5.

22

7     

0.

39

1     

0.

28

9   

1

5.

6

0   

0.

7

4   

F1RR

T3 Protein FAM49B OS=Sus scrofa OX=9823 GN=FAM49B 

FAM4

9B 

36

.7

48     

0.

96

8     

0.

88

9     

1.

34

6     

0.

69

7 

0.

9

2   

0.

5

2   

F1SHI

1 

Exostosin glycosyltransferase 2 OS=Sus scrofa OX=9823 

GN=EXT2 EXT2 

78

.7

59 

1.

58

7     

1.

39

6     

0.

70

6     

0.

66

1     

0.

8

8   

0.

9

4   

F1S59 Glucosidase 2 subunit beta precursor OS=Sus scrofa PRKC 60                                 



 

www.megajournalofcasereports.com 
149 

6 OX=9823 GN=PRKCSH SH .5

49 

A0A2

87AS

29 

Nucleoside diphosphate kinase OS=Sus scrofa OX=9823 

GN=NME1 NME1 

17

.1

09 

0.

88

6 

0.

78

1   

0.

85

5 

0.

85

5   

0.

94

9 

1.

08

4   

1.

43

4 

1.

58

5   

1.

0

3 

7.0

6E-

01 

1.

4

9 

4.1

4E-

02 

I3LTE

1 Carboxypeptidase M OS=Sus scrofa OX=9823 GN=CPM CPM 

50

.6

4 

0.

86

8 

0.

91

6 

0.

89

3 

1.

11

4 

1.

14

1 

0.

95

2 

1.

21

2 

1.

17

3 

1.

11

2 

0.

94 

0.

93

2 

1.

01

9 

1.

2

0 

3.9

2E-

02 

0.

8

3 

7.3

6E-

03 

A0A2

87AN

U5 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

15

.6

73 

1.

47 

1.

75

2 

1.

23

3 

1.

29

9 

1.

09

8 

1.

46

8 

0.

53 

0.

56

9 

0.

52

1 

0.

38

2 

0.

39

7 

0.

55

2 

0.

8

7 

3.5

2E-

01 

0.

8

2 

1.5

5E-

01 

A0A2

87B8

B1 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=ST13 ST13 

40

.7

33 

0.

67

5 

0.

87

4 

0.

74

5 

0.

62

8 

0.

69 

0.

82

5 

1.

26

4 

1.

23

7 

1.

20

3 

1.

66

8 

1.

56

7 

1.

20

4 

0.

9

3 

5.6

5E-

01 

1.

2

0 

2.3

1E-

01 

F1RP

C8 Crystallin mu OS=Sus scrofa OX=9823 GN=CRYM CRYM 

33

.5

08 

0.

88

7     

0.

89

7     

1.

02

5     

1.

55

7     

1.

0

1   

1.

5

2   

Q2QL

E2 Caveolin-2 OS=Sus scrofa OX=9823 GN=CAV2 CAV2 

18

.0

56   
1.

07 

0.

53

3   
0.

91 

0.

63   

0.

79

6 

1.

19

8   

1.

05

9 

1.

49

3 

0.

9

6 

9.9

5E-

01 

1.

2

8 

4.4

4E-

01 

P8027

6 Aldose reductase OS=Sus scrofa OX=9823 GN=AKR1B1 

AKR1

B1 

35

.8

68                                 
A0A2

C9F3

50 

Medium-chain-specific acyl-CoA dehydrogenase, 

mitochondrial OS=Sus scrofa OX=9823 GN=ACADM 

ACAD

M 

43

.3

64     

1.

36

8     

1.

17

1     
0.

74     

0.

73

7 

0.

8

6   
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Ubiquitin-conjugating enzyme E2 L3 OS=Sus scrofa 

OX=9823 GN=UBE2L3 

UBE2

L3 

17

.8

61 

1.

14

1 

1.

48   

0.

86

9 

1.

06   

0.

85

7 

0.

58

5   

0.

97

3 

0.

70

4   

0.

7

4 

2.0

5E-

01 

1.

1

6 

5.9

7E-

01 

F1RL

G5 

Receptor expression-enhancing protein OS=Sus scrofa 
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K7GK
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Mannan-binding lectin serine protease 2 precursor OS=Sus 
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BRO1 domain and CAAX motif containing OS=Sus scrofa 
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60S ribosomal protein L6 OS=Sus scrofa OX=9823 

GN=RPL6 RPL6 
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V1 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Ectonucleoside triphosphate diphosphohydrolase 6 

(putative) OS=Sus scrofa OX=9823 GN=ENTPD6 
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Ubiquitin specific peptidase 35 OS=Sus scrofa OX=9823 

GN=USP35 USP35 
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Methyltransferase-like protein 13 OS=Sus scrofa OX=9823 

GN=METTL13 

METT
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Protein disulfide isomerase P5 OS=Sus scrofa OX=9823 

GN=pdi-p5 pdi-p5 
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I3LT

B8 Complement C3 OS=Sus scrofa OX=9823 GN=C3 C3 
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Y8 Talin 1 OS=Sus scrofa OX=9823 GN=TLN1 TLN1 
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Selenoprotein M precursor OS=Sus scrofa OX=9823 
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SELE
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Glucose-6-phosphate isomerase OS=Sus scrofa OX=9823 

GN=GPI GPI 
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L7 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

8.

19

97 

0.

83

5     

0.

76

1     

1.

26

1     

1.

18

8     

0.

9

1   

0.

9

4   

I3L9J

4 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=CCT6A 

CCT6
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=ZC3H11A 
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40S ribosomal protein S18 OS=Sus scrofa OX=9823 

GN=RPS18 RPS18 
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Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 

OS=Sus scrofa OX=9823 GN=ATP2A2 

ATP2

A2 
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SH3 domain-binding glutamic acid-rich-like protein OS=Sus 
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N4 Peroxiredoxin 4 OS=Sus scrofa OX=9823 GN=PRDX4 
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Protocadherin related 15 OS=Sus scrofa OX=9823 
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A0A2

87AR

Z1 

Thioredoxin domain containing 5 OS=Sus scrofa OX=9823 

GN=TXNDC5 

TXND

C5 

47

.9

9   

1.

14

6     

0.

80

8     

1.

09

4     

1.

11

8   

0.

7

1   

1.

0

2   

F1RT

T7 

Adhesion G protein-coupled receptor B3 OS=Sus scrofa 

OX=9823 GN=ADGRB3 
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Elongation factor 1-gamma OS=Sus scrofa OX=9823 
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Family with sequence similarity 111 member A OS=Sus 

scrofa OX=9823 GN=FAM111A 
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Ubiquitin carboxyl-terminal hydrolase OS=Sus scrofa 

OX=9823 GN=UCHL3 

UCHL
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R9 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Chaperonin containing TCP1 subunit 8 OS=Sus scrofa 
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Vacuolar protein sorting-associated protein 28 homolog 
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I3L5D

6 Phospholipase D3 OS=Sus scrofa OX=9823 GN=PLD3 PLD3 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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Family with sequence similarity 120A OS=Sus scrofa 

OX=9823 GN=FAM120A 

FAM1
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ATPase H+ transporting accessory protein 2 OS=Sus scrofa 

OX=9823 GN=ATP6AP2 

ATP6
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Aldehyde dehydrogenase 7 family member A1 OS=Sus 

scrofa OX=9823 GN=ALDH7A1 

ALDH
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Polymeric immunoglobulin receptor (Fragment) OS=Sus 

scrofa OX=9823 GN=PIGR PIGR 
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6-phosphogluconolactonase OS=Sus scrofa OX=9823 

GN=PGLS PGLS 

23

.4

95                                 

I3LP

V9 

Ring finger protein 216 OS=Sus scrofa OX=9823 
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Eukaryotic translation initiation factor 3 subunit A OS=Sus 

scrofa OX=9823 GN=EIF3A EIF3A 
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7 Golgi glycoprotein 1 OS=Sus scrofa OX=9823 GN=GLG1 GLG1 
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Galactosylgalactosylxylosylprotein 3-beta-

glucuronosyltransferase OS=Sus scrofa OX=9823 

GN=B3GAT3 

B3GA
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RAB33B, member RAS oncogene family OS=Sus scrofa 
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Solute carrier family 25 member 4 OS=Sus scrofa OX=9823 
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Serine protease HTRA3 precursor OS=Sus scrofa OX=9823 
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95 Prolactin OS=Sus scrofa OX=9823 GN=PRL PRL 
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9 

Sodium/glucose cotransporter 1 (Fragment) OS=Sus scrofa 

OX=9823 GN=SLC5A1 

SLC5
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P9 

von Willebrand factor A domain containing 1 OS=Sus 

scrofa OX=9823 GN=VWA1 VWA1 
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J9 

Oxysterol-binding protein OS=Sus scrofa OX=9823 
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Cytoskeleton-associated protein 4 OS=Sus scrofa OX=9823 

GN=CKAP4 

CKAP
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A0A2

87A5
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Uncharacterized protein OS=Sus scrofa OX=9823 
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Tubulointerstitial nephritis antigen like 1 OS=Sus scrofa 
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Protein AMBP (Fragment) OS=Sus scrofa OX=9823 

GN=AMBP AMBP 
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89 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Insulin-like growth factor-binding protein 5 OS=Sus scrofa 
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Sphingomyelin phosphodiesterase OS=Sus scrofa OX=9823 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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Ribosomal protein S27a OS=Sus scrofa OX=9823 
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Fructose-bisphosphate aldolase OS=Sus scrofa OX=9823 
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A0A2

86ZV

R9 EPS8 like 2 OS=Sus scrofa OX=9823 GN=EPS8L2 

EPS8L
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P1 Ribonuclease T2 OS=Sus scrofa OX=9823 GN=RNASET2 
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H4 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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60S acidic ribosomal protein P0 OS=Sus scrofa OX=9823 

GN=RPLP0 RPLP0 
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Transient receptor potential cation channel subfamily V 

member 5 OS=Sus scrofa OX=9823 GN=TRPV5 

TRPV
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V3 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Apolipoprotein C-II precursor OS=Sus scrofa OX=9823 
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Syntaxin-binding protein 2 OS=Sus scrofa OX=9823 
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W7 Uncharacterized protein OS=Sus scrofa OX=9823 --- 

10

.7

51 

1.

43

4 

1.

72

8 

1.

31

6 

1.

36 

1.

38

2 

1.

38

6 

0.

76

4 

0.

51

9 

0.

62

1 

0.

51

1 

0.

46

8 

0.

51

3 

0.

9

2 

4.5

1E-

01 

0.

7

8 

1.1

5E-

01 

Q2XV

P5 

Microtubule-associated protein RP/EB family member 1 
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MAPR
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0 58 1 7 7 4 8 

I3LK5

9 Enolase 1 OS=Sus scrofa OX=9823 GN=ENO1 ENO1 
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ATP-dependent DNA helicase PIF1 OS=Sus scrofa 

OX=9823 GN=PIF1 PIF1 
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Olfactory receptor OS=Sus scrofa OX=9823 
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Y6 

Fas associated factor family member 2 OS=Sus scrofa 

OX=9823 GN=FAF2 FAF2 
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Leucine-rich repeat-containing protein 57 OS=Sus scrofa 

OX=9823 GN=LRRC57 

LRRC
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C2 

Poly(rC) binding protein 1 OS=Sus scrofa OX=9823 

GN=PCBP1 PCBP1 
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L-lactate dehydrogenase OS=Sus scrofa OX=9823 

GN=LDHB LDHB 
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B2 

FAT atypical cadherin 2 OS=Sus scrofa OX=9823 

GN=FAT2 FAT2 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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LOC1
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T1 

3'(2'), 5'-bisphosphate nucleotidase 1 OS=Sus scrofa 

OX=9823 GN=BPNT1 

BPNT
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40S ribosomal protein S4 OS=Sus scrofa OX=9823 
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U6 

H1 histone family member N, testis specific OS=Sus scrofa 

OX=9823 GN=H1FNT 
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F1SG

F1 

Proteasome 26S subunit, non-ATPase 6 OS=Sus scrofa 

OX=9823 GN=PSMD6 

PSMD
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24 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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Serine peptidase inhibitor, Kazal type 9 OS=Sus scrofa 

OX=9823 GN=SPINK9 

SPINK
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30

.6

88 

1.

23

1     

1.

40

5     

0.

82

3     

0.

69

2     

1.

1

4   

0.

8

4   
A0A2

87A3

B5 

Peroxisomal multifunctional enzyme type 2 OS=Sus scrofa 

OX=9823 GN=HSD17B4 

HSD1

7B4 

77

.9

68 

0.

91

5 

1.

20

2   

0.

95

3 

0.

77

2   

1.

10

8 

0.

96

8   

1.

23

2 

1.

31

1   

0.

8

2 

3.6

4E-

01 

1.

2

3 

1.1

0E-

01 

P3903

5 Alpha-S1-casein OS=Sus scrofa OX=9823 GN=CSN1S1 

CSN1

S1 

24

.1

48 

0.

83

4 

0.

71

9 

0.

84

3 

0.

99

4 

0.

94

8 

0.

86

3 

1.

18

5 

1.

19

3 

1.

32

6 

1.

13

4 

1.

16 

1.

08

2 

1.

1

7 

7.4

4E-

02 

0.

9

1 

9.2

9E-

02 

F1S78

1 
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HECT domain E3 ubiquitin protein ligase 1 OS=Sus scrofa 
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scrofa OX=9823 GN=PTPRK 

PTPR

K 

97

.3

48 

2.

03

9   

1.

47

9 

1.

28

3   

1.

41

6 

0.

21

2   

0.

60

5 

0.

10

1   

0.

50

7 

0.

7

7 

2.7

0E-

01 

0.

7

4 

6.8

0E-

01 

P1763

0 Transcobalamin-1 OS=Sus scrofa OX=9823 GN=TCN1 TCN1 

47

.0

94     
1.

44     

1.

39

8     
0.

78     
0.

45 

0.

9

7   

0.

5

8   
A0A2

88CF

V8 Claudin OS=Sus scrofa OX=9823 GN=CLDN23 

CLDN

23 

31

.1

02 

0.

92

6     

0.

80

2     

1.

23

2     

1.

12

6     

0.

8

7   

0.

9

1   

F1RZ

28 

Ribosomal protein S10 OS=Sus scrofa OX=9823 
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Glucose-6-phosphate 1-dehydrogenase OS=Sus scrofa 
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Uncharacterized protein OS=Sus scrofa OX=9823 
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F1SH

P0 

ADAM metallopeptidase with thrombospondin type 1 motif 

5 OS=Sus scrofa OX=9823 GN=ADAMTS5 
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Antithrombin-III precursor OS=Sus scrofa OX=9823 
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0 Annexin A2 OS=Sus scrofa OX=9823 GN=ANXA2 

ANXA
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Phospholipid-transporting ATPase OS=Sus scrofa OX=9823 

GN=ATP8B1 

ATP8

B1 
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Charged multivesicular body protein 4A OS=Sus scrofa 

OX=9823 GN=CHMP4A 

CHMP
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C8 

cAMP-regulated phosphoprotein 19 OS=Sus scrofa 

OX=9823 GN=MYO5A 

MYO5
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87AR

98 Suprabasin OS=Sus scrofa OX=9823 GN=SBSN SBSN 
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SERPINE1 mRNA binding protein 1 OS=Sus scrofa 

OX=9823 GN=SERBP1 

SERB

P1 
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Y2 

Prospero homeobox protein 1 OS=Sus scrofa OX=9823 

GN=PROX1 

PROX
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5 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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E4 

Tetratricopeptide repeat domain 13 OS=Sus scrofa 

OX=9823 GN=TTC13 TTC13 
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40S ribosomal protein S15 OS=Sus scrofa OX=9823 

GN=RPS15 RPS15 
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K7GP

G8 

Integrin subunit alpha X OS=Sus scrofa OX=9823 

GN=ITGAX 

ITGA

X 
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Y6 

Lipopolysaccharide-binding protein precursor OS=Sus 

scrofa OX=9823 GN=LBP LBP 
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C5 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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40S ribosomal protein S8 OS=Sus scrofa OX=9823 

GN=RPS8 RPS8 
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70 Carboxypeptidase OS=Sus scrofa OX=9823 GN=CTSA CTSA 
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Protein transport protein Sec61 subunit alpha OS=Sus scrofa 

OX=9823 GN=SEC61A1 

SEC61

A1 
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Eukaryotic translation initiation factor 5A OS=Sus scrofa 

OX=9823 GN=EIF5A EIF5A 
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T9 

Leucyl-cystinyl aminopeptidase OS=Sus scrofa OX=9823 

GN=LNPEP 

LNPE

P 
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I3LV9
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IQ motif containing GTPase activating protein 2 OS=Sus 

scrofa OX=9823 GN=IQGAP2 

IQGA

P2 
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ArfGAP with RhoGAP domain, ankyrin repeat and PH 

domain 1 OS=Sus scrofa OX=9823 GN=ARAP1 

ARAP
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Nucleoside diphosphate kinase B OS=Sus scrofa OX=9823 

GN=NME2 NME2 
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=RPS2 RPS2 
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A0A2

87AK

F5 

T-complex protein 1 subunit eta OS=Sus scrofa OX=9823 

GN=CCT7 CCT7 
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Extended synaptotagmin 1 OS=Sus scrofa OX=9823 

GN=ESYT1 
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Heparan sulfate proteoglycan 2 OS=Sus scrofa OX=9823 

GN=HSPG2 

HSPG
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2 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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C-X-C motif chemokine OS=Sus scrofa OX=9823 
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CXCL
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=KCNH1 

KCNH
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26S protease regulatory subunit 7 OS=Sus scrofa OX=9823 

GN=PSMC2 

PSMC
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Serine/threonine-protein phosphatase 2A 65 kDa regulatory 

subunit A alpha isoform OS=Sus scrofa OX=9823 

GN=PPP2R1A 

PPP2R
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42 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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T-complex protein 1 subunit epsilon OS=Sus scrofa 

OX=9823 GN=CCT5 CCT5 
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Solute carrier family 29 member 1 (Augustine blood group) 

OS=Sus scrofa OX=9823 GN=SLC29A1 
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F1RY
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Carnitine O-palmitoyltransferase 1, liver isoform OS=Sus 

scrofa OX=9823 GN=CPT1A 

CPT1
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Prostaglandin E synthase 3 OS=Sus scrofa OX=9823 

GN=PTGES3 

PTGE
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Matrix metalloproteinase-14 OS=Sus scrofa OX=9823 
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Coiled-coil domain containing 153 OS=Sus scrofa 
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Cation-transporting ATPase OS=Sus scrofa OX=9823 
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GC, vitamin D binding protein OS=Sus scrofa OX=9823 

GN=GC GC 
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UDP-glucose glycoprotein glucosyltransferase 1 OS=Sus 
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Q2EN

75 Protein S100-A6 OS=Sus scrofa OX=9823 GN=S100A6 

S100A
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Q8 

ATPase H+ transporting V1 subunit E1 OS=Sus scrofa 

OX=9823 GN=ATP6V1E1 

ATP6

V1E1 
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60S ribosomal protein L29 OS=Sus scrofa OX=9823 

GN=RPL29 RPL29 
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G0/G1 switch 2 protein OS=Sus scrofa OX=9823 
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W0 

Non-specific serine/threonine protein kinase OS=Sus scrofa 

OX=9823 GN=PAK2 PAK2 
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7 Exportin 1 OS=Sus scrofa OX=9823 GN=XPO1 XPO1 
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R6 

Nuclear migration protein nudC OS=Sus scrofa OX=9823 

GN=NUDC NUDC 
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Tubulin alpha chain OS=Sus scrofa OX=9823 
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Prostaglandin F2 receptor inhibitor OS=Sus scrofa 
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ADP-ribosylation factor 4 OS=Sus scrofa OX=9823 
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A0A2

87AP

X6 

RAP1B, member of RAS oncogene family OS=Sus scrofa 

OX=9823 GN=RAP1B 

RAP1
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ERO1-like protein alpha OS=Sus scrofa OX=9823 

GN=ERO1A 

ERO1
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ADP-ribosylation factor 1 OS=Sus scrofa OX=9823 

GN=ARF1 ARF1 

20

.6

97 

0.

48

8 

0.

52

3 

0.

53

1 

0.

53

9 

0.

51

4 

0.

40

5 

1.

54

9 

1.

33

2 

1.

48

4 

1.

62

5 

1.

32

1 

1.

65

2 

0.

9

5 

5.3

2E-

01 

1.

0

5 

5.9

5E-

01 

F6Q5

X1 Serum amyloid A protein OS=Sus scrofa OX=9823 --- 
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Protein tyrosine phosphatase domain containing 1 OS=Sus 

scrofa OX=9823 GN=PTPDC1 

PTPD

C1 
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Palmitoyl-protein thioesterase 1 OS=Sus scrofa OX=9823 
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GDP-mannose 4,6-dehydratase OS=Sus scrofa OX=9823 
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Laminin subunit alpha 1 OS=Sus scrofa OX=9823 

GN=LAMA1 

LAMA
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Long-chain-fatty-acid--CoA ligase 3 OS=Sus scrofa 

OX=9823 GN=ACSL3 
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Glutamine--fructose-6-phosphate aminotransferase OS=Sus 

scrofa OX=9823 GN=GFPT1 GFPT1 
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SIL1 nucleotide exchange factor OS=Sus scrofa OX=9823 
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Leucine rich alpha-2-glycoprotein 1 OS=Sus scrofa 
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Serum amyloid A protein OS=Sus scrofa OX=9823 
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A0A2

87A2

31 

Pro-epidermal growth factor OS=Sus scrofa OX=9823 

GN=EGF EGF 
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=CEACAM1 
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Afadin, adherens junction formation factor OS=Sus scrofa 

OX=9823 GN=AFDN AFDN 
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Alpha-1,4 glucan phosphorylase OS=Sus scrofa OX=9823 
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Solute carrier family 38 member 10 OS=Sus scrofa 

OX=9823 GN=SLC38A10 

SLC38
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40S ribosomal protein S14 OS=Sus scrofa OX=9823 
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Platelet derived growth factor C OS=Sus scrofa OX=9823 

GN=PDGFC 

PDGF
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6 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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ADP ribosylation factor like GTPase 1 OS=Sus scrofa 

OX=9823 GN=ARL1 ARL1 
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40S ribosomal protein S19 OS=Sus scrofa OX=9823 

GN=RPS19 RPS19 
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A0A2

87AT

36 

Complement component C8 beta chain precursor OS=Sus 

scrofa OX=9823 GN=C8B C8B 
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01 

A0A2

87AQ

X4 Serine protease 22 OS=Sus scrofa OX=9823 GN=PRSS22 

PRSS2

2 
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F1SP

H1 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=PA2G4 

PA2G

4 

38

.0

44     

0.

84

2     

0.

73

5     

1.

32

1     

1.

38

2 

0.

8

7   

1.

0

5   

I3LJU

9 Tenascin OS=Sus scrofa OX=9823 GN=TNC TNC 
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41     
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52     

1.

49

8     

0.

44

5     

0.

30

4 

0.

9

9   

0.

6

8   

P7938

8 

Folate binding protein OS=Sus scrofa OX=9823 

GN=FOLR2 

FOLR

2 
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.8

84 

0.

77

9 

0.
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9 
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6 
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28 
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8 

1.

22

8 

0.

9

4 

4.8

7E-

01 

0.

9

7 

5.2

3E-

01 

Q06A

T1 

Neuron-specific calcium-binding protein hippocalcin 

OS=Sus scrofa OX=9823 GN=HPCA HPCA 

22

.4

27 

0.

51

1     

0.

73

6     

1.

44

1     

1.

85

6     

1.

4

4   

1.

2

9   
A0A2

87AP

M6 

IgG receptor FcRn large subunit p51 precursor OS=Sus 

scrofa OX=9823 GN=FCGRT 

FCGR

T 

35

.2
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1.
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2     

1.

20

6     
0.

74     

0.

66

8   

1.

0

1   

0.

9

0   
A0A2

87AP

77 

Multivesicular body subunit 12A OS=Sus scrofa OX=9823 

GN=MVB12A 

MVB1

2A 

28
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97 

1.
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3 
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4 

1.
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4 

0.
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10

7 

1.
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9 
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6 
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5 
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88

1 
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9

7 

6.4

8E-

01 

0.

6

1 

1.8

4E-

02 

A0A2

86ZN

V5 

4-trimethylaminobutyraldehyde dehydrogenase OS=Sus 

scrofa OX=9823 GN=ALDH9A1 

ALDH

9A1 

53

.9

41 

1.

18

6 

1.

13

6 

0.

67

8 

1.

17

3 

1.

09

3 

1.

22

8 

0.
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9 

0.

84 
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1 

0.
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5 
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7 

1.

08

9 

1.

1

7 

3.7

7E-

01 

1.

1

3 
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8E-

01 

P8246

0 Thioredoxin OS=Sus scrofa OX=9823 GN=TXN TXN 

11
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28 
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4 
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5 
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01 

P6798

5 

60S ribosomal protein L22 OS=Sus scrofa OX=9823 

GN=RPL22 RPL22 
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0
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01 

F1S5

B4 

Tyrosine-protein phosphatase OS=Sus scrofa OX=9823 

GN=LOC100624894 

LOC1

00624

894 
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1.
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5     
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5     

0.

81

2   
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2
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0.

7
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F1S68

2 Sulfhydryl oxidase OS=Sus scrofa OX=9823 GN=QSOX1 

QSOX

1 
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.4

77 
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9 
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95 
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1 
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1.
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9 
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02 

K7GS

67 

Complement decay-accelerating factor precursor OS=Sus 

scrofa OX=9823 GN=CD55 CD55 
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.6
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I3LV

L5 

Cysteine rich secretory protein 3 OS=Sus scrofa OX=9823 

GN=CRISP3 

CRISP

3 
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F2Z5

M4 Protein S100 OS=Sus scrofa OX=9823 GN=S100A16 

S100A

16 

11

.7

76 

0.

62 

0.

41

1   

0.

77

6 

0.

72

5   

1.

34

7 

1.

42   

1.

71

7 

2.

00

6   

1.

4

6 

1.9

8E-

01 

1.

3

5 

6.9

9E-

02 

A0A2

87AL

J6 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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.0

7   

1.
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5     

1.
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4     

0.

69

8     

0.

68

1   

1.

4

9   

0.

9

8   

P5908

3 

14 kDa phosphohistidine phosphatase OS=Sus scrofa 

OX=9823 GN=PHPT1 PHPT1 
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.9

31 

0.
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5 

0.
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9 

0.

55
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0.
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4 
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A0A2

87A7

C7 

Complement decay-accelerating factor precursor OS=Sus 

scrofa OX=9823 GN=CD55 CD55 
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.3

11 
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8     

0.
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6     

1.

51

4     
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F1S39

0 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=COG8 COG8 
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.5

74 

0.
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7     

0.
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1.

31

8     

0.

76

5     

1.

0

8   

0.

5

8   
A0A2

87AD

63 

DNA dC->dU-editing enzyme APOBEC-3B OS=Sus scrofa 

OX=9823 GN=APOBEC3B 

APOB

EC3B 

27

.8

28   
3.

16     

0.

68

2     
0.

68     

0.

46

3   

0.

2

2   

0.

6

8   
A0A2

87A6

K7 

Adipocyte plasma membrane associated protein OS=Sus 

scrofa OX=9823 GN=APMAP 

APMA

P 

69

.3

19 

0.

83

2 

0.

82

5 

1.
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0.
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33 

1.
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3 

1.

0

5 
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7E-

01 

1.

1

4 

2.5

9E-

01 

F1SM

L7 

Inosine-5'-monophosphate dehydrogenase OS=Sus scrofa 

OX=9823 GN=IMPDH1 

IMPD

H1 

61

.3
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0.
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0.
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0.
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43

8 

0.

67

1 

0.

89 

1.

55

3 

1.

44

8 

1.

01

5 

1.

66

9 

1.

36

3 

1.

25

1 

0.

8

7 

6.2

5E-
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0
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01 

F1SK

86 

Peptidylprolyl isomerase OS=Sus scrofa OX=9823 

GN=FKBP4 

FKBP

4 
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.1

75 

0.
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0.
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1.
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1 

1.

0

5 

7.9
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1.

1

8 
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9E-

01 

I3LH

K3 

Ras and Rab interactor like OS=Sus scrofa OX=9823 

GN=RINL RINL 

56

.0

75                                 

I3LV1

7 

RAS like proto-oncogene B OS=Sus scrofa OX=9823 

GN=RALB RALB 

23

.3
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0.
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1.
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87AB

G3 

3-keto-steroid reductase OS=Sus scrofa OX=9823 

GN=HSD17B7 

HSD1

7B7 

33
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A0A2

87AT

J4 

Alpha-crystallin B chain OS=Sus scrofa OX=9823 

GN=CRYAB 

CRYA

B 

27

.6

46 

1.

07

5     

2.

16

1     

0.

68

2     

0.

42

1     

2.

0

1   

0.

6

2   

F1S76

2 

Non-specific lipid-transfer protein OS=Sus scrofa OX=9823 

GN=PODN PODN 

58

.3

82   

0.
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1 

1.

01   

0.
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9 

0.

97
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0.
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5 

1.

0

4 
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8E-

01 

1.

1

8 
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4E-

01 

Q8HZ

V3 

Transferrin receptor protein 1 OS=Sus scrofa OX=9823 

GN=TFRC TFRC 
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.1

21 

1.
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4 

0.
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1 

1.

37 

1.
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0.

85

7 

0.
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3 

0.
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1 

1.

0

5 

6.8

3E-

01 

1.

2

3 

1.7

2E-

02 

F1RK

Y2 

Serpin family D member 1 OS=Sus scrofa OX=9823 

GN=SERPIND1 

SERPI

ND1 

55

.8

74 

1.
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6 

0.
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5 

1.
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0
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3.6

8E-

01 

A0A2

87AE

K2 

cAMP-dependent protein kinase type II-alpha regulatory 

subunit OS=Sus scrofa OX=9823 GN=PRKAR2A 

PRKA

R2A 

43

.7

14                                 

F1RN

B1 

Stromal cell derived factor 2 OS=Sus scrofa OX=9823 

GN=SDF2 SDF2 

23

.1

78                                 
A0A2

87BI6

3 

Ras-related protein Rab-6A OS=Sus scrofa OX=9823 

GN=RAB6A 

RAB6

A 

23

.5
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0.
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0
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1.

0

9 
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1E-

02 

F1RN

76 

CD5 antigen-like precursor OS=Sus scrofa OX=9823 

GN=CD5L CD5L 

59

.5

63 

1.
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2 

1.
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3 

1.
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02 

0.

7

9 

8.0
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02 

F1SH

33 

Serpin family I member 1 OS=Sus scrofa OX=9823 

GN=SERPINI1 

SERPI

NI1 

46

.4

39 

0.
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1     

0.

94

6     

1.

02

6     

1.

21

1     

1.

0

9   

1.

1

8   

I3L5I

9 

Phenylalanine hydroxylase OS=Sus scrofa OX=9823 

GN=PAH PAH 

44

.6

38 
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3 
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7 

1.
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0
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4 

6.4

4E-

02 

A0A2

87AG

13 Apolipoprotein B-100 OS=Sus scrofa OX=9823 GN=APOB APOB 

51

7.
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01 

I3LA

P5 

Protein ABHD14A precursor OS=Sus scrofa OX=9823 

GN=ABHD14A 

ABHD

14A 
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04 
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0.
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87A6

Galectin 3 binding protein OS=Sus scrofa OX=9823 

GN=LGALS3BP 

LGAL

S3BP 
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Q9TS

X9 Peroxiredoxin-6 OS=Sus scrofa OX=9823 GN=PRDX6 

PRDX

6 

25

.0

37 

0.

89

7   

0.

75

9 

0.

93

9   
0.

8 

1.

06

5   
1.

17 

1.

38   

1.

17

3 

1.

0

5 

7.1

2E-

01 

1.

1

4 

2.9

8E-

01 

D0G0

C7 

Antioxidant protein 1 homolog (Yeast) OS=Sus scrofa 

OX=9823 GN=ATOX1 

ATOX

1 

7.

36

64 

0.

68

1 

0.

65

6   

0.

67

7 

0.
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3   

1.

15

1 

1.

23

3   

1.

59
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1.

57

3   

0.

9

8 

6.4

3E-

01 

1.

3

3 

1.4

8E-

02 

I3LC

U9 

Calcium regulated heat stable protein 1 OS=Sus scrofa 

OX=9823 GN=CARHSP1 

CARH

SP1 

15

.7

86                                 
A0A2

87AA

M6 

Vacuolar protein sorting 25 homolog OS=Sus scrofa 

OX=9823 GN=VPS25 VPS25 

23

.5

48     

1.
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2     

1.

09

7     

1.

09

9     

0.
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0.
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7

9   
A0A2

87B2

M3 

40S ribosomal protein SA OS=Sus scrofa OX=9823 

GN=RPSA RPSA 

30

.7

07 
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0.

59
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0.
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1.

42

6 
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4 

8.7

5E-

01 

1.

3

1 
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2E-

01 

F1S8

N1 HGF activator OS=Sus scrofa OX=9823 GN=HGFAC 

HGFA

C 
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.9
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1.
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1.

32

6 

1.

33

3   

0.

75

3 

0.

64

9   

0.

69

4 

0.
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4 
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01 

F1SB

67 

Cation-independent mannose-6-phosphate receptor 

precursor OS=Sus scrofa OX=9823 GN=IGF2R IGF2R 
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3.

31 

1.
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1     

1.

45

5     

0.
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6     

0.

74

1     
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1   

0.

8

4   

F1SC

D0 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=LOC100153899 

LOC1

00153

899 

46

.6
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60S ribosomal protein L13 OS=Sus scrofa OX=9823 
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Phospholipid-transporting ATPase OS=Sus scrofa OX=9823 
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Transmembrane BAX inhibitor motif containing 1 OS=Sus 
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Chromosome 16 open reading frame 89 OS=Sus scrofa 
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Proteasome 26S subunit, ATPase 6 OS=Sus scrofa 
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Phosphatidylinositol transfer protein alpha OS=Sus scrofa 

OX=9823 GN=PITPNA 

PITPN

A 

31

.1

26 

0.

67

5     

0.

85

1     

1.

36

4     

1.

35

1     

1.

2

6   

0.

9

9   

I3LC0

7 

RAB18, member RAS oncogene family OS=Sus scrofa 

OX=9823 GN=RAB18 
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Protein tyrosine phosphatase, receptor type F OS=Sus scrofa 
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Centrosomal protein 19 OS=Sus scrofa OX=9823 
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Carboxypeptidase Q precursor OS=Sus scrofa OX=9823 

GN=CPQ CPQ 
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Minichromosome maintenance 8 homologous recombination 

repair factor OS=Sus scrofa OX=9823 GN=MCM8 MCM8 
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F5 

60S ribosomal protein L31 OS=Sus scrofa OX=9823 

GN=RPL31 RPL31 
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Guanine nucleotide-binding protein subunit gamma OS=Sus 

scrofa OX=9823 GN=GNG12 

GNG1
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Frizzled class receptor 8 OS=Sus scrofa OX=9823 

GN=FZD8 FZD8 
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A0A2

86ZW

84 Uncharacterized protein OS=Sus scrofa OX=9823 --- 
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G3 

MHC class I antigen 2 precursor OS=Sus scrofa OX=9823 
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Chromosome 11 open reading frame 97 OS=Sus scrofa 

OX=9823 GN=C11orf97 

C11orf
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Protein tyrosine phosphatase, receptor type K OS=Sus 

scrofa OX=9823 GN=PTPRK 

PTPR
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Pyrophosphatase (inorganic) 1 OS=Sus scrofa OX=9823 
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Sodium-coupled neutral amino acid transporter 2 OS=Sus 

scrofa OX=9823 GN=SLC38A2 
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7 Apolipoprotein C-III OS=Sus scrofa OX=9823 GN=APOC3 
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Gamma-glutamyl hydrolase OS=Sus scrofa OX=9823 

GN=GGH GGH 
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Ras-related protein Rab-5A OS=Sus scrofa OX=9823 

GN=RAB5A 

RAB5
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40 

Synaptobrevin homolog YKT6 OS=Sus scrofa OX=9823 
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Proteasome subunit alpha type OS=Sus scrofa OX=9823 

GN=PSMA7 
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Proteasome 26S subunit, non-ATPase 5 OS=Sus scrofa 

OX=9823 GN=PSMD5 

PSMD
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G protein subunit beta 2 OS=Sus scrofa OX=9823 
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A0A2

87BF

C9 

Dolichyl-diphosphooligosaccharide--protein 

glycosyltransferase subunit 1 OS=Sus scrofa OX=9823 

GN=RPN1 RPN1 
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60S ribosomal protein L23 OS=Sus scrofa OX=9823 

GN=RPL23 RPL23 
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3 HHIP like 2 OS=Sus scrofa OX=9823 GN=HHIPL2 
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Uncharacterized protein OS=Sus scrofa OX=9823 

GN=NACA NACA 
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Asparagine synthetase domain containing 1 OS=Sus scrofa 

OX=9823 GN=ASNSD1 

ASNS
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G2 

Lambda-crystallin homolog OS=Sus scrofa OX=9823 
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CRYL

1 

29

.1

99                                 

F1SL

C4 Annexin OS=Sus scrofa OX=9823 GN=ANXA4 

ANXA

4 

33

.6

08                                 
A0A2

87AY

75 

Golgi membrane protein 1 OS=Sus scrofa OX=9823 

GN=GOLM1 

GOLM

1 

44

.2

09 

1.

04

1 

1.

04

8   

1.

54

4 

1.

49

5   

0.

98

2 

0.

81

7   

0.

85

8 

0.

71

5   

1.

4

6 

1.9

2E-

03 

0.

8

7 

4.0

9E-

01 

A0A2

87B0

H0 

SEC31 homolog A, COPII coat complex component 

OS=Sus scrofa OX=9823 GN=SEC31A 

SEC31

A 

12

0.

97                                 
A0A2

87AH

02 Fibulin 2 OS=Sus scrofa OX=9823 GN=FBLN2 

FBLN

2 

12

0.

8 

1.

58

3 

1.

77

1 

1.

70

9 

1.

43

7 

1.

53

5 

1.

39

5 

0.

36

1 

0.

37 

0.

46

4 

0.

27

2 

0.

22

3 

0.

30

4 

0.

8

6 

2.7

5E-

02 

0.

6

7 

2.8

7E-

02 

F1RW

75 Desmoplakin OS=Sus scrofa OX=9823 GN=DSP DSP 

33

1.

61   

2.

01

7 

2.

02   

0.

91

2 

0.

84

2   

0.

40

3 

0.

31

6   

1.

07

1 

0.

93

1 

0.

4

3 

3.0

4E-

02 

2.

7

8 

1.8

1E-

02 

A0A2

87AE

F9 

ArfGAP with GTPase domain, ankyrin repeat and PH 

domain 2 OS=Sus scrofa OX=9823 GN=AGAP2 

AGAP

2 

12

2.

76                                 



 

www.megajournalofcasereports.com 
194 

A0A2

87A9

59 

Tyrosine-protein kinase receptor OS=Sus scrofa OX=9823 

GN=DDR1 DDR1 

99

.3

48 

1.

46

7 

1.

65

2 

1.

24

3 

1.

19

5 

1.

15

2 

1.

23

7 

0.

65

5 

0.

68

9 

0.

73

3 

0.

61

8 

0.

51

9 

0.

64

1 

0.

8

2 

8.9

0E-

02 

0.

8

6 

9.5

0E-

02 

F1RM

B2 Metalloendopeptidase OS=Sus scrofa OX=9823 GN=BMP1 BMP1 

94

.3

46 

1.

08

7 

1.

34

3 

1.

03 

0.

95

7 

1.

28

6 

1.

13

3 

1.

13 

0.

86

5 

1.

04

5 

0.

95

2 

0.

74

8 

0.

86

5 

0.

9

8 

8.4

1E-

01 

0.

8

4 

1.8

6E-

01 

F2Z5

C7 

40S ribosomal protein S3a OS=Sus scrofa OX=9823 

GN=RPS3A 

RPS3

A 

29

.9

45     

0.

72

5     

0.

79

5     

1.

37

7     

0.

90

9 

1.

1

0   

0.

6

6   

C3S7

K6 

Calcium-binding protein A9 OS=Sus scrofa OX=9823 

GN=S100A9 

S100A

9 

15

.8

92 

0.

62

1 

1.

00

6 

0.

37

8 

0.

64

1 

2.

78

4 

0.

44 

0.

89

5 

0.

28

9 

1.

24

7 

0.

98

6 

0.

46

7 

1.

55

6 

1.

9

3 

5.5

9E-

01 

1.

2

4 

6.6

2E-

01 

A0A2

86ZW

74 

Round spermatid basic protein 1 OS=Sus scrofa OX=9823 

GN=RSBN1 

RSBN

1 

82

.9

98   

0.

82

4     

1.

56

1     

1.

09

9     

0.

37

1   

1.

8

9   

0.

3

4   

K9IV

R7 WD repeat domain 1 OS=Sus scrofa OX=9823 GN=WDR1 WDR1 

66

.1

87 

0.

65 

0.

62

9   

0.

67

5 

0.

96

8   

1.

04

5 

1.

32

3   

1.

47

4 

1.

66

8   

1.

2

9 

3.2

5E-

01 

1.

3

3 

1.6

3E-

01 

F1S9

Q1 

Heat shock cognate 71 kDa protein OS=Sus scrofa 

OX=9823 GN=HSPA8 

HSPA

8 

70

.8

65     

0.

79

1     

0.

79

6     

1.

20

3     

1.

22

4 

1.

0

1   

1.

0

2   

K7GT

29 

Interleukin 17 receptor A OS=Sus scrofa OX=9823 

GN=IL17RA 

IL17R

A 

94

.1

92 

1.

04

2     

1.

38

4     

0.

84

7     

0.

70

9     

1.

3

3   

0.

8

4   

F1RG

17 

Nucleoside diphosphate kinase OS=Sus scrofa OX=9823 

GN=NME3 NME3 

19

.0

77 

1.

09

8 

1.

29

7 

1.

20

5 

1.

11

7 

1.

32

2 

1.

10

2 

0.

86 

0.

74

4 

0.

85

1 

0.

86

2 

0.

64

7 

0.

74 

0.

9

8 

8.2

7E-

01 

0.

9

2 

3.8

6E-

01 

I3LK2

4 

AP-2 complex subunit alpha OS=Sus scrofa OX=9823 

GN=AP2A1 

AP2A

1 

10

3.

48                                 
A0A2

87BE

Y3 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=LOC100624077 

LOC1

00624

077 

40

.3

83 

1.

64

6 

1.

36 

1.

47

8 

1.

53

5 

1.

35

8 

1.

55

5 

0.

58 

0.

50

2 

0.

57

7 

0.

47

4 

0.

48

4 

0.

34

4 

0.

9

9 

9.2

7E-

01 

0.

7

9 

1.0

4E-

01 

I3LIL

4 Myosin IC OS=Sus scrofa OX=9823 GN=MYO1C 

MYO1

C 

11

9.

99 

1.

04

3 

0.

95

3 

1.

11

7 

0.

87

5 

0.

82

1 

0.

81 

0.

95

1 

1.

06

2 

0.

99

1 

1.

09

9 

0.

53

6 

0.

72

5 

0.

8

1 

1.4

2E-

02 

0.

7

9 

3.1

0E-

01 

I3LG

N8 Plakophilin 1 OS=Sus scrofa OX=9823 GN=PKP1 PKP1 

80

.6             
1.

27     
1.

1         
0.

8   



 

www.megajournalofcasereports.com 
195 

87 5 6 

A0A2

87AI

U5 Talin 1 OS=Sus scrofa OX=9823 GN=TLN1 TLN1 

24

5.

7                                 

P8089

5 

Protein-L-isoaspartate(D-aspartate) O-methyltransferase 

OS=Sus scrofa OX=9823 GN=PCMT1 

PCMT

1 

24

.6

46 

1.

16

4 

1.

53

2 

1.

15

3 

1.

14

7 

1.

21

7 

1.

21

7 

0.

71

1 

0.

78

5 

0.

65

9 

0.

84

5 

0.

54

5 

0.

83

4 

0.

9

3 

5.4

1E-

01 

1.

0

3 

9.2

9E-

01 

I3LPB

8 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=SRM SRM 34 

0.

66

9 

0.

44

9 

0.

63 

0.

65

9 

0.

78

4 

0.

73

6 

1.

22

9 

1.

46

2 

1.

33

8 

1.

64

4 

1.

75

3 

1.

66

8 

1.

2

5 

1.5

8E-

01 

1.

2

6 

1.2

7E-

02 

I3LH4

7 

Ectonucleoside triphosphate diphosphohydrolase 3 OS=Sus 

scrofa OX=9823 GN=ENTPD3 

ENTP

D3 

55

.8

3 

0.

80

1     

1.

02

6     

1.

25

2     

1.

14

6     

1.

2

8   

0.

9

2   
A0A2

86ZQ

W5 Surfeit 4 OS=Sus scrofa OX=9823 GN=SURF4 

SURF

4 

30

.4

22   

1.

13

9     
0.

52     

1.

06

9     

1.

50

3   

0.

4

6   

1.

4

1   

K9IV

K6 

Large neutral amino acids transporter small subunit 1 

OS=Sus scrofa OX=9823 GN=SLC7A5 

SLC7

A5 

54

.8

22                                 
A0A2

86ZUI

3 

Elongation factor 1-alpha 1 OS=Sus scrofa OX=9823 

GN=EEF1A1 

EEF1

A1 

46

.6

61 

0.

59

1 

0.

61

3 

0.

39

7 

0.

70

2 

0.

58

6 

0.

54

4 

1.

17

5 

1.

24

9 

1.

63

5 

1.

70

7 

1.

83

4 

1.

41 

1.

1

4 

4.0

5E-

01 

1.

2

2 

1.8

8E-

01 

F1SF

Y5 

HIV-1 Tat interactive protein 2 OS=Sus scrofa OX=9823 

GN=HTATIP2 

HTAT

IP2 

34

.1

6                                 

F1SA

E9 

Laminin subunit beta 1 OS=Sus scrofa OX=9823 

GN=LAMB1 

LAMB

1 

19

4.

18     

0.

77

9     

0.

72

1     

1.

19

8     

1.

31

8 

0.

9

3   

1.

1

0   

I3LJT

1 Nidogen 1 OS=Sus scrofa OX=9823 GN=NID1 NID1 

12

5.

06 

1.

53

6 

0.

94

5 

1.

21

2 

1.

06

3 

0.

94

3 

1.

26

1 

1.

13

5 

1.

29

7 

0.

86

7 

0.

74

3 

0.

94

3 

0.

70

9 

0.

8

9 

5.3

8E-

01 

0.

7

3 

1.0

0E-

01 

A0A2

87AU

Z8 

Pre-mRNA processing factor 4B OS=Sus scrofa OX=9823 

GN=PRPF4B 

PRPF4

B 

98

.6

22                                 

I3LR

Q9 

Crystallin beta-gamma domain containing 1 OS=Sus scrofa 

OX=9823 GN=CRYBG1 

CRYB

G1 

21

7.

75     
1.

21     

2.

41

1     

0.

40

7     

0.

25

1 

1.

9

9   

0.

6

2   



 

www.megajournalofcasereports.com 
196 

A0A2

87B2

T5 Platelet glycoprotein 4 OS=Sus scrofa OX=9823 GN=CD36 CD36 

43

.3

3 

0.

32

4 

0.

41

7 

0.

29 

0.

35

3 

0.

33 

0.

43

1 

1.

80

7 

1.

64

1 

1.

50

4 

1.

46

3 

1.

52

6 

1.

86

4 

1.

0

8 

5.7

1E-

01 

0.

9

8 

8.1

4E-

01 

I3L65

1 Fibrinogen beta chain OS=Sus scrofa OX=9823 GN=FGB FGB 

51

.6

96 

0.

65

7 

0.

68

2 

0.

75

3 

0.

73

8 

0.

72

8 

0.

78

9 

1.

19

1 

1.

46

6 

1.

25 

1.

47

8 

1.

52

1 

1.

40

7 

1.

0

8 

1.8

6E-

01 

1.

1

3 

1.3

8E-

01 

A0A2

87BS

L4 Vinculin OS=Sus scrofa OX=9823 GN=VCL VCL 

10

1.

1 

0.

94

2   

0.

86

7 

0.

76   

0.

88

4 

0.

96

6   

1.

06

4 

1.

28

1   
1.

05 

0.

9

1 

3.7

5E-

01 

1.

1

5 

3.4

8E-

01 

F1SR

X0 

5'-AMP-activated protein kinase subunit gamma-3 OS=Sus 

scrofa OX=9823 GN=PRKAG3 

PRKA

G3 

55

.0

57   

1.

41

1     

1.

62

9     

0.

30

3     

0.

17

4   

1.

1

6   

0.

5

7   

Q19A

Z8 Prothrombin OS=Sus scrofa OX=9823 GN=F2 F2 

70

.0

65 

1.

25

1 

1.

49

8 

1.

35

6 

1.

27

7 

1.

14

6 

1.

29 

0.

74

6 

0.

77

2 

0.

72

6 

0.

68

2 

0.

63

4 

0.

63

8 

0.

9

1 

1.9

9E-

01 

0.

8

7 

9.1

4E-

03 

F1RW

J5 

Importin subunit beta-1 OS=Sus scrofa OX=9823 

GN=KPNB1 

KPNB

1 

97

.2

24                                 

F1RF

28 Thrombospondin 4 OS=Sus scrofa OX=9823 GN=THBS4 

THBS

4 

10

3.

48 

1.

42 

1.

70

8 

1.

4 

1.

16

5 

1.

22

8 

1.

23

5 

0.

69

5 

0.

65

6 

0.

55 

0.

68

1 

0.

62

7 

0.

46

7 

0.

8

0 

3.0

9E-

02 

0.

9

3 

6.0

0E-

01 

A0A2

87BQ

W3 

H1 histone family member 0 OS=Sus scrofa OX=9823 

GN=H1F0 H1F0 

20

.8

91     

1.

00

4     

1.

54

1     

1.

27

2     

0.

82

2 

1.

5

4   

0.

6

5   
A0A2

87B6

M0 Carbonic anhydrase 2 OS=Sus scrofa OX=9823 GN=CA2 CA2 

24

.6

15 

0.

75

9 

0.

54

2 

0.

64

4 

0.

76

8 

0.

73

4 

0.

75

1 

1.

22 

1.

28

7 

1.

31

5 

1.

58

6 

2.

06

9 

1.

51

5 

1.

1

6 

2.5

2E-

01 

1.

3

5 

4.2

5E-

02 

F1SK

Q7 Golgin A1 OS=Sus scrofa OX=9823 GN=GOLGA1 

GOLG

A1 

86

.6

56                                 

Q2QC

87 

Acyl-CoA synthetase long-chain family member 4 variant 1 

OS=Sus scrofa OX=9823 GN=ACSL4 

ACSL

4 

74

.4

78 

0.

43

9 

0.

44

2 

0.

47 

0.

43

8 

0.

51

5 

0.

42

7 

1.

49

5 

1.

34 

1.

28

7 

1.

56

2 

1.

56

8 

1.

70

7 

1.

0

2 

7.8

5E-

01 

1.

1

7 

3.9

1E-

02 

A0A2

87BB

S4 

ATP synthase subunit alpha OS=Sus scrofa OX=9823 

GN=ATP5F1A 

ATP5F

1A 

59

.3

55   

1.

43

3     

0.

72

9     

1.

13

2     

1.

06

3   

0.

5

1   

0.

9

4   
F2Z55

4 

60S ribosomal protein L30 OS=Sus scrofa OX=9823 

GN=RPL30 RPL30 

12

.7

0.

35     
0.

34     
1.

19     
2.

04     
0.

9   
1.

7   



 

www.megajournalofcasereports.com 
197 

84 2 3 6 3 7 1 

Q6SA

96 

40S ribosomal protein S23 OS=Sus scrofa OX=9823 

GN=RPS23 RPS23 

15

.8

16   

1.

07

8     

0.

88

7     

0.

84

6     

1.

34

3   

0.

8

2   

1.

5

9   

F1SA

70 

Heat shock protein family A (Hsp70) member 2 OS=Sus 

scrofa OX=9823 GN=HSPA2 

HSPA

2 

69

.0

24     

1.

53

9     

0.

69

1     

1.

15

5     

1.

03

7 

0.

4

5   

0.

9

0   

F6Q9

P4 

Myosin light chain 1/3, skeletal muscle isoform OS=Sus 

scrofa OX=9823 GN=MYL1 MYL1 

16

.7

59 

1.

40

6     

0.

88

5     

0.

75

2     

0.

97

2     

0.

6

3   

1.

2

9   

K7GT

30 

ATRX, chromatin remodeler OS=Sus scrofa OX=9823 

GN=ATRX ATRX 

22

7.

86 

1.

61

2     

2.

16

2     

0.

34

5     

0.

27

6     

1.

3

4   

0.

8

0   
A0A2

86ZL

F7 Microcephalin 1 OS=Sus scrofa OX=9823 GN=MCPH1 

MCPH

1 

80

.4

72                                 

M3VJ

Z7 

LIM and SH3 domain protein 1 OS=Sus scrofa OX=9823 

GN=LASP1 LASP1 

29

.6

88 

0.

92

6 

1.

50

1 

0.

98 

1.

17

8 

1.

10

7 

0.

88

3 

0.

85

3 

0.

68

6 

1.

09

2 

1.

08

6 

0.

91

3 

1.

04

1 

0.

9

3 

7.6

6E-

01 

1.

1

6 

3.3

0E-

01 

D3K5

K6 EPH receptor B3 OS=Sus scrofa OX=9823 GN=EPHB3 

EPHB

3 

10

6.

19 

1.

20

5 

1.

34

8 

1.

26 

1.

38

2 

1.

23

2 

1.

17

9 

0.

77

4 

0.

73

1 

0.

75

7 

0.

65

1 

0.

71

6 

0.

81

3 

1.

0

0 

9.1

6E-

01 

0.

9

6 

5.7

3E-

01 

A0A2

87BL

63 

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 4 

OS=Sus scrofa OX=9823 GN=PFKFB4 

PFKF

B4 

55

.1

02 

1.

85

9     

2.

02

7     

0.

29

1     

0.

15

1     

1.

0

9   

0.

5

2   

O975

07 Coagulation factor XII OS=Sus scrofa OX=9823 GN=F12 F12 

68

.0

12 

1.

30

9 

1.

57

1 

1.

01 

1.

36

7 

1.

28

3 

1.

09

2 

0.

63 

0.

70

2 

0.

83 

0.

73

6 

0.

64

9 

0.

88

8 

0.

9

6 

8.6

1E-

01 

1.

0

5 

7.1

2E-

01 

F1SD

70 Legumain OS=Sus scrofa OX=9823 GN=LGMN LGMN 

49

.1

1 

1.

29

7 

1.

21

9 

1.

35

8 

1.

20

1 

1.

10

3 

1.

32

8 

0.

67

4 

0.

82

5 

0.

74 

0.

68

4 

0.

74

7 

0.

70

8 

0.

9

4 

3.4

5E-

01 

0.

9

6 

5.3

8E-

01 

F1SS2

4 Fibronectin 1 OS=Sus scrofa OX=9823 GN=FN1 FN1 

27

0.

59 

0.

63

6 

0.

57

8 

0.

48

9 

0.

69

7 

0.

62

8 

0.

48

6 

1.

35

1 

1.

59

1 

1.

46

8 

1.

38

1 

1.

47

4 

1.

70

5 

1.

0

6 

6.9

2E-

01 

1.

0

3 

7.0

5E-

01 

F1SP1

8 

Threonyl-tRNA synthetase OS=Sus scrofa OX=9823 

GN=TARS TARS 

76

.9

63 

0.

68

7 

0.

50

7 

0.

59

3 

0.

53

1 

0.

61

8 

0.

64

9 

1.

41

9 

1.

54

9 

1.

49

2 

1.

80

1 

1.

78

2 

1.

33

6 

1.

0

1 

9.2

8E-

01 

1.

1

0 

4.2

7E-

01 



 

www.megajournalofcasereports.com 
198 

F1RT

67 
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OS=Sus scrofa OX=9823 GN=FAM20A 

FAM2

0A 

61

.5

32 

1.

11

2 

1.

30

3 

1.

07

1 

1.

07

9 

1.

02

5 

0.

92

3 

0.

88

4 

1.

17

6 

0.

95

8 

0.

71

4 

0.

81

5 

0.

74

9 

0.

8

7 

1.3

9E-

01 

0.

7

6 

4.1

9E-

02 

D0G6

X4 

Farnesyl diphosphate synthase OS=Sus scrofa OX=9823 

GN=FDPS FDPS 

48

.5

99 

0.

39

8 

0.

39 

0.

38

7 

0.

32

7 

0.

47

7 

0.

42

5 

1.

28

9 

1.

57

8 

1.

93

6 

2.

07

6 

1.

78 

1.

43

7 

1.

0

5 

7.9

7E-

01 

1.

1

0 

5.6

4E-

01 

A0A2

87A8

27 

Amyloid beta precursor protein binding family B member 2 

OS=Sus scrofa OX=9823 GN=APBB2 

APBB

2 

27

.0

46   

0.

19

6     

0.

91

1     

3.

51

9     

1.

41

3   

4.

6

5   

0.

4

0   

F1RR

K0 

Uncharacterized protein OS=Sus scrofa OX=9823 

GN=SCYL1 

SCYL

1 

84

.6

38     

1.

59

4     

1.

30

6     

0.

58

3     

0.

45

4 

0.

8

2   

0.

7

8   
A0A2

87B0

Y9 

Ras-related protein Rab-35 OS=Sus scrofa OX=9823 

GN=RAB35 

RAB3

5 

21

.2

31 

0.

66

8 

1.

82

2   

0.

60

4 

1.

46

9   

1.

21

9 

0.

42

9   

1.

35

9 

0.

25

4   

0.

8

3 

8.3

6E-

01 

0.

9

8 

8.5

3E-

01 

I6L64

0 

Glycerol-3-phosphate acyltransferase 6 OS=Sus scrofa 

OX=9823 GN=GPAT4 

GPAT

4 

51

.9

24 

0.

71 

0.

85

5 

0.

47

7 

0.

69

7 

0.

69 

0.

47

4 

1.

23 

1.

24

4 

1.

58

3 

1.

32

2 

1.

28

5 

1.

79

5 

0.

9

1 

7.2

8E-

01 

1.

0

9 

6.0

0E-

01 

F1RP

U6 

Myelin protein zero like 1 OS=Sus scrofa OX=9823 

GN=MPZL1 

MPZL

1 

29

.2

41 

1.

35

9 

1.

68

4 

1.

07

1 

1.

48

4 

1.

26

8 

1.

18 

0.

69

9 

0.

66

5 

0.

85

9 

0.

74

7 

0.

66

7 

0.

90

6 

0.

9

6 

8.3

4E-

01 

1.

0

4 

7.4

8E-

01 

B9V4

F0 

ADP-ribosylation factor 5 OS=Sus scrofa OX=9823 

GN=ARF5 ARF5 

20

.5

29                                 

F1SD

E5 

Zinc finger protein 287 OS=Sus scrofa OX=9823 

GN=ZNF287 

ZNF28

7 

87

.8

61                                 
K9J4

R8 Protein S100-A13 OS=Sus scrofa OX=9823 GN=S100A13 

S100A

13 

11

.2   
0.

60     
0.

67     
1.

35     
1.

65   
1.

1   
1.

2   



 

www.megajournalofcasereports.com 
209 

13 5 6 7 7 2 2 

A8U4

R4 Transketolase OS=Sus scrofa OX=9823 GN=tkt tkt 

67

.8

37 

0.

84 

0.

85

9 

0.

59

6 

0.

49 

0.

98

4 

0.

59

5 

1.

05

6 

1.

17

1 

1.

34

6 

1.

4 

1.

56

4 

1.

30

8 

0.

9

0 

6.0

3E-

01 

1.

2

0 

1.0

8E-

01 

A0A2

87AG

S1 

Store-operated calcium entry associated regulatory factor 

OS=Sus scrofa OX=9823 GN=SARAF 

SARA

F 

36

.7

85                                 

F1RQ

X3 Sialidase-1 OS=Sus scrofa OX=9823 GN=NEU1 NEU1 

45

.1

04 

1.

11

3 

1.

09

9 

1.

04

2 

1.

32

4 

1.

06

4 

1.

00

6 

0.

90

1 

1.

13

4 

1.

01

6 

0.

70

2 

0.

80

7 

0.

98

7 

1.

0

4 

7.0

3E-

01 

0.

8

2 

1.5

8E-

01 

F1SM

81 
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Milk composition 

Milk fat content was the lowest in colostrum (0h) and higher in transient (35h) and mature milk (7d, 21d). No significant differences were observed among groups at 0h, 35h 

and on 21d (P>0.05). However, on 7d, milk fat content in T1 and T2 was significantly higher than in C and T3 (P < 0.01). Protein content was the highest in colostrum, (14.11 

± 0.20 %) and dropped rapidly until 35h. But there were no differences in protein content among the treatments at all the time points. There were no significant differences in 

lactose, SNF and TS content between groups at any sampling time (P＞0.05, Table 4 and Supplementary Table S4). 
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Table 4: Changes in milk composition. 

Sampling Time  
Control 

group 
Treatment 1 Treatment 2 Treatment 3 

Residual 

error 
P value 

Milk fat, % 

0h 4.18 4.21 3.91 4.37 0.96 0.41 

35h 6.35 6.97 6.44 7.53 0.12 0.10 

7d 5.79B 6.41A 6.42A 6.04B 0.10 0.006 

21d 6.35 6.36 6.69 6.88 0.10 0.30 

Milk protein, % 

0h 14.54 13.91 13.62 14.36 0.12 0.17 

35h 6.34 6.24 6.16 6.85 0.10 0.24 

7d 4.89 5.06 5.02 5.04 0.57 0.32 

21d 5.19 5.23 5.04 5.15 0.06 0.43 

Lactose, % 

0h 2.59 2.69 2.72 2.62 0.06 0.46 

35h 4.3 4.3 4.46 4.55 0.06 0.30 

7d 5.46 5.55 5.66 5.65 0.05 0.07 

21d 6.1 6.03 5.99 6.14 0.05 0.12 

SNF, % 

0h 18.42 17.93 17.69 18.24 0.12 0.32 

35h 11.75 11.43 11.51 12.06 0.11 0.31 

7d 11.01 11.09 11.15 11.14 0.07 0.73 

21d 11.56 11.65 11.4 11.62 0.07 0.25 

TS, % 

0h 22.64 22.14 21.59 22.6 0.14 0.26 

35h 18.08 18.39 17.95 19.59 0.15 0.11 

7d 16.8 17.5 17.57 17.05 0.10 0.07 

21d 17.92 18.01 18.1 18.51 0.11 0.40 
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A,B
 Means within row without same superscripts are significantly different (P<0.01). 

SNF = solids-non-fat; TS = total solids; 0h = colostrum sample collected 0~2h after farrowing; 35h = milk sample collected 35h after farrowing; 7d = milk samples from day 

7; 21d = milk samples from day 21. 

 

Supplementary Table S4-1: PRM_Result-protein_results. 

Protein Accession 
Protein 

Gene 

7d0-1 

Relative 

Abundance 

7d0-2 

Relative 

Abundance 

7d0-3 

Relative 

Abundance 

7d3-1 

Relative 

Abundance 

7d3-2 

Relative 

Abundance 

7d3-3 

Relative 

Abundance 

7d0 

Relative 

Abundance 

7d3 

Relative 

Abundance 

7d3/7d0 

Ratio 

7d3/7d0 

Ratio 

(TQ) 

7d3/7d0 

p-value 

I3LK59 ENO1 0.80 0.87 0.94 1.01 1.22 1.17 0.87 1.13 1.30 1.28 2.48E-02 

I3LC73 FASN 0.36 0.99 0.84 1.20 1.30 1.32 0.73 1.27 1.75 1.31 4.85E-02 

Q7SIB7 PGK1 1.53 0.77 0.73 0.91 1.10 0.94 1.01 0.99 0.98 1.44 9.33E-01 

D2D0D8 ACACA 0.72 0.79 0.94 1.09 1.30 1.17 0.82 1.18 1.45 1.29 1.43E-02 

A0A287BBI5 GAPDH 0.68 0.70 0.90 1.06 1.36 1.31 0.76 1.24 1.63 1.62 1.42E-02 

P00336 LDHB 0.87 0.76 0.57 1.02 1.55 1.23 0.73 1.27 1.73 1.55 3.89E-02 

A0A287AJQ2 PGAM1 0.49 0.96 0.78 0.97 1.45 1.35 0.74 1.26 1.69 1.37 6.25E-02 

F1RIF8 PGD 1.04 0.67 0.67 0.85 1.63 1.13 0.80 1.20 1.51 1.33 1.90E-01 

A0A286ZY10 G6PD 0.69 0.90 1.09 0.85 1.14 1.33 0.89 1.11 1.24 1.31 3.04E-01 

A0A287A1E0 EEF2 0.46 0.97 0.93 0.93 1.33 1.37 0.79 1.21 1.54 1.38 1.19E-01 

P09571 TF 0.71 1.32 0.91 0.96 1.06 1.04 0.98 1.02 1.04 0.80 8.24E-01 

P50578 AKR1A1  0.24 0.45 0.78 0.59 1.93 2.02 0.49 1.51 3.10 1.83 1.04E-01 
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Supplementary Table S4-2: PRM_Result-peptide_results. 

Protein 

Accession 

Protein 

Gene 
Peptide 

Retention 

Time 

7d0-1 

Area 

7d0-2 

Area 

7d0-3 

Area 

7d3-1 

Area 

7d3-2 

Area 

7d3-3 

Area 

7d0-1 

Normalized 

Area 

7d0-2 

Normalized 

Area 

7d0-3 

Normalized 

Area 

7d3-1 

Normalized 

Area 

7d3-2 

Normalized 

Area 

7d3-3 

Normalized 

Area 

I3LK59 ENO1 YISPDQLADLYK 19.11 2.42E+06 2.98E+06 3.51E+06 3.66E+06 4.11E+06 4.21E+06 0.70 0.86 1.01 1.05 1.18 1.21 

I3LK59 ENO1 VNQIGSVTESLQACK 13.86 6.29E+06 6.14E+06 5.96E+06 6.64E+06 8.63E+06 7.75E+06 0.91 0.89 0.86 0.96 1.25 1.12 

I3LC73 FASN VVEVLAGDGQLYSR 16.03 1.24E+07 1.87E+07 1.72E+07 2.43E+07 2.59E+07 2.39E+07 0.61 0.92 0.84 1.19 1.27 1.17 

I3LC73 FASN FPQLDETCFANSR 16.55 1.15E+06 1.10E+07 8.61E+06 1.26E+07 1.38E+07 1.53E+07 0.11 1.06 0.83 1.21 1.33 1.47 

P09571 TF WCTISNQEANK 9.69 4.64E+07 7.27E+07 5.45E+07 6.86E+07 7.17E+07 7.11E+07 0.72 1.13 0.85 1.07 1.12 1.11 

P09571 TF FDQFFGEGCAPGSQR 15.48 8.75E+07 1.90E+08 1.24E+08 1.09E+08 1.27E+08 1.23E+08 0.69 1.50 0.97 0.86 1.00 0.97 

Q7SIB7 PGK1 ITLPVDFVTADK 21.06 5.29E+06 2.69E+06 2.55E+06 3.17E+06 3.83E+06 3.28E+06 1.53 0.77 0.73 0.91 1.10 0.94 

A0A287A1E0 EEF2 TFCQLILDPIFK 23.68 2.83E+06 5.93E+06 5.73E+06 5.73E+06 8.17E+06 8.40E+06 0.46 0.97 0.93 0.93 1.33 1.37 

D2D0D8 ACACA IGSFGPQEDVLFLR 21.68 3.29E+06 4.38E+06 3.98E+06 4.93E+06 5.46E+06 6.08E+06 0.70 0.94 0.85 1.05 1.16 1.30 

D2D0D8 ACACA TVELSIPADPANLDSEAK 18.69 1.16E+07 1.00E+07 1.62E+07 1.76E+07 2.24E+07 1.62E+07 0.74 0.64 1.03 1.12 1.43 1.03 

A0A287BBI5 GAPDH AITIFQER 15.14 3.52E+06 2.93E+06 5.08E+06 5.38E+06 6.13E+06 6.81E+06 0.71 0.59 1.02 1.08 1.23 1.37 
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A0A287BBI5 GAPDH GAAQNIIPASTGAAK 11.79 1.40E+06 1.75E+06 1.68E+06 2.22E+06 3.20E+06 2.68E+06 0.65 0.81 0.78 1.03 1.49 1.24 

P00336 LDHB VIGSGCNLDSAR 9.44 9.42E+05 8.23E+05 6.20E+05 1.11E+06 1.69E+06 1.33E+06 0.87 0.76 0.57 1.02 1.55 1.23 

A0A287AJQ2 PGAM1 ALPFWNEEIVPQIK 22.96 4.24E+06 8.30E+06 6.70E+06 8.36E+06 1.25E+07 1.16E+07 0.49 0.96 0.78 0.97 1.45 1.35 

F1RIF8 PGD EIFQSIAAK 13.90 1.26E+06 8.12E+05 8.08E+05 1.03E+06 1.96E+06 1.37E+06 1.04 0.67 0.67 0.85 1.63 1.13 

A0A286ZY10 G6PD GGYFDEFGIIR 20.58 2.77E+06 3.60E+06 4.37E+06 3.41E+06 4.60E+06 5.35E+06 0.69 0.90 1.09 0.85 1.14 1.33 

P50578 AKR1A1  SPAQILLR 14.64 3.72E+05 7.05E+05 1.23E+06 9.26E+05 3.03E+06 3.19E+06 0.24 0.45 0.78 0.59 1.93 2.02 

 

Supplementary Table S4-3: Changes in milk composition-colostrum Sample. 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 5.76  2.40  3.63  4.65  16.44  12.24  14.16  14.19  2.13  3.12  2.58  2.40  19.89  16.56  18.09  17.61  25.65  18.96  21.72  22.26  

2 2.25  4.02  1.89  4.47  12.15  18.12  12.09  16.17  2.88  2.73  3.27  2.82  16.29  22.44  16.53  20.31  18.54  26.46  18.42  24.78  

3 3.78  7.26  2.55  4.21  14.91  16.26  13.53  14.55  2.43  2.70  3.12  2.80  18.72  20.19  17.88  18.20  22.50  27.45  20.43  23.23  

4 4.44  6.03  3.09  3.87  14.88  15.09  14.67  14.13  2.88  2.16  2.85  2.91  18.96  18.57  18.78  18.30  23.40  24.60  21.87  22.17  

5 3.00  4.02  4.44  3.51  13.68  15.06  12.06  16.71  2.52  2.70  3.18  2.55  17.70  19.29  16.50  20.64  20.70  23.31  20.94  24.15  

6 5.76  3.45  2.79  3.12  15.63  14.34  13.17  16.17  2.31  2.76  3.06  2.46  19.35  18.42  17.49  20.07  25.11  21.87  20.28  23.19  

7 4.41  3.81  3.69  4.40  13.41  10.44  14.43  14.38  2.67  3.42  2.76  2.90  17.37  14.94  18.63  18.28  21.78  18.75  22.32  21.69  

8 4.56  1.98  3.18  2.91  14.16  12.27  13.20  13.05  2.46  3.12  2.70  2.97  17.91  16.86  17.34  17.16  22.47  18.84  20.52  20.07  

9 3.39  4.23  5.28  5.16  13.11  13.80  14.82  15.54  3.03  2.88  2.40  2.28  17.40  18.00  18.39  19.20  20.79  22.23  23.67  24.36  

10 3.39  3.18  3.72  4.02  15.57  12.81  14.40  12.63  2.16  3.09  2.34  3.21  19.14  17.22  18.33  16.68  22.53  20.40  22.05  20.70  
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11 3.60  4.38  3.78  2.85  12.93  14.94  15.57  11.91  3.18  2.79  2.94  2.82  17.40  19.14  19.95  16.20  21.00  23.52  23.73  19.05  

12 3.33  4.08  3.36  4.23  12.24  13.02  11.82  13.74  3.30  2.49  2.88  2.52  16.83  16.86  16.02  17.31  20.16  20.94  19.38  21.54  

13 4.95  3.18  4.03  3.39  14.40  10.56  12.48  12.69  2.79  3.48  2.77  2.73  18.54  15.12  17.90  16.47  23.49  18.30  21.60  19.86  

14 4.77  6.81  4.02  4.74  15.99  16.80  14.67  15.27  2.91  2.13  2.01  2.46  20.22  20.37  17.97  19.17  24.99  27.18  21.99  23.91  

15 3.90  2.76  2.46  6.21  10.65  13.38  10.95  13.35  3.15  2.46  3.27  2.70  15.03  17.07  15.30  17.04  18.93  19.83  17.76  23.25  

16 6.06  5.07  4.35  5.52  17.73  14.13  13.89  15.48  2.37  2.64  2.94  1.98  21.66  18.15  18.24  18.66  27.72  23.22  22.59  24.18  

17 4.20  4.14  3.98  3.63  14.31  14.31  13.89  12.06  2.01  2.43  2.68  2.58  17.55  18.09  17.60  18.39  21.75  22.23  21.58  22.02  

18 4.20  5.61  4.68  3.81  15.63  13.95  11.28  12.72  2.34  2.37  2.91  2.94  19.47  17.70  15.45  15.96  23.67  23.31  20.13  19.77  

19 3.60  4.89  2.25  4.32  13.35  15.00  11.01  12.09  2.82  2.61  3.09  3.00  17.49  19.08  15.27  16.83  21.09  23.97  17.52  21.15  

20 4.02  4.92  5.04  3.12  15.54  12.96  13.53  14.55  2.31  2.85  2.58  3.18  16.41  16.98  17.43  16.41  23.19  21.90  22.47  19.53  

21 4.20  3.60  4.32  3.57  13.08  11.52  10.59  15.39  2.19  2.85  3.18  2.40  19.00  15.69  15.00  18.30  20.61  19.29  19.32  21.87  

22 3.84  5.88  6.54  5.40  14.22  14.46  19.32  16.86  2.22  2.52  1.71  2.25  19.32  18.27  22.53  20.49  22.80  24.15  29.07  25.89  

23 3.78  4.05  5.07  5.40  15.51  13.02  17.61  12.54  2.25  2.76  2.07  2.25  17.88  17.07  21.15  20.49  23.10  21.12  26.22  25.89  

24 4.02  4.23  4.35  5.91  14.58  15.48  10.71  14.79  2.68  1.98  3.45  2.55  18.79  18.75  15.33  16.32  23.70  22.98  19.68  22.23  

25 4.35  2.67  4.11  2.64  15.21  13.14  14.07  14.43  2.67  2.37  2.49  2.76  18.42  16.95  17.91  18.99  21.80  19.62  22.02  21.63  

26 4.33  3.27  2.82  3.87  14.98  14.01  15.24  13.65  2.77  2.76  2.88  2.52  18.42  18.09  19.53  18.18  22.70  21.36  22.35  22.05  

27 3.97  3.84  4.92  6.57  13.97  15.00  12.96  14.43  2.56  2.76  1.77  2.55  17.92  19.14  15.81  17.31  21.59  22.98  20.73  23.88  

28 5.31  3.99  5.40  3.84  18.78  13.38  14.82  12.66  2.40  2.37  2.46  2.28  22.71  17.13  18.63  18.03  28.02  21.12  24.03  21.87  

29   3.69  3.69    13.98  16.32    2.61  2.85    17.97  16.74    21.66  20.43  

30    5.25     16.32     2.43     20.13     25.38  

31    5.25     14.58     2.43     20.13     25.38  

32    6.39     16.08     2.31     19.53     25.92  

means 4.18  4.21  3.91  4.37  14.54  13.91  13.62  14.36  2.59  2.69  2.72  2.62  18.42  17.93  17.69  18.24  22.64  22.14  21.59  22.60  

STDEV 0.85  1.26  1.05  1.07  1.69  1.72  1.97  1.49  0.35  0.36  0.44  0.29  1.58  1.61  1.76  1.46  2.24  2.49  2.38  2.01  
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Supplementary Table S4-4: Changes in milk composition-milk Sample at 35h. 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 3.60  3.72  7.23  5.91  8.31  4.98  5.76  5.04  4.44  4.98  4.59  4.80  13.80  10.68  11.25  10.56  17.40  14.40  18.48  16.47  

2 5.13  7.65  7.38  5.43  4.26  8.19  5.16  5.79  4.68  4.50  5.16  4.74  9.72  13.59  11.10  11.22  14.85  21.24  18.48  16.65  

3 6.72  7.32  7.50  7.20  6.18  6.84  6.48  7.00  4.59  3.93  4.44  4.50  11.67  11.73  11.82  11.70  18.39  19.05  19.32  18.90  

4 7.14  6.57  7.00  10.77  5.61  4.17  5.04  6.99  4.56  4.32  4.71  4.35  10.89  9.33  10.56  12.12  18.03  15.90  17.56  22.89  

5 8.67  7.55  8.10  9.12  6.00  4.53  8.13  9.39  4.65  3.84  3.84  4.11  11.67  9.15  13.77  14.25  20.34  16.70  21.87  23.37  

6 9.27  11.52  7.53  5.79  8.16  7.83  5.43  4.17  4.23  4.08  4.32  5.16  13.26  12.78  9.90  10.11  22.53  24.30  17.43  15.90  

7 7.00  6.51  5.52  7.44  6.33  6.84  5.10  6.57  4.20  4.32  4.56  4.59  11.23  12.12  10.20  12.00  18.23  18.63  15.72  19.44  

8 7.20  7.62  4.35  8.91  6.28  5.94  5.37  7.92  4.70  4.86  4.50  4.41  12.48  11.61  10.80  13.05  19.68  19.23  15.15  21.96  

9 7.06  5.64  3.87  6.54  6.45  5.04  6.06  6.93  4.65  4.62  4.92  4.50  11.91  10.56  11.46  12.27  18.97  16.20  15.33  18.81  

10 6.30  5.01  4.62  11.07  5.31  5.10  5.70  10.62  4.86  4.77  4.47  3.90  10.98  10.83  11.58  15.48  17.28  15.84  16.20  26.55  

11 7.98  6.63  3.81  7.77  7.38  3.87  4.77  5.22  4.47  3.30  4.32  4.53  12.93  7.74  10.08  10.50  20.91  14.37  13.89  18.27  

12 4.68  7.26  3.99  4.68  5.49  6.24  7.41  6.54  5.13  4.17  3.99  5.16  11.43  11.25  12.84  12.45  16.11  18.51  16.83  17.13  

13 6.39  5.09  6.42  7.35  4.44  4.68  4.17  5.79  4.35  3.99  4.20  4.86  9.42  9.39  8.88  11.22  15.81  14.48  15.30  18.57  

14 6.27  3.42  4.65  10.05  5.22  5.67  8.28  8.22  4.65  3.87  4.44  4.14  10.62  10.50  13.59  13.35  16.89  13.92  18.24  23.40  

15 7.53  7.32  4.74  11.43  9.45  5.79  5.58  5.82  4.05  3.93  4.14  4.71  14.52  10.44  10.95  11.16  22.05  17.76  15.69  22.59  

16 6.27  9.15  7.77  9.90  7.53  6.24  7.68  7.83  4.32  3.93  4.38  3.90  12.81  11.01  12.99  12.39  19.08  20.16  20.76  22.29  

17 5.31  3.33  9.03  4.50  6.75  5.85  7.11  5.28  4.53  4.44  4.35  4.83  12.18  11.22  12.33  10.83  17.49  14.55  21.36  15.33  

18 5.52  4.83  6.39  10.53  7.23  6.42  5.07  5.61  3.42  4.50  4.53  4.74  11.55  11.91  10.35  10.89  17.07  16.74  16.74  21.42  

19 6.30  6.81  7.08  7.08  5.92  7.38  5.04  7.92  3.44  4.62  3.42  4.20  11.58  12.03  10.32  12.99  17.38  18.84  17.40  20.07  

20 6.39  6.54  8.61  9.60  6.66  6.45  7.14  5.82  3.46  5.01  4.80  4.65  12.03  11.40  11.61  11.04  18.42  17.94  20.22  20.64  

21 7.68  8.80  7.92  4.02  8.52  5.70  5.34  4.53  4.14  3.78  4.14  3.84  13.62  15.34  11.01  9.00  21.30  24.95  18.93  13.02  
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22 6.27  9.61  9.36  4.62  6.96  9.99  9.09  6.09  3.96  4.56  4.26  4.65  11.91  11.38  14.37  11.52  18.18  20.82  23.73  16.14  

23 6.24  9.57  6.69  11.58  5.67  5.88  7.98  10.11  3.83  4.38  5.31  3.21  11.49  12.41  13.20  14.10  17.73  20.18  19.89  25.68  

24 5.28  9.96  4.68  11.79  5.10  6.38  5.49  10.83  4.50  4.28  4.65  3.12  10.38  11.25  11.73  14.91  15.66  22.37  16.41  26.70  

25 4.53  9.48  4.02  3.12  5.46  6.97  5.16  8.40  3.77  4.26  4.98  4.47  11.13  13.08  10.71  13.95  15.66  22.56  14.73  17.07  

26 6.24  5.13  6.96  6.57  4.77  7.83  5.64  5.13  4.68  4.23  4.71  4.83  10.23  12.60  11.43  10.68  16.47  17.73  18.39  17.25  

27 6.15  8.04  7.41  1.98  6.31  6.21  5.67  8.34  4.01  4.44  4.74  4.14  12.15  11.49  10.71  13.62  18.30  19.53  18.12  15.60  

28 4.59  4.95  9.12  5.70  5.79  7.62  8.25  4.77  4.18  4.53  4.53  4.83  11.31  13.14  13.77  10.71  15.90  18.09  22.89  16.41  

29   5.10  6.06    5.61  6.84    4.08  5.61    10.53  10.80    15.63  16.86  

30    4.51     5.40     4.29     10.04     14.55  

31    9.56     5.25     4.65     13.04     22.60  

32    10.32     9.06     4.02     14.01     24.33  

means 6.35  6.97  6.44  7.53  6.34  6.24  6.16  6.85  4.30  4.30  4.46  4.45  11.75  11.43  11.51  12.06  18.08  18.39  17.95  19.59  

STDEV 1.27  2.10  1.74  2.72  1.26  1.34  1.30  1.81  0.44  0.39  0.39  0.52  1.20  1.52  1.35  1.58  1.99  2.98  2.52  3.68  

 

Supplementary Table S4-5: Changes in milk composition-milk Sample on 7d. 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 4.32  9.60  8.70  6.84  5.40  4.77  5.73  5.22  5.16  5.55  5.67  5.34  11.16  9.00  11.88  10.95  15.48  18.60  20.58  17.79  

2 5.01  3.42  7.38  5.91  4.53  5.52  5.40  4.56  5.67  5.97  5.73  5.58  10.74  12.09  11.70  10.59  15.75  15.51  19.08  16.50  

3 5.25  6.12  5.37  7.92  5.31  5.07  4.23  5.13  5.10  5.28  5.58  5.49  11.04  11.04  10.29  11.04  16.29  17.16  15.66  18.96  

4 5.61  5.79  6.03  6.33  5.13  5.04  4.32  5.13  5.37  5.67  5.94  5.61  11.07  11.31  10.74  11.22  16.68  17.10  16.77  17.55  

5 6.53  6.57  5.96  5.61  4.71  4.86  5.13  5.19  5.58  5.46  5.70  5.55  10.80  10.92  10.32  11.25  18.33  17.49  16.28  16.86  

6 6.82  5.43  5.82  6.21  5.00  5.13  5.73  4.95  5.48  5.94  6.30  5.73  10.77  11.52  12.57  11.19  18.59  16.95  18.39  17.40  

7 6.35  4.71  7.26  5.85  4.44  4.74  4.74  5.22  5.91  5.88  5.28  5.82  10.86  11.19  10.53  11.52  18.21  15.90  17.79  17.37  

8 5.82  7.26  6.30  5.70  4.77  5.07  5.01  5.01  5.40  5.61  5.58  5.58  10.83  11.25  11.16  11.10  16.65  18.51  17.46  16.80  
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9 6.84  6.06  4.71  6.07  4.79  4.68  5.22  5.49  5.46  5.43  6.06  5.28  11.43  10.74  11.82  11.34  18.27  16.80  16.53  16.41  

10 4.53  5.01  8.04  6.36  4.98  4.89  4.56  5.10  5.61  5.70  5.79  5.13  11.25  11.22  10.71  10.86  15.78  16.23  18.75  17.22  

11 6.60  6.90  8.04  7.59  5.82  5.01  5.13  4.68  5.43  5.34  5.76  5.70  11.73  10.95  11.46  10.77  18.33  17.85  19.50  18.36  

12 6.39  5.64  5.88  5.49  4.59  4.80  5.37  4.92  3.26  5.31  5.82  5.55  10.77  10.74  11.79  10.98  17.16  16.38  17.67  16.47  

13 6.84  6.96  6.09  6.57  4.32  5.46  5.55  5.04  5.67  5.79  6.00  5.79  10.38  11.88  12.06  11.19  17.22  18.84  18.15  17.76  

14 5.88  6.30  7.44  6.30  4.56  5.22  5.01  5.52  5.49  5.22  5.70  5.67  10.62  11.13  11.07  11.70  16.50  17.43  18.51  18.00  

15 5.43  6.66  8.07  5.98  4.98  4.86  5.07  4.47  5.82  5.46  5.82  5.64  11.28  10.68  11.25  10.47  16.71  17.34  19.32  15.45  

16 6.26  7.17  5.64  5.40  5.25  5.46  5.46  4.65  5.52  5.52  5.40  5.67  11.25  11.43  11.52  10.80  18.51  18.60  17.16  16.20  

17 4.56  6.36  5.01  5.90  4.59  4.86  5.52  4.74  5.13  5.55  5.52  5.97  10.20  10.98  11.67  11.22  14.76  17.34  16.68  16.12  

18 3.78  6.03  6.66  6.48  4.23  4.86  4.86  4.68  5.58  5.79  5.76  5.64  10.41  11.13  11.10  10.86  14.19  17.16  17.76  17.34  

19 4.68  6.63  6.63  9.51  4.80  5.07  4.80  5.10  5.91  5.40  5.49  5.88  11.31  11.07  10.68  11.43  15.99  17.70  17.31  17.91  

20 4.11  6.81  3.93  5.40  4.65  5.12  4.74  5.37  5.40  5.55  4.77  5.70  10.74  11.08  10.08  10.36  14.85  17.89  14.01  19.87  

21 6.99  9.63  6.27  6.01  5.55  6.24  4.44  4.89  5.79  5.16  5.55  6.09  11.97  11.97  10.59  11.55  18.96  21.60  16.86  16.95  

22 6.69  6.60  5.64  5.31  5.31  4.95  4.98  4.71  5.49  5.76  5.67  5.40  11.34  11.07  11.13  10.62  18.03  17.67  16.77  15.63  

23 5.31  6.90  5.52  5.37  4.83  4.47  5.37  5.25  5.37  5.61  5.37  5.91  10.83  10.50  11.22  11.52  16.14  17.40  16.74  16.83  

24 5.19  6.36  7.56  7.11  4.20  5.16  4.74  4.47  5.52  5.37  5.76  5.97  10.26  11.01  10.92  10.53  15.45  17.37  18.48  15.90  

25 5.79  6.30  6.21  5.85  4.89  4.98  4.47  5.82  5.79  5.19  5.40  5.46  11.28  10.77  10.41  12.51  17.07  17.07  16.62  19.62  

26 5.91  6.57  6.45  5.44  5.16  5.10  4.71  4.29  5.64  5.58  5.73  6.18  11.43  11.19  10.98  10.23  17.34  17.76  17.43  16.08  

27 5.07  5.34  5.04  5.28  5.22  5.22  5.07  5.64  5.91  5.94  5.82  5.40  11.52  11.73  11.46  12.12  16.59  17.07  16.50  16.56  

28 5.61  6.45  7.08  6.42  4.83  4.98  5.19  5.28  5.46  5.34  5.58  5.91  10.98  10.92  11.25  11.67  16.59  17.37  18.33  16.95  

29   7.53  5.74    4.92  5.37    5.58  5.13    10.98  10.89    18.51  17.31  

30    6.66     4.95     5.52     11.01     15.75  

31    6.48     5.37     5.94     11.82     18.48  

32    6.02     5.04     5.65     11.14     17.17  

means 5.65  6.41  6.42  6.22  4.89  5.06  5.02  5.04  5.46  5.55  5.66  5.65  11.01  11.09  11.15  11.14  16.80  17.50  17.57  17.17  
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STDEV 0.92  1.22  1.14  0.87  0.40  0.33  0.41  0.36  0.48  0.23  0.28  0.26  0.43  0.56  0.59  0.50  1.27  1.11  1.32  1.08  

 

 

Supplementary Table S4-6: Changes in milk composition-milk Sample on 21d. 

number 
fat protein lactose SNF TS 

C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 C T1 T2 T3 

1 6.21  6.75  7.02  7.17  5.49  5.13  5.49  5.25  6.06  6.00  6.30  6.03  12.03  11.55  11.40  11.70  18.24  18.30  18.42  18.87  

2 5.58  6.78  6.60  7.62  4.53  4.92  4.68  5.13  5.10  6.33  6.18  6.27  10.02  11.70  11.43  11.82  15.60  18.48  18.03  19.44  

3 6.06  5.28  5.31  10.80  5.61  4.77  4.77  4.95  6.03  6.18  5.97  6.27  12.15  11.40  10.86  11.49  18.21  16.68  16.17  22.29  

4 5.10  7.86  4.92  9.78  4.80  5.04  4.41  7.35  5.73  6.06  5.94  5.55  10.89  11.52  11.64  12.93  15.99  19.38  16.56  22.71  

5 8.28  6.66  6.15  8.31  5.49  5.01  5.25  5.28  6.21  6.18  5.64  6.39  12.03  11.61  12.27  12.00  20.31  18.27  18.42  20.31  

6 5.31  7.74  10.20  6.00  5.40  5.31  6.24  5.25  6.12  6.09  5.97  6.45  11.70  11.76  11.55  12.09  17.01  19.50  21.75  18.09  

7 6.81  6.06  5.37  7.23  4.80  4.89  5.16  5.61  6.36  6.06  6.06  6.66  11.52  11.37  11.91  12.57  18.33  17.43  17.28  19.80  

8 7.26  6.33  8.85  8.01  5.73  5.04  5.40  4.86  6.24  6.12  6.00  6.36  12.42  11.58  10.14  11.43  19.68  17.91  18.99  19.44  

9 6.48  4.83  6.25  7.29  5.04  5.22  5.12  5.52  6.45  6.15  5.94  6.33  11.79  11.79  10.98  12.24  18.27  16.62  17.23  19.53  

10 6.06  6.39  6.78  5.52  5.01  5.46  4.65  4.89  6.24  6.06  5.82  5.67  11.67  12.00  11.31  10.98  17.73  18.39  18.09  16.50  

11 6.36  7.23  6.69  5.28  5.52  6.09  4.98  4.95  6.42  6.03  5.82  6.36  12.24  12.57  11.49  11.67  18.60  19.80  18.18  16.95  

12 6.18  6.45  6.60  5.67  5.07  5.01  5.16  5.22  6.27  5.73  5.88  6.27  11.64  11.22  11.58  11.94  17.82  17.67  19.95  17.61  

13 6.93  4.65  8.25  5.28  4.86  4.86  5.16  5.61  6.36  6.12  6.30  6.06  11.46  11.55  11.70  12.09  18.39  16.20  18.36  17.37  

14 6.12  6.57  7.17  8.52  4.80  4.59  4.53  5.64  6.33  6.30  6.36  6.21  11.46  11.25  11.19  12.15  17.58  17.82  16.35  20.67  

15 7.56  4.68  4.56  4.26  5.25  5.22  5.31  4.59  6.06  6.24  6.00  5.94  11.67  11.85  11.79  11.01  19.23  16.53  18.36  15.27  

16 6.03  5.79  7.14  6.90  5.13  4.83  4.86  4.62  6.09  5.46  5.88  6.18  11.70  10.89  11.22  11.22  17.73  16.68  16.92  18.12  

17 6.06  7.95  5.16  5.40  5.07  5.19  5.22  4.08  5.97  6.09  6.15  5.49  11.46  11.61  11.76  9.90  17.52  19.56  20.04  15.30  

18 7.48  6.00  8.37  7.29  5.20  5.19  3.93  4.89  6.03  6.27  6.36  5.88  10.34  11.85  10.02  11.04  17.82  17.85  17.49  18.33  

19 5.34  5.61  7.47  7.98  5.40  5.79  5.10  5.40  6.00  5.37  5.67  6.27  11.97  11.61  11.49  12.03  17.31  17.22  16.11  20.01  
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20 7.68  6.42  4.62  8.10  6.18  5.18  5.25  5.53  5.49  6.01  5.97  6.25  10.19  11.23  11.70  11.15  17.87  17.65  18.21  19.25  

21 7.35  6.06  6.51  6.00  5.52  4.95  5.91  4.89  6.09  6.27  6.06  6.09  12.06  11.64  11.76  11.40  19.41  17.70  19.41  17.40  

22 8.19  5.82  7.65  6.60  5.49  5.07  5.28  5.16  6.21  6.24  5.52  5.94  12.00  11.64  11.67  11.43  20.19  17.46  18.06  18.03  

23 7.02  11.04  6.39  6.96  4.95  6.81  5.16  4.89  6.18  5.13  5.94  6.30  11.43  12.15  10.80  11.49  18.45  23.19  18.33  18.45  

24 5.25  5.13  7.53  7.23  4.77  4.80  4.92  4.83  6.21  5.97  5.82  5.88  11.28  11.07  11.22  11.22  16.53  16.20  17.19  18.45  

25 5.13  6.21  5.97  7.05  5.28  5.43  4.59  5.28  6.09  6.09  6.09  6.18  11.73  12.00  11.52  11.82  16.86  18.21  16.74  18.87  

26 7.35  5.73  5.22  5.46  5.34  5.64  4.80  4.47  6.15  6.24  6.18  6.18  11.91  12.21  11.10  11.13  19.26  17.94  17.58  16.59  

27 3.06  6.90  6.48  4.62  4.47  5.61  4.92  5.10  6.21  5.91  5.76  6.30  11.19  11.91  11.67  11.88  14.25  18.81  18.18  16.50  

28 5.61  5.10  8.07  7.20  5.25  5.28  4.89  4.68  6.18  6.00  6.06  6.45  11.82  11.70  11.40  11.43  17.43  16.80  19.47  18.63  

29   6.84  7.08    4.92  5.37    6.15  5.91    12.09  11.61    18.93  18.69  

30    5.70     4.71     6.21     11.34     17.04  

31    7.26     5.58     6.03     12.06     19.32  

32    6.72     5.34     6.06     11.67     18.39  

means 6.35  6.36  6.69  6.88  5.19  5.23  5.04  5.15  6.10  6.03  5.99  6.14  11.56  11.65  11.40  11.62  17.92  18.01  18.10  18.51  

STDEV 1.13  1.28  1.31  1.41  0.38  0.45  0.44  0.55  0.28  0.28  0.21  0.26  0.59  0.36  0.50  0.56  1.34  1.43  1.27  1.70  

 

Milk proteomics 

Protein identification: Based on the differences observed for milkability, milk fat and lactose content, only colostrum (0h) and milk sample (7d) of treatments C and T3 were 

selected for subsequent proteomics analysis. A total of 1713 proteins were identified, of which 1413 were quantifiable. Comparison of the quantified proteins showed that 29 

up-regulated and 32 down-regulated proteins were identified in the colostrum (Figure 1, Supplementary Table S5). In the milk sample of day 7, 61 up-regulated and 65 

down-regulated proteins were identified in T3 compared to treatment C (Figure 2, Supplementary Table S5). 
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Figure 1: Identified up- and down-regulated proteins in colostrum (0h) of sows between control group (0 μg/kg1α,25(OH)2VD3) and treatment 3 (4 μg/kg1,25(OH)2VD3). 

1,25(OH)2VD3 was provided as 1,25(OH)2VD3-glycosides from Solanum glaucophyllum). 

0hT3vs0hC = Milk proteomics analysis between colostrum sample of control group and treatment 
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Figure 2: Identified up- and down-regulated proteins in day 7 milk of sows (7d) between control (0 μg/kg1α,25(OH)2VD3) and treatment 3 (4 μg/kg1α,25(OH)2VD3). 

7dT3vs7dC=Milk proteomics analysis between milk sample on 7d of control group and treatment 3. 
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Supplementary Table S5-1: Number of different proteins distribution between control group and treatment 3. 

Compared sample name Up-regulated Down-regulated 

0h3/0h0 29 32 

7d3/7d0 61 65 

Note: 0hC = colostrum sample of control group; 0hT3 = colostrum sample of treatment 3; 7dC = milk samples of the control group on the 7th day;7dT3 = milk samples of the 

treatment 3 on the 7th day. 

 

Supplementary Table S5-1: Different proteins distribution between control group and treatment 3-0hT3vs0hC 
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-
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p

r
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o

w
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2 
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9

6 
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4

7

6 

0

.

4

1

1 

0

.

3

9

9 

0.

3

9

9 

0.

2

4 

extracellula

r 

GO:0002

694 

regulation 

of 

leukocyte 

activation

; 

GO:0010

941 

regulation 

of cell 

death; 

GO:0032

680 

regulation 

of tumor 

necrosis 

factor 

productio

n; 

GO:0016

020 

membran

e; 

GO:0005

615 

extracellu

lar space; 

GO:0044

421 

extracellu

lar region 

part; 

GO:0009

897 

external 

side of 

plasma 

membran

e; 

GO:0001

968 

fibronecti

n 

binding; 

GO:0019

838 

growth 

factor 

binding; 

GO:0005

102 

receptor 

binding; 

GO:0043

167 ion 

binding; 

GO:0044

877 

macromol

K16857     

IPR0

0100

7; 

IPR0

0188

1; 

IPR0

0885

9; 

IPR0

0074

2; 

IPR0

0179

1; 

IPR0

1332

0;  

VWFC 

domain; 

EGF-

like 

calcium-

binding 

domain; 

Thromb

ospondin

, C-

terminal; 

EGF-

like 

domain; 

Laminin 

G 

domain; 

Concana

valin A-

like 
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c

u

r

s

o

r

 

O

S

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

T

H

B

S

1 

GO:0010

608 

posttransc

riptional 

regulation 

of gene 

expressio

n; 

GO:1903

318 

negative 

regulation 

of protein 

maturatio

n; 

GO:0009

891 

positive 

regulation 

of 

biosynthe

tic 

process; 

GO:2001

026 

regulation 

of 

endotheli

al cell 

chemotax

is; 

GO:0010

748 

negative 

regulation 

of plasma 

membran

e long-

GO:0031

410 

cytoplas

mic 

vesicle; 

GO:0071

944 cell 

periphery

; 

GO:0005

737 

cytoplas

m; 

GO:0031

982 

vesicle; 

GO:0032

991 

macromol

ecular 

complex; 

GO:0044

424 

intracellul

ar part; 

GO:0005

623 cell; 

GO:0070

062 

extracellu

lar 

exosome; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

ecular 

complex 

binding; 

GO:0071

813 

lipoprotei

n particle 

binding; 

GO:0005

515 

protein 

binding; 

GO:0005

178 

integrin 

binding; 

GO:0008

201 

heparin 

binding; 

GO:1901

681 

sulfur 

compoun

d 

binding; 

GO:0050

840 

extracellu

lar matrix 

binding; 

GO:0001

786 

phosphati

dylserine 

binding; 

GO:0070

051 

lectin/gl

ucanase 

domain;  
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chain 

fatty acid 

transport; 

GO:0044

237 

cellular 

metabolic 

process; 

GO:0010

594 

regulation 

of 

endotheli

al cell 

migration

; 

GO:0071

900 

regulation 

of protein 

serine/thr

eonine 

kinase 

activity; 

GO:0010

466 

negative 

regulation 

of 

peptidase 

activity; 

GO:0008

152 

metabolic 

process; 

GO:0001

525 

angiogen

part; 

GO:0044

425 

membran

e part; 

GO:0099

503 

secretory 

vesicle; 

GO:1903

561 

extracellu

lar 

vesicle; 

GO:0030

141 

secretory 

granule; 

GO:0043

227 

membran

e-

bounded 

organelle; 

GO:0098

552 side 

of 

membran

e; 

GO:0043

229 

intracellul

ar 

organelle; 

GO:0097

708 

intracellul

ar 

fibrinoge

n 

binding; 

GO:0070

052 

collagen 

V 

binding; 

GO:0050

839 cell 

adhesion 

molecule 

binding; 

GO:0097

367 

carbohydr

ate 

derivative 

binding; 

GO:0030

169 low-

density 

lipoprotei

n particle 

binding; 

GO:0072

341 

modified 

amino 

acid 

binding; 

GO:0043

236 

laminin 

binding; 

GO:0005

488 

binding; 
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esis; 

GO:0044

093 

positive 

regulation 

of 

molecular 

function; 

GO:1904

018 

positive 

regulation 

of 

vasculatu

re 

developm

ent; 

GO:0002

544 

chronic 

inflamma

tory 

response; 

GO:0030

194 

positive 

regulation 

of blood 

coagulati

on; 

GO:0052

548 

regulation 

of 

endopepti

dase 

activity; 

GO:0051

vesicle; 

GO:0005

577 

fibrinoge

n 

complex; 

GO:0012

505 

endomem

brane 

system; 

GO:0005

576 

extracellu

lar 

region; 

GO:0005

886 

plasma 

membran

e; 

GO:0043

226 

organelle; 

GO:0031

012 

extracellu

lar 

matrix; 

GO:0044

459 

plasma 

membran

e part; 

GO:0009

986 cell 

surface; 

GO:0031

GO:0005

543 

phospholi

pid 

binding; 

GO:0008

289 lipid 

binding; 

GO:0043

169 

cation 

binding; 

GO:0046

872 metal 

ion 

binding; 

GO:0043

168 anion 

binding; 

GO:0005

518 

collagen 

binding; 

GO:0005

509 

calcium 

ion 

binding; 

GO:0017

134 

fibroblast 

growth 

factor 

binding; 

GO:0005

539 

glycosam

inoglycan 
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051 

negative 

regulation 

of 

transport; 

GO:0042

325 

regulation 

of 

phosphor

ylation; 

GO:0080

090 

regulation 

of 

primary 

metabolic 

process; 

GO:0044

763 

single-

organism 

cellular 

process; 

GO:0090

287 

regulation 

of 

cellular 

response 

to growth 

factor 

stimulus; 

GO:0048

870 cell 

motility; 

GO:0043

086 

091 

platelet 

alpha 

granule; 

GO:0043

234 

protein 

complex; 

GO:0043

230 

extracellu

lar 

organelle; 

GO:0044

444 

cytoplas

mic part;  

binding; 

GO:0071

814 

protein-

lipid 

complex 

binding; 

GO:0032

403 

protein 

complex 

binding;  
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negative 

regulation 

of 

catalytic 

activity; 

GO:2000

353 

positive 

regulation 

of 

endotheli

al cell 

apoptotic 

process; 

GO:1901

343 

negative 

regulation 

of 

vasculatu

re 

developm

ent; 

GO:1903

959 

regulation 

of anion 

transmem

brane 

transport; 

GO:0006

810 

transport; 

GO:1902

532 

negative 

regulation 

of 
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intracellul

ar signal 

transducti

on; 

GO:1900

048 

positive 

regulation 

of 

hemostasi

s; 

GO:0048

583 

regulation 

of 

response 

to 

stimulus; 

GO:0044

260 

cellular 

macromol

ecule 

metabolic 

process; 

GO:0010

557 

positive 

regulation 

of 

macromol

ecule 

biosynthe

tic 

process; 

GO:0060

548 

negative 
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regulation 

of cell 

death; 

GO:2000

112 

regulation 

of 

cellular 

macromol

ecule 

biosynthe

tic 

process; 

GO:0072

359 

circulator

y system 

developm

ent; 

GO:0044

707 

single-

multicellu

lar 

organism 

process; 

GO:0001

819 

positive 

regulation 

of 

cytokine 

productio

n; 

GO:0018

149 

peptide 

cross-
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linking; 

GO:1901

700 

response 

to 

oxygen-

containin

g 

compoun

d; 

GO:0048

519 

negative 

regulation 

of 

biological 

process; 

GO:0042

493 

response 

to drug; 

GO:0009

653 

anatomic

al 

structure 

morphoge

nesis; 

GO:0050

867 

positive 

regulation 

of cell 

activation

; 

GO:0023

057 

negative 
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regulation 

of 

signaling; 

GO:0010

648 

negative 

regulation 

of cell 

communi

cation; 

GO:0002

605 

negative 

regulation 

of 

dendritic 

cell 

antigen 

processin

g and 

presentati

on; 

GO:0009

889 

regulation 

of 

biosynthe

tic 

process; 

GO:2000

145 

regulation 

of cell 

motility; 

GO:0001

936 

regulation 

of 
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endotheli

al cell 

proliferati

on; 

GO:0002

604 

regulation 

of 

dendritic 

cell 

antigen 

processin

g and 

presentati

on; 

GO:0048

646 

anatomic

al 

structure 

formation 

involved 

in 

morphoge

nesis; 

GO:0034

763 

negative 

regulation 

of 

transmem

brane 

transport; 

GO:0045

861 

negative 

regulation 

of 
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proteolysi

s; 

GO:0006

950 

response 

to stress; 

GO:0051

270 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:0051

917 

regulation 

of 

fibrinolys

is; 

GO:0002

376 

immune 

system 

process; 

GO:0032

101 

regulation 

of 

response 

to 

external 

stimulus; 

GO:0010

033 

response 

to organic 



 

www.megajournalofcasereports.com 
265 

substance

; 

GO:0034

248 

regulation 

of 

cellular 

amide 

metabolic 

process; 

GO:0034

766 

negative 

regulation 

of ion 

transmem

brane 

transport; 

GO:0002

696 

positive 

regulation 

of 

leukocyte 

activation

; 

GO:0043

535 

regulation 

of blood 

vessel 

endotheli

al cell 

migration

; 

GO:0010

757 

negative 
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regulation 

of 

plasmino

gen 

activation

; 

GO:0061

041 

regulation 

of wound 

healing; 

GO:0030

336 

negative 

regulation 

of cell 

migration

; 

GO:0031

325 

positive 

regulation 

of 

cellular 

metabolic 

process; 

GO:0070

613 

regulation 

of protein 

processin

g; 

GO:0006

955 

immune 

response; 

GO:0043

412 
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macromol

ecule 

modificat

ion; 

GO:1903

034 

regulation 

of 

response 

to 

wounding

; 

GO:0030

511 

positive 

regulation 

of 

transform

ing 

growth 

factor 

beta 

receptor 

signaling 

pathway; 

GO:0008

284 

positive 

regulation 

of cell 

proliferati

on; 

GO:0010

751 

negative 

regulation 

of nitric 

oxide 
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mediated 

signal 

transducti

on; 

GO:0051

093 

negative 

regulation 

of 

developm

ental 

process; 

GO:0042

534 

regulation 

of tumor 

necrosis 

factor 

biosynthe

tic 

process; 

GO:0009

746 

response 

to 

hexose; 

GO:0051

674 

localizati

on of cell; 

GO:0009

968 

negative 

regulation 

of signal 

transducti

on; 

GO:0032



 

www.megajournalofcasereports.com 
269 

026 

response 

to 

magnesiu

m ion; 

GO:0001

568 blood 

vessel 

developm

ent; 

GO:0040

017 

positive 

regulation 

of 

locomotio

n; 

GO:0032

890 

regulation 

of 

organic 

acid 

transport; 

GO:0010

633 

negative 

regulation 

of 

epithelial 

cell 

migration

; 

GO:0023

051 

regulation 

of 

signaling; 
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GO:0002

581 

negative 

regulation 

of antigen 

processin

g and 

presentati

on of 

peptide or 

polysacch

aride 

antigen 

via MHC 

class II; 

GO:0044

699 

single-

organism 

process; 

GO:0040

013 

negative 

regulation 

of 

locomotio

n; 

GO:2001

027 

negative 

regulation 

of 

endotheli

al cell 

chemotax

is; 

GO:0043

652 
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engulfme

nt of 

apoptotic 

cell; 

GO:0009

893 

positive 

regulation 

of 

metabolic 

process; 

GO:0051

173 

positive 

regulation 

of 

nitrogen 

compoun

d 

metabolic 

process; 

GO:1900

046 

regulation 

of 

hemostasi

s; 

GO:0033

674 

positive 

regulation 

of kinase 

activity; 

GO:0051

726 

regulation 

of cell 

cycle; 
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GO:0042

035 

regulation 

of 

cytokine 

biosynthe

tic 

process; 

GO:0045

937 

positive 

regulation 

of 

phosphate 

metabolic 

process; 

GO:0031

326 

regulation 

of 

cellular 

biosynthe

tic 

process; 

GO:2000

116 

regulation 

of 

cysteine-

type 

endopepti

dase 

activity; 

GO:0001

944 

vasculatu

re 

developm
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ent; 

GO:0010

605 

negative 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:0010

038 

response 

to metal 

ion; 

GO:0010

942 

positive 

regulation 

of cell 

death; 

GO:0010

754 

negative 

regulation 

of cGMP-

mediated 

signaling; 

GO:0016

525 

negative 

regulation 

of 

angiogen

esis; 

GO:0006

954 

inflamma
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tory 

response; 

GO:2001

236 

regulation 

of 

extrinsic 

apoptotic 

signaling 

pathway; 

GO:0065

009 

regulation 

of 

molecular 

function; 

GO:0044

092 

negative 

regulation 

of 

molecular 

function; 

GO:0006

952 

defense 

response; 

GO:0036

211 

protein 

modificat

ion 

process; 

GO:2000

377 

regulation 

of 

reactive 
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oxygen 

species 

metabolic 

process; 

GO:0043

549 

regulation 

of kinase 

activity; 

GO:0016

477 cell 

migration

; 

GO:0016

043 

cellular 

compone

nt 

organizati

on; 

GO:0045

786 

negative 

regulation 

of cell 

cycle; 

GO:0043

069 

negative 

regulation 

of 

program

med cell 

death; 

GO:0010

595 

positive 

regulation 
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of 

endotheli

al cell 

migration

; 

GO:0060

255 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:0017

015 

regulation 

of 

transform

ing 

growth 

factor 

beta 

receptor 

signaling 

pathway; 

GO:0032

368 

regulation 

of lipid 

transport; 

GO:0010

324 

membran

e 

invaginati

on; 

GO:0043

065 
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positive 

regulation 

of 

apoptotic 

process; 

GO:0051

346 

negative 

regulation 

of 

hydrolase 

activity; 

GO:0071

704 

organic 

substance 

metabolic 

process; 

GO:0090

092 

regulation 

of 

transmem

brane 

receptor 

protein 

serine/thr

eonine 

kinase 

signaling 

pathway; 

GO:0043

032 

positive 

regulation 

of 

macropha

ge 
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activation

; 

GO:0040

037 

negative 

regulation 

of 

fibroblast 

growth 

factor 

receptor 

signaling 

pathway; 

GO:0043

408 

regulation 

of MAPK 

cascade; 

GO:0043

066 

negative 

regulation 

of 

apoptotic 

process; 

GO:0023

056 

positive 

regulation 

of 

signaling; 

GO:0043

277 

apoptotic 

cell 

clearance; 

GO:0090

288 
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negative 

regulation 

of 

cellular 

response 

to growth 

factor 

stimulus; 

GO:2001

235 

positive 

regulation 

of 

apoptotic 

signaling 

pathway; 

GO:0051

592 

response 

to 

calcium 

ion; 

GO:1902

041 

regulation 

of 

extrinsic 

apoptotic 

signaling 

pathway 

via death 

domain 

receptors; 

GO:0010

647 

positive 

regulation 

of cell 
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communi

cation; 

GO:1903

792 

negative 

regulation 

of anion 

transport; 

GO:0050

878 

regulation 

of body 

fluid 

levels; 

GO:0010

629 

negative 

regulation 

of gene 

expressio

n; 

GO:0007

050 cell 

cycle 

arrest; 

GO:0051

049 

regulation 

of 

transport; 

GO:0001

932 

regulation 

of protein 

phosphor

ylation; 

GO:1901

342 
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regulation 

of 

vasculatu

re 

developm

ent; 

GO:0010

634 

positive 

regulation 

of 

epithelial 

cell 

migration

; 

GO:0050

820 

positive 

regulation 

of 

coagulati

on; 

GO:0001

934 

positive 

regulation 

of protein 

phosphor

ylation; 

GO:0050

920 

regulation 

of 

chemotax

is; 

GO:0043

085 

positive 
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regulation 

of 

catalytic 

activity; 

GO:0000

187 

activation 

of MAPK 

activity; 

GO:0034

765 

regulation 

of ion 

transmem

brane 

transport; 

GO:0002

684 

positive 

regulation 

of 

immune 

system 

process; 

GO:1903

960 

negative 

regulation 

of anion 

transmem

brane 

transport; 

GO:0051

248 

negative 

regulation 

of protein 

metabolic 
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process; 

GO:0001

817 

regulation 

of 

cytokine 

productio

n; 

GO:0022

402 cell 

cycle 

process; 

GO:0002

577 

regulation 

of antigen 

processin

g and 

presentati

on; 

GO:0007

049 cell 

cycle; 

GO:0042

981 

regulation 

of 

apoptotic 

process; 

GO:0071

840 

cellular 

compone

nt 

organizati

on or 

biogenesi

s; 
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GO:0030

335 

positive 

regulation 

of cell 

migration

; 

GO:0065

008 

regulation 

of 

biological 

quality; 

GO:0032

270 

positive 

regulation 

of 

cellular 

protein 

metabolic 

process; 

GO:2000

351 

regulation 

of 

endotheli

al cell 

apoptotic 

process; 

GO:0051

896 

regulation 

of protein 

kinase B 

signaling; 

GO:0042

108 
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positive 

regulation 

of 

cytokine 

biosynthe

tic 

process; 

GO:0010

762 

regulation 

of 

fibroblast 

migration

; 

GO:0032

760 

positive 

regulation 

of tumor 

necrosis 

factor 

productio

n; 

GO:0009

749 

response 

to 

glucose; 

GO:0010

746 

regulation 

of plasma 

membran

e long-

chain 

fatty acid 

transport; 

GO:0008
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285 

negative 

regulation 

of cell 

proliferati

on; 

GO:0022

610 

biological 

adhesion; 

GO:0090

100 

positive 

regulation 

of 

transmem

brane 

receptor 

protein 

serine/thr

eonine 

kinase 

signaling 

pathway; 

GO:0051

240 

positive 

regulation 

of 

multicellu

lar 

organism

al 

process; 

GO:0032

879 

regulation 

of 
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localizati

on; 

GO:0050

678 

regulation 

of 

epithelial 

cell 

proliferati

on; 

GO:0032

102 

negative 

regulation 

of 

response 

to 

external 

stimulus; 

GO:0007

155 cell 

adhesion; 

GO:0090

303 

positive 

regulation 

of wound 

healing; 

GO:0050

921 

positive 

regulation 

of 

chemotax

is; 

GO:0042

327 

positive 
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regulation 

of 

phosphor

ylation; 

GO:0010

562 

positive 

regulation 

of 

phosphor

us 

metabolic 

process; 

GO:0051

347 

positive 

regulation 

of 

transferas

e activity; 

GO:0032

891 

negative 

regulation 

of 

organic 

acid 

transport; 

GO:0009

743 

response 

to 

carbohydr

ate; 

GO:0043

170 

macromol

ecule 
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metabolic 

process; 

GO:0019

538 

protein 

metabolic 

process; 

GO:0044

765 

single-

organism 

transport; 

GO:0006

911 

phagocyt

osis, 

engulfme

nt; 

GO:0051

174 

regulation 

of 

phosphor

us 

metabolic 

process; 

GO:0010

632 

regulation 

of 

epithelial 

cell 

migration

; 

GO:0043

269 

regulation 

of ion 
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transport; 

GO:0051

272 

positive 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:2000

146 

negative 

regulation 

of cell 

motility; 

GO:0031

323 

regulation 

of 

cellular 

metabolic 

process; 

GO:0032

501 

multicellu

lar 

organism

al 

process; 

GO:0034

762 

regulation 

of 

transmem

brane 

transport; 
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GO:0051

336 

regulation 

of 

hydrolase 

activity; 

GO:0050

790 

regulation 

of 

catalytic 

activity; 

GO:0032

269 

negative 

regulation 

of 

cellular 

protein 

metabolic 

process; 

GO:0034

284 

response 

to 

monosacc

haride; 
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extracellula
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GO:0052

548 

regulation 

of 

endopepti

dase 

activity; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0010

951 

negative 

regulation 

of 

endopepti

dase 

activity; 

GO:0045

861 

negative 

regulation 

of 

proteolysi

s; 

GO:0080

090 

regulation 

of 

primary 

metabolic 

process; 

GO:0060

255 

GO:0005

576 

extracellu

lar 

region;  

GO:0004

867 

serine-

type 

endopepti

dase 

inhibitor 

activity; 

GO:0030

234 

enzyme 

regulator 

activity; 

GO:0019

828 

aspartic-

type 

endopepti

dase 

inhibitor 

activity; 

GO:0030

414 

peptidase 

inhibitor 

activity; 

GO:0061

134 

peptidase 

regulator 

activity; 

GO:0061

135 

endopepti

dase 

regulator 

activity; 

      

IPR0

0819

7;  

WAP-

type 

'four-

disulfide 

core' 

domain;  



 

www.megajournalofcasereports.com 
330 

n

 

2

 

O

S

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

W

F

D

C

2 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:0048

523 

negative 

regulation 

of 

cellular 

process; 

GO:0048

519 

negative 

regulation 

of 

biological 

process; 

GO:0031

324 

negative 

regulation 

of 

cellular 

metabolic 

process; 

GO:0030

162 

regulation 

of 

proteolysi

s; 

GO:0031

323 

regulation 

of 

GO:0098

772 

molecular 

function 

regulator; 

GO:0004

857 

enzyme 

inhibitor 

activity; 

GO:0004

866 

endopepti

dase 

inhibitor 

activity; 

GO:0004

869 

cysteine-

type 

endopepti

dase 

inhibitor 

activity;  
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cellular 

metabolic 

process; 

GO:0043

086 

negative 

regulation 

of 

catalytic 

activity; 

GO:0009

892 

negative 

regulation 

of 

metabolic 

process; 

GO:0010

605 

negative 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:0051

346 

negative 

regulation 

of 

hydrolase 

activity; 

GO:0010

466 

negative 

regulation 

of 
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peptidase 

activity; 

GO:0032

268 

regulation 

of 

cellular 

protein 

metabolic 

process; 

GO:0050

789 

regulation 

of 

biological 

process; 

GO:0051

336 

regulation 

of 

hydrolase 

activity; 

GO:0032

269 

negative 

regulation 

of 

cellular 

protein 

metabolic 

process; 

GO:0051

246 

regulation 

of protein 

metabolic 

process; 

GO:0050
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790 

regulation 

of 

catalytic 

activity; 

GO:0019

222 

regulation 

of 

metabolic 

process; 

GO:0051

248 

negative 

regulation 

of protein 

metabolic 

process; 

GO:0065

009 

regulation 

of 

molecular 

function; 

GO:0044

092 

negative 

regulation 

of 

molecular 

function; 

GO:0052

547 

regulation 

of 

peptidase 

activity; 

GO:0065
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cytoplasm 

GO:0044

700 

single 

organism 

signaling; 

GO:0007

601 

visual 

perceptio

n; 

GO:0048

666 

neuron 

developm

ent; 

GO:0048

869 

cellular 

developm

ental 

process; 

GO:0022

008 

neurogen

esis; 

GO:0044

699 

single-

organism 

process; 

GO:0050

877 

neurologi

cal 

GO:0016

020 

membran

e; 

GO:0019

898 

extrinsic 

compone

nt of 

membran

e; 

GO:0035

869 

ciliary 

transition 

zone; 

GO:0071

944 cell 

periphery

; 

GO:0098

796 

membran

e protein 

complex; 

GO:0097

730 non-

motile 

cilium; 

GO:0032

991 

macromol

ecular 

complex; 

GO:1901

265 

nucleosid

e 

phosphate 

binding; 

GO:0005

102 

receptor 

binding; 

GO:0031

683 G-

protein 

beta/gam

ma-

subunit 

complex 

binding; 

GO:0016

817 

hydrolase 

activity, 

acting on 

acid 

anhydride

s; 

GO:0016

787 

hydrolase 

activity; 

GO:0005

515 

protein 

binding; 

K04631     

IPR0

2741

7; 

IPR0

1102

5;  

P-loop 

containi

ng 

nucleosi

de 

triphosp

hate 

hydrolas

e; G 

protein 

alpha 

subunit, 

helical 

insertion

;  
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O

X

system 

process; 

GO:0071

257 

cellular 

response 

to 

electrical 

stimulus; 

GO:0009

605 

response 

to 

external 

stimulus; 

GO:0007

165 

signal 

transducti

on; 

GO:0007

154 cell 

communi

cation; 

GO:0051

606 

detection 

of 

stimulus; 

GO:0009

314 

response 

to 

radiation; 

GO:0042

461 

photorece

ptor cell 

GO:0044

424 

intracellul

ar part; 

GO:0031

234 

extrinsic 

compone

nt of 

cytoplas

mic side 

of plasma 

membran

e; 

GO:0005

623 cell; 

GO:0009

898 

cytoplas

mic side 

of plasma 

membran

e; 

GO:0098

562 

cytoplas

mic side 

of 

membran

e; 

GO:0097

731 9+0 

non-

motile 

cilium; 

GO:0044

422 

organelle 

GO:0004

871 

signal 

transduce

r activity; 

GO:1901

363 

heterocyc

lic 

compoun

d 

binding; 

GO:0097

159 

organic 

cyclic 

compoun

d 

binding; 

GO:0016

462 

pyrophos

phatase 

activity; 

GO:0032

553 

ribonucle

otide 

binding; 

GO:0003

824 

catalytic 

activity; 

GO:0005

488 

binding; 

GO:0032

550 
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2 

developm

ent; 

GO:0042

462 eye 

photorece

ptor cell 

developm

ent; 

GO:0090

596 

sensory 

organ 

morphoge

nesis; 

GO:0050

906 

detection 

of 

stimulus 

involved 

in 

sensory 

perceptio

n; 

GO:0007

399 

nervous 

system 

developm

ent; 

GO:0032

502 

developm

ental 

process; 

GO:0051

716 

cellular 

part; 

GO:1902

494 

catalytic 

complex; 

GO:0001

917 

photorece

ptor inner 

segment; 

GO:0005

834 

heterotri

meric G-

protein 

complex; 

GO:0044

441 

ciliary 

part; 

GO:0044

425 

membran

e part; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

part; 

GO:0001

750 

photorece

ptor outer 

segment; 

GO:0097

458 

purine 

ribonucle

oside 

binding; 

GO:0003

924 

GTPase 

activity; 

GO:0043

168 anion 

binding; 

GO:0001

664 G-

protein 

coupled 

receptor 

binding; 

GO:0019

001 

guanyl 

nucleotid

e binding; 

GO:0016

818 

hydrolase 

activity, 

acting on 

acid 

anhydride

s, in 

phosphor

us-

containin

g 

anhydride

s; 

GO:0005

525 GTP 
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response 

to 

stimulus; 

GO:0007

600 

sensory 

perceptio

n; 

GO:0009

583 

detection 

of light 

stimulus; 

GO:0050

908 

detection 

of light 

stimulus 

involved 

in visual 

perceptio

n; 

GO:0071

214 

cellular 

response 

to abiotic 

stimulus; 

GO:0048

699 

generatio

n of 

neurons; 

GO:0048

592 eye 

morphoge

nesis; 

GO:0050

neuron 

part; 

GO:0098

552 side 

of 

membran

e; 

GO:0005

929 

cilium; 

GO:0042

995 cell 

projection

; 

GO:1905

360 

GTPase 

complex; 

GO:0098

797 

plasma 

membran

e protein 

complex; 

GO:0019

897 

extrinsic 

compone

nt of 

plasma 

membran

e; 

GO:0044

463 cell 

projection 

part; 

GO:0005

886 

binding; 

GO:0035

639 

purine 

ribonucle

oside 

triphosph

ate 

binding; 

GO:0017

076 

purine 

nucleotid

e binding; 

GO:0044

877 

macromol

ecular 

complex 

binding; 

GO:0043

167 ion 

binding; 

GO:0001

882 

nucleosid

e binding; 

GO:0000

166 

nucleotid

e binding; 

GO:0017

111 

nucleosid

e-

triphosph

atase 

activity; 
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962 

detection 

of light 

stimulus 

involved 

in 

sensory 

perceptio

n; 

GO:0044

763 

single-

organism 

cellular 

process; 

GO:0046

530 

photorece

ptor cell 

differenti

ation; 

GO:0023

052 

signaling; 

GO:0032

501 

multicellu

lar 

organism

al 

process; 

GO:0007

188 

adenylate 

cyclase-

modulatin

g G-

protein 

plasma 

membran

e; 

GO:0043

226 

organelle; 

GO:0044

459 

plasma 

membran

e part; 

GO:0032

391 

photorece

ptor 

connectin

g cilium; 

GO:0097

733 

photorece

ptor cell 

cilium; 

GO:0043

234 

protein 

complex;  

GO:0032

549 

ribonucle

oside 

binding; 

GO:0097

367 

carbohydr

ate 

derivative 

binding; 

GO:0032

555 

purine 

ribonucle

otide 

binding; 

GO:0001

883 

purine 

nucleosid

e binding; 

GO:0032

561 

guanyl 

ribonucle

otide 

binding; 

GO:0036

094 small 

molecule 

binding; 

GO:0032

403 

protein 

complex 

binding;  
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coupled 

receptor 

signaling 

pathway; 

GO:0048

513 

animal 

organ 

developm

ent; 

GO:0050

789 

regulation 

of 

biological 

process; 

GO:0009

887 

animal 

organ 

morphoge

nesis; 

GO:0048

856 

anatomic

al 

structure 

developm

ent; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0044

707 

single-



 

www.megajournalofcasereports.com 
340 

multicellu

lar 

organism 

process; 

GO:0043

010 

camera-

type eye 

developm

ent; 

GO:0009

581 

detection 

of 

external 

stimulus; 

GO:0009

628 

response 

to abiotic 

stimulus; 

GO:0050

896 

response 

to 

stimulus; 

GO:0048

468 cell 

developm

ent; 

GO:0050

909 

sensory 

perceptio

n of taste; 

GO:0009

653 

anatomic
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al 

structure 

morphoge

nesis; 

GO:0030

154 cell 

differenti

ation; 

GO:0001

654 eye 

developm

ent; 

GO:0007

606 

sensory 

perceptio

n of 

chemical 

stimulus; 

GO:0007

275 

multicellu

lar 

organism 

developm

ent; 

GO:0009

584 

detection 

of visible 

light; 

GO:0009

987 

cellular 

process; 

GO:0060

041 retina 

developm
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ent in 

camera-

type eye; 

GO:0003

008 

system 

process; 

GO:0009

416 

response 

to light 

stimulus; 

GO:0001

754 eye 

photorece

ptor cell 

differenti

ation; 

GO:0048

731 

system 

developm

ent; 

GO:0009

582 

detection 

of abiotic 

stimulus; 

GO:0007

602 

phototran

sduction; 

GO:0051

602 

response 

to 

electrical 

stimulus; 
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GO:0008

283 cell 

proliferati

on; 

GO:0050

953 

sensory 

perceptio

n of light 

stimulus; 

GO:0007

186 G-

protein 

coupled 

receptor 

signaling 

pathway; 

GO:0030

182 

neuron 

differenti

ation; 

GO:0044

767 

single-

organism 

developm

ental 

process; 

GO:0050

917 

sensory 

perceptio

n of 

umami 

taste; 

GO:0007

603 
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phototran

sduction, 

visible 

light; 

GO:0007

423 

sensory 

organ 

developm

ent; 

GO:0065

007 

biological 

regulation

; 

GO:0007

187 G-

protein 

coupled 

receptor 

signaling 

pathway, 

coupled 

to cyclic 

nucleotid

e second 

messenge

r;  
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cytoplasm 

GO:0033

554 

cellular 

response 

to stress; 

GO:0051

716 

cellular 

response 

to 

GO:0005

623 cell; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

part;  

GO:1901

265 

nucleosid

e 

phosphate 

binding; 

GO:0008

026 ATP-

dependen

t helicase 

      

IPR0

1199

1; 

IPR0

1154

5; 

IPR0

2741

7; 

IPR0

Winged 

helix-

turn-

helix 

DNA-

binding 

domain; 

DEAD/

DEAH 

box 
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stimulus; 

GO:0006

260 DNA 

replicatio

n; 

GO:0006

725 

cellular 

aromatic 

compoun

d 

metabolic 

process; 

GO:0006

950 

response 

to stress; 

GO:0006

259 DNA 

metabolic 

process; 

GO:1901

360 

organic 

cyclic 

compoun

d 

metabolic 

process; 

GO:0006

807 

nitrogen 

compoun

d 

metabolic 

process; 

GO:0009

058 

activity; 

GO:0016

817 

hydrolase 

activity, 

acting on 

acid 

anhydride

s; 

GO:0016

787 

hydrolase 

activity; 

GO:0016

887 

ATPase 

activity; 

GO:0097

159 

organic 

cyclic 

compoun

d 

binding; 

GO:1901

363 

heterocyc

lic 

compoun

d 

binding; 

GO:0016

462 

pyrophos

phatase 

activity; 

GO:0003

824 

3228

4; 

IPR0

0256

2; 

IPR0

1898

2; 

IPR0

1099

7; 

IPR0

2949

1; 

IPR0

1233

7; 

IPR0

1400

1; 

IPR0

0165

0; 

IPR0

0212

1;  

helicase 

domain; 

P-loop 

containi

ng 

nucleosi

de 

triphosp

hate 

hydrolas

e; ATP-

depende

nt DNA 

helicase 

RecQ, 

zinc-

binding 

domain; 

3'-5' 

exonucle

ase 

domain; 

RQC 

domain; 

HRDC-

like; 

Helicase 

Helix-

turn-

helix 

domain; 

Ribonucl

ease H-

like 

domain; 

Helicase 

superfa

mily 1/2, 
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N 

biosynthe

tic 

process; 

GO:0044

238 

primary 

metabolic 

process; 

GO:0050

896 

response 

to 

stimulus; 

GO:1901

576 

organic 

substance 

biosynthe

tic 

process; 

GO:0044

237 

cellular 

metabolic 

process; 

GO:0044

249 

cellular 

biosynthe

tic 

process; 

GO:0006

974 

cellular 

response 

to DNA 

damage 

stimulus; 

catalytic 

activity; 

GO:0032

553 

ribonucle

otide 

binding; 

GO:0005

488 

binding; 

GO:0004

003 ATP-

dependen

t DNA 

helicase 

activity; 

GO:0032

550 

purine 

ribonucle

oside 

binding; 

GO:0043

168 anion 

binding; 

GO:0032

559 

adenyl 

ribonucle

otide 

binding; 

GO:0030

554 

adenyl 

nucleotid

e binding; 

GO:0043

138 3'-5' 

ATP-

binding 

domain; 

Helicase

, C-

terminal; 

HRDC 

domain;  
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GO:0071

704 

organic 

substance 

metabolic 

process; 

GO:0006

281 DNA 

repair; 

GO:0008

152 

metabolic 

process; 

GO:0034

645 

cellular 

macromol

ecule 

biosynthe

tic 

process; 

GO:0090

304 

nucleic 

acid 

metabolic 

process; 

GO:0046

483 

heterocyc

le 

metabolic 

process; 

GO:0006

139 

nucleobas

e-

containin

DNA 

helicase 

activity; 

GO:0016

818 

hydrolase 

activity, 

acting on 

acid 

anhydride

s, in 

phosphor

us-

containin

g 

anhydride

s; 

GO:0008

094 

DNA-

dependen

t ATPase 

activity; 

GO:0003

678 DNA 

helicase 

activity; 

GO:0017

076 

purine 

nucleotid

e binding; 

GO:0035

639 

purine 

ribonucle

oside 

triphosph
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g 

compoun

d 

metabolic 

process; 

GO:0044

260 

cellular 

macromol

ecule 

metabolic 

process; 

GO:0034

641 

cellular 

nitrogen 

compoun

d 

metabolic 

process; 

GO:0043

170 

macromol

ecule 

metabolic 

process; 

GO:0009

059 

macromol

ecule 

biosynthe

tic 

process; 

GO:0009

987 

cellular 

process; 

GO:0006

ate 

binding; 

GO:0005

524 ATP 

binding; 

GO:0070

035 

purine 

NTP-

dependen

t helicase 

activity; 

GO:0004

386 

helicase 

activity; 

GO:0043

167 ion 

binding; 

GO:0001

882 

nucleosid

e binding; 

GO:0008

408 3'-5' 

exonuclea

se 

activity; 

GO:0000

166 

nucleotid

e binding; 

GO:0017

111 

nucleosid

e-

triphosph

atase 
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310 DNA 

recombin

ation;  

activity; 

GO:0032

549 

ribonucle

oside 

binding; 

GO:0097

367 

carbohydr

ate 

derivative 

binding; 

GO:0016

788 

hydrolase 

activity, 

acting on 

ester 

bonds; 

GO:0004

518 

nuclease 

activity; 

GO:0003

676 

nucleic 

acid 

binding; 

GO:0042

623 

ATPase 

activity, 

coupled; 

GO:0004

527 

exonuclea
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090 

organelle 
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transmem

brane 

transporte
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substrate-
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transporte
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GO:0005

739 

mitochon

drion; 
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group of 
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respirator

y chain; 

GO:0043

226 

organelle; 

GO:0005

740 

mitochon

drial 

envelope; 

GO:0043

231 

intracellul

ar 

membran

e-

bounded 

organelle; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

part; 

GO:0044

425 

membran

e part; 

GO:0031

975 

envelope; 

GO:0019

866 

organelle 

inner 

terminal 

oxidase 

activity; 

GO:0016

491 

oxidoredu

ctase 

activity; 

GO:0022

891 

substrate-

specific 

transmem

brane 

transporte

r activity; 

GO:0009

055 

electron 

carrier 

activity; 

GO:0004

129 

cytochro

me-c 

oxidase 

activity; 

GO:0003

824 

catalytic 

activity; 

GO:0022

890 

inorganic 

cation 

transmem

brane 

transporte



 

www.megajournalofcasereports.com 
353 

membran

e; 

GO:0043

227 

membran

e-

bounded 

organelle; 

GO:0005

743 

mitochon

drial 

inner 

membran

e; 

GO:0031

966 

mitochon
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extracellu
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protein 
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immune 

response; 
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regulation 

of blood 

pressure; 
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238 
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regulation 

of 

biological 

quality; 
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008 

system 

process; 

GO:0048

002 

antigen 

processin

g and 

presentati

on of 

peptide 

antigen; 

GO:0002

474 

antigen 

processin

g and 

presentati

on of 

peptide 

antigen 

via MHC 

class I; 

GO:0002

376 

immune 

system 

process; 

GO:0044

238 

primary 

metabolic 

process; 

ar 

organelle; 

GO:0005

783 

endoplas

mic 

reticulum

; 

GO:0042

175 

nuclear 

outer 

membran

e-

endoplas

mic 

reticulum 

membran

e 

network; 

GO:0005

737 

cytoplas

m; 

GO:0044

446 

intracellul

ar 

organelle 

part; 

GO:0012

505 

endomem

brane 

system; 

GO:0044

424 

intracellul

peptidase 
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GO:0070
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metalloa

minopepti

dase 
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GO:0008

235 

metalloex

opeptidas

e activity; 

GO:0043

167 ion 

binding; 

GO:0004

177 

aminopep

tidase 

activity; 

GO:0016

787 

hydrolase 

activity; 

GO:0008

237 

metallope

ptidase 

activity; 

GO:0008

270 zinc 

ion 

binding; 

GO:0046

914 

transition 

metal ion 

N-

terminal; 
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like C-

terminal 

domain;  
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multicellu
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organism

al 

process; 
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organic 

substance 

metabolic 

process; 

GO:0019
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antigen 

processin

g and 

presentati
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metabolic 

process; 
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antigen 

processin

g and 

presentati

on of 

endogeno

us 
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GO:0019
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antigen 

processin
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623 cell; 
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422 

organelle 

part; 

GO:0043

231 

intracellul

ar 

membran
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bounded 

organelle; 

GO:0043

226 

organelle; 

GO:0044
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GO:0005
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intracellul

ar; 
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membran

e part; 

GO:0044

464 cell 
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binding; 
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catalytic 

activity; 

GO:0005

488 

binding; 
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cation 

binding; 

GO:0046

872 metal 

ion 

binding; 
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peptidase 
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proteolysi
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liposacch
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process; 
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negative 

regulation 

of 

inflamma

tory 

response; 
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699 

single-

organism 

process; 

GO:0044

255 

cellular 

lipid 

metabolic 

process; 

GO:0080

134 

regulation 

of 

response 

to stress; 

GO:0048

519 
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787 

hydrolase 

activity; 

GO:0052

689 

carboxyli

c ester 

hydrolase 

activity; 

GO:0050

528 

acyloxyac

yl 

hydrolase 

activity; 

GO:0003

824 

catalytic 

activity; 

GO:0016

788 

hydrolase 

activity, 

acting on 

ester 

bonds;  
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7; 
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0813
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process; 
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process; 
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process; 
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cellular 

process; 
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348 
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regulation 
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process; 
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process; 
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regulation 

of 

response 

to 
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of 

response 
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process; 
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single-
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process; 

GO:0008

653 

lipopolys

accharide 
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process; 

GO:0050

789 

regulation 

of 
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process; 
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process; 
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regulation 
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regulation 

of 
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regulation 

of 
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ar 

vesicle; 
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intracellul

ar 

organelle; 
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mic 

vesicle; 
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m; 
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vesicle; 
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binding; 
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binding; 
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e binding; 
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cellular 

process; 
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signaling; 
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regulation 
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stimulus; 

GO:0042

325 

regulation 

of 

phosphor

ylation; 

GO:0051

174 

regulation 

of 

phosphor

us 

metabolic 

process; 

GO:0009

888 tissue 

developm

ent; 

GO:0045

937 

positive 

regulation 

of 

phosphate 



 

www.megajournalofcasereports.com 
404 

metabolic 

process; 

GO:0021

510 

spinal 

cord 

developm

ent; 

GO:0080

090 

regulation 

of 

primary 

metabolic 

process; 

GO:0048

592 eye 

morphoge

nesis; 

GO:0044

763 

single-

organism 

cellular 

process; 

GO:0048

522 

positive 

regulation 

of 

cellular 

process; 

GO:0010

862 

positive 

regulation 

of 

pathway-



 

www.megajournalofcasereports.com 
405 

restricted 

SMAD 

protein 

phosphor

ylation; 

GO:0023

052 

signaling; 

GO:0031

323 

regulation 

of 

cellular 

metabolic 

process; 

GO:0032

501 

multicellu
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signal 

transducti
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GTPase 

mediated 

signal 
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extracellu
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extracellu
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binding; 

GO:0015
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sis; 
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sis; 
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sis; 
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n; 

GO:0007

165 

signal 

transducti

on; 

GO:0050

810 

regulation 

of steroid 

biosynthe

tic 

process; 

GO:0032

376 

positive 

regulation 

of 

cholester

ol 

transport; 

GO:0009

893 

positive 

regulation 

of 

metabolic 

process; 

GO:0051

173 
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positive 

regulation 

of 

nitrogen 

compoun

d 

metabolic 

process; 

GO:1900

046 

regulation 

of 

hemostasi

s; 

GO:0042

159 

lipoprotei

n 

catabolic 

process; 

GO:0006

707 

cholester

ol 

catabolic 

process; 

GO:0033

036 

macromol

ecule 

localizati

on; 

GO:0030

808 

regulation 

of 

nucleotid

e 
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biosynthe

tic 

process; 

GO:0006

629 lipid 

metabolic 

process; 

GO:0045

833 

negative 

regulation 

of lipid 

metabolic 

process; 

GO:0051

055 

negative 

regulation 

of lipid 

biosynthe

tic 

process; 

GO:0043

902 

positive 

regulation 

of multi-

organism 

process; 

GO:0030

802 

regulation 

of cyclic 

nucleotid

e 

biosynthe

tic 

process; 
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GO:0045

937 

positive 

regulation 

of 

phosphate 

metabolic 

process; 

GO:0031

326 

regulation 

of 

cellular 

biosynthe

tic 

process; 

GO:0009

636 

response 

to toxic 

substance

; 

GO:0051

098 

regulation 

of 

binding; 

GO:0098

771 

inorganic 

ion 

homeosta

sis; 

GO:2001

138 

regulation 

of 

phospholi
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pid 

transport; 

GO:0001

944 

vasculatu

re 

developm

ent; 

GO:0055

081 anion 

homeosta

sis; 

GO:1900

272 

negative 

regulation 

of long-

term 

synaptic 

potentiati

on; 

GO:0023

052 

signaling; 

GO:1900

221 

regulation 

of beta-

amyloid 

clearance; 

GO:0044

788 

modulatio

n by host 

of viral 

process; 

GO:0010

605 
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negative 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:1903

035 

negative 

regulation 

of 

response 

to 

wounding

; 

GO:0045

664 

regulation 

of neuron 

differenti

ation; 

GO:0060

840 

artery 

developm

ent; 

GO:0001

941 

postsynap

tic 

membran

e 

organizati

on; 

GO:0065

009 

regulation 
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of 

molecular 

function; 

GO:0065

005 

protein-

lipid 

complex 

assembly; 

GO:0044

092 

negative 

regulation 

of 

molecular 

function; 

GO:0050

999 

regulation 

of nitric-

oxide 

synthase 

activity; 

GO:0098

754 

detoxifica

tion; 

GO:0043

549 

regulation 

of kinase 

activity; 

GO:0051

851 

modificat

ion by 

host of 

symbiont 
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morpholo

gy or 

physiolog

y; 

GO:0015

918 sterol 

transport; 

GO:0016

043 

cellular 

compone

nt 

organizati

on; 

GO:0007

263 nitric 

oxide 

mediated 

signal 

transducti

on; 

GO:1902

652 

secondary 

alcohol 

metabolic 

process; 

GO:0060

255 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:1902

992 

negative 
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regulation 

of 

amyloid 

precursor 

protein 

catabolic 

process; 

GO:0032

368 

regulation 

of lipid 

transport; 

GO:0019

058 viral 

life cycle; 

GO:1900

544 

positive 

regulation 

of purine 

nucleotid

e 

metabolic 

process; 

GO:1901

629 

regulation 

of 

presynapt

ic 

membran

e 

organizati

on; 

GO:0034

382 

chylomicr

on 
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remnant 

clearance; 

GO:0071

704 

organic 

substance 

metabolic 

process; 

GO:0097

006 

regulation 

of plasma 

lipoprotei

n particle 

levels; 

GO:0097

114 

NMDA 

glutamate 

receptor 

clustering

; 

GO:1903

002 

positive 

regulation 

of lipid 

transport 

across 

blood 

brain 

barrier; 

GO:0042

592 

homeosta

tic 

process; 

GO:0015
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908 fatty 

acid 

transport; 

GO:0030

154 cell 

differenti

ation; 

GO:0045

862 

positive 

regulation 

of 

proteolysi

s; 

GO:0051

961 

negative 

regulation 

of 

nervous 

system 

developm

ent; 

GO:0043

408 

regulation 

of MAPK 

cascade; 

GO:0055

080 

cation 

homeosta

sis; 

GO:0016

032 viral 

process; 

GO:0008

015 blood 
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circulatio

n; 

GO:0051

235 

maintena

nce of 

location; 

GO:0009

059 

macromol

ecule 

biosynthe

tic 

process; 

GO:1902

950 

regulation 

of 

dendritic 

spine 

maintena

nce; 

GO:0031

348 

negative 

regulation 

of 

defense 

response; 

GO:0045

595 

regulation 

of cell 

differenti

ation; 

GO:0051

000 

positive 
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regulation 

of nitric-

oxide 

synthase 

activity; 

GO:0050

803 

regulation 

of 

synapse 

structure 

or 

activity; 

GO:0097

755 

positive 

regulation 

of blood 

vessel 

diameter; 

GO:0050

878 

regulation 

of body 

fluid 

levels; 

GO:0035

556 

intracellul

ar signal 

transducti

on; 

GO:0051

049 

regulation 

of 

transport; 

GO:0045
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540 

regulation 

of 

cholester

ol 

biosynthe

tic 

process; 

GO:0001

932 

regulation 

of protein 

phosphor

ylation; 

GO:0010

544 

negative 

regulation 

of platelet 

activation

; 

GO:0055

089 fatty 

acid 

homeosta

sis; 

GO:0044

802 

single-

organism 

membran

e 

organizati

on; 

GO:2000

644 

regulation 

of 
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receptor 

catabolic 

process; 

GO:0044

249 

cellular 

biosynthe

tic 

process; 

GO:0042

311 

vasodilati

on; 

GO:0043

085 

positive 

regulation 

of 

catalytic 

activity; 

GO:0043

933 

macromol

ecular 

complex 

subunit 

organizati

on; 

GO:0048

524 

positive 

regulation 

of viral 

process; 

GO:0034

645 

cellular 

macromol
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ecule 

biosynthe

tic 

process; 

GO:0010

894 

negative 

regulation 

of steroid 

biosynthe

tic 

process; 

GO:0032

805 

positive 

regulation 

of low-

density 

lipoprotei

n particle 

receptor 

catabolic 

process; 

GO:0072

578 

neurotran

smitter-

gated ion 

channel 

clustering

; 

GO:0010

563 

negative 

regulation 

of 

phosphor

us 
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549 

metabolic 

process; 

GO:0055

092 sterol 

homeosta

sis; 

GO:0050

727 

regulation 

of 

inflamma

tory 

response; 

GO:0006

706 

steroid 

catabolic 

process; 

GO:0051

248 

negative 

regulation 

of protein 

metabolic 

process; 

GO:0032

373 

positive 

regulation 

of sterol 

transport; 

GO:0009

056 

catabolic 

process; 

GO:0071

840 

cellular 
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compone

nt 

organizati

on or 

biogenesi

s; 

GO:0050

767 

regulation 

of 

neurogen

esis; 

GO:0060

627 

regulation 

of 

vesicle-

mediated 

transport; 

GO:1900

271 

regulation 

of long-

term 

synaptic 

potentiati

on; 

GO:0065

008 

regulation 

of 

biological 

quality; 

GO:0032

270 

positive 

regulation 

of 
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cellular 

protein 

metabolic 

process; 

GO:0010

877 lipid 

transport 

involved 

in lipid 

storage; 

GO:0019

216 

regulation 

of lipid 

metabolic 

process; 

GO:0015

031 

protein 

transport; 

GO:0042

157 

lipoprotei

n 

metabolic 

process; 

GO:0008

285 

negative 

regulation 

of cell 

proliferati

on; 

GO:0050

807 

regulation 

of 

synapse 
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organizati

on; 

GO:0009

605 

response 

to 

external 

stimulus; 

GO:0030

810 

positive 

regulation 

of 

nucleotid

e 

biosynthe

tic 

process; 

GO:0051

240 

positive 

regulation 

of 

multicellu

lar 

organism

al 

process; 

GO:0050

678 

regulation 

of 

epithelial 

cell 

proliferati

on; 

GO:0032

879 
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regulation 

of 

localizati

on; 

GO:0032

102 

negative 

regulation 

of 

response 

to 

external 

stimulus; 

GO:1902

931 

negative 

regulation 

of alcohol 

biosynthe

tic 

process; 

GO:0010

562 

positive 

regulation 

of 

phosphor

us 

metabolic 

process; 

GO:0019

538 

protein 

metabolic 

process; 

GO:0043

170 

macromol
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554 

ecule 

metabolic 

process; 

GO:0008

104 

protein 

localizati

on; 

GO:0051

651 

maintena

nce of 

location 

in cell; 

GO:0044

419 

interspeci

es 

interactio

n 

between 

organism

s; 

GO:0055

088 lipid 

homeosta

sis; 

GO:1903

362 

regulation 

of 

cellular 

protein 

catabolic 

process; 

GO:0051

056 

regulation 
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of small 

GTPase 

mediated 

signal 

transducti

on; 

GO:1900

373 

positive 

regulation 

of purine 

nucleotid

e 

biosynthe

tic 

process; 

GO:0044

765 

single-

organism 

transport; 

GO:0007

399 

nervous 

system 

developm

ent; 

GO:0051

174 

regulation 

of 

phosphor

us 

metabolic 

process; 

GO:0006

869 lipid 

transport; 
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GO:0072

657 

protein 

localizati

on to 

membran

e; 

GO:0010

632 

regulation 

of 

epithelial 

cell 

migration

; 

GO:0031

329 

regulation 

of 

cellular 

catabolic 

process; 

GO:0031

346 

positive 

regulation 

of cell 

projection 

organizati

on; 

GO:0009

894 

regulation 

of 

catabolic 

process; 

GO:0044

281 small 
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molecule 

metabolic 

process; 

GO:0043

269 

regulation 

of ion 

transport; 

GO:0046

942 

carboxyli

c acid 

transport; 

GO:0031

323 

regulation 

of 

cellular 

metabolic 

process; 

GO:2000

146 

negative 

regulation 

of cell 

motility; 

GO:0032

501 

multicellu

lar 

organism

al 

process; 

GO:0051

341 

regulation 

of 

oxidoredu
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ctase 

activity; 

GO:0050

768 

negative 

regulation 

of 

neurogen

esis; 

GO:0034

384 high-

density 

lipoprotei

n particle 

clearance; 

GO:0050

790 

regulation 

of 

catalytic 

activity; 

GO:0044

710 

single-

organism 

metabolic 

process; 

GO:0032

269 

negative 

regulation 

of 

cellular 

protein 

metabolic 

process; 

GO:0010

604 



 

www.megajournalofcasereports.com 
559 

positive 

regulation 

of 

macromol

ecule 

metabolic 

process; 

GO:0060

999 

positive 

regulation 

of 

dendritic 

spine 

developm

ent; 

GO:0003

013 

circulator

y system 

process; 

GO:0051

094 

positive 

regulation 

of 

developm

ental 

process; 

GO:0043

537 

negative 

regulation 

of blood 

vessel 

endotheli

al cell 

migration
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; 

GO:0006

140 

regulation 

of 

nucleotid

e 

metabolic 

process; 

GO:0010

873 

positive 

regulation 

of 

cholester

ol 

esterificat

ion; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0042

127 

regulation 

of cell 

proliferati

on; 

GO:1901

615 

organic 

hydroxy 

compoun

d 

metabolic 

process; 



 

www.megajournalofcasereports.com 
561 

GO:0030

823 

regulation 

of cGMP 

metabolic 

process; 

GO:0031

399 

regulation 

of protein 

modificat

ion 

process; 

GO:0030

193 

regulation 

of blood 

coagulati

on; 

GO:0019

218 

regulation 

of steroid 

metabolic 

process; 

GO:0080

134 

regulation 

of 

response 

to stress; 

GO:0048

523 

negative 

regulation 

of 

cellular 

process; 
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562 

GO:0046

164 

alcohol 

catabolic 

process; 

GO:1902

930 

regulation 

of alcohol 

biosynthe

tic 

process; 

GO:0045

940 

positive 

regulation 

of steroid 

metabolic 

process; 

GO:0016

125 sterol 

metabolic 

process; 

GO:0051

239 

regulation 

of 

multicellu

lar 

organism

al 

process; 

GO:0045

597 

positive 

regulation 

of cell 

differenti
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563 

ation; 

GO:1900

047 

negative 

regulation 

of 

hemostasi

s; 

GO:0050

866 

negative 

regulation 

of cell 

activation

; 

GO:0034

370 

triglyceri

de-rich 

lipoprotei

n particle 

remodelin

g; 

GO:1902

578 

single-

organism 

localizati

on; 

GO:0097

113 

AMPA 

glutamate 

receptor 

clustering

; 

GO:0051

338 
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regulation 

of 

transferas

e activity; 

GO:0051

171 

regulation 

of 

nitrogen 

compoun

d 

metabolic 

process; 

GO:0001

933 

negative 

regulation 

of protein 

phosphor

ylation; 

GO:0090

207 

regulation 

of 

triglyceri

de 

metabolic 

process; 

GO:0006

898 

receptor-

mediated 

endocytos

is; 

GO:0007

275 

multicellu

lar 
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organism 

developm

ent; 

GO:1902

991 

regulation 

of 

amyloid 

precursor 

protein 

catabolic 

process; 

GO:0009

966 

regulation 

of signal 

transducti

on; 

GO:0048

167 

regulation 

of 

synaptic 

plasticity; 

GO:0016

042 lipid 

catabolic 

process; 

GO:0008

203 

cholester

ol 

metabolic 

process; 

GO:1902

531 

regulation 

of 
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intracellul

ar signal 

transducti

on; 

GO:0002

021 

response 

to dietary 

excess; 

GO:0048

731 

system 

developm

ent; 

GO:0016

192 

vesicle-

mediated 

transport; 

GO:0043

900 

regulation 

of multi-

organism 

process; 

GO:0071

702 

organic 

substance 

transport; 

GO:0072

358 

cardiovas

cular 

system 

developm

ent; 

GO:0030
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334 

regulation 

of cell 

migration

; 

GO:0015

914 

phospholi

pid 

transport; 

GO:0030

162 

regulation 

of 

proteolysi

s; 

GO:0044

238 

primary 

metabolic 

process; 

GO:0030

799 

regulation 

of cyclic 

nucleotid

e 

metabolic 

process; 

GO:0009

892 

negative 

regulation 

of 

metabolic 

process; 

GO:0030

828 
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positive 

regulation 

of cGMP 

biosynthe

tic 

process; 

GO:0015

909 long-

chain 

fatty acid 

transport; 

GO:0010

874 

regulation 

of 

cholester

ol efflux; 

GO:0045

184 

establish

ment of 

protein 

localizati

on; 

GO:0043

270 

positive 

regulation 

of ion 

transport; 

GO:0006

641 

triglyceri

de 

metabolic 

process; 

GO:0051

247 
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positive 

regulation 

of protein 

metabolic 

process; 

GO:0010

596 

negative 

regulation 

of 

endotheli

al cell 

migration

; 

GO:0030

111 

regulation 

of Wnt 

signaling 

pathway; 

GO:0006

873 

cellular 

ion 

homeosta

sis; 

GO:0010

976 

positive 

regulation 

of neuron 

projection 

developm

ent; 

GO:0006

811 ion 

transport; 

GO:0061
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024 

membran

e 

organizati

on; 

GO:0043

409 

negative 

regulation 

of MAPK 

cascade; 

GO:0019

915 lipid 

storage; 

GO:0050

769 

positive 

regulation 

of 

neurogen

esis; 

GO:0034

375 high-

density 

lipoprotei

n particle 

remodelin

g; 

GO:0031

328 

positive 

regulation 

of 

cellular 

biosynthe

tic 

process; 

GO:0051
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179 

localizati

on; 

GO:0050

793 

regulation 

of 

developm

ental 

process; 

GO:1905

855 

positive 

regulation 

of 

heparan 

sulfate 

binding; 

GO:0034

367 

macromol

ecular 

complex 

remodelin

g; 

GO:1905

853 

regulation 

of 

heparan 

sulfate 

binding; 

GO:0045

666 

positive 

regulation 

of neuron 

differenti
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ation; 

GO:0072

503 

cellular 

divalent 

inorganic 

cation 

homeosta

sis; 

GO:0033

344 

cholester

ol efflux; 

GO:0044

070 

regulation 

of anion 

transport; 

GO:0051

129 

negative 

regulation 

of 

cellular 

compone

nt 

organizati

on; 

GO:0032

092 

positive 

regulation 

of protein 

binding; 

GO:0090

090 

negative 

regulation 
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of 

canonical 

Wnt 

signaling 

pathway; 

GO:0022

008 

neurogen

esis; 

GO:0051

241 

negative 

regulation 

of 

multicellu

lar 

organism

al 

process; 

GO:0044

764 

multi-

organism 

cellular 

process; 

GO:1903

000 

regulation 

of lipid 

transport 

across 

blood 

brain 

barrier; 

GO:0035

821 

modificat

ion of 
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morpholo

gy or 

physiolog

y of other 

organism; 

GO:0051

234 

establish

ment of 

localizati

on; 

GO:0001

937 

negative 

regulation 

of 

endotheli

al cell 

proliferati

on; 

GO:0051

130 

positive 

regulation 

of 

cellular 

compone

nt 

organizati

on; 

GO:0010

646 

regulation 

of cell 

communi

cation; 

GO:0090

206 



 

www.megajournalofcasereports.com 
575 

negative 

regulation 

of 

cholester

ol 

metabolic 

process; 

GO:0007

154 cell 

communi

cation; 

GO:0071

901 

negative 

regulation 

of protein 

serine/thr

eonine 

kinase 

activity; 

GO:0022

607 

cellular 

compone

nt 

assembly; 

GO:0033

673 

negative 

regulation 

of kinase 

activity; 

GO:0006

979 

response 

to 

oxidative 

stress; 
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GO:1901

361 

organic 

cyclic 

compoun

d 

catabolic 

process; 

GO:0048

514 blood 

vessel 

morphoge

nesis; 

GO:0045

596 

negative 

regulation 

of cell 

differenti

ation; 

GO:0010

720 

positive 

regulation 

of cell 

developm

ent; 

GO:0042

158 

lipoprotei

n 

biosynthe

tic 

process; 

GO:0043

691 

reverse 

cholester
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ol 

transport; 

GO:0097

688 

glutamate 

receptor 

clustering

; 

GO:0071

827 

plasma 

lipoprotei

n particle 

organizati

on; 

GO:0032

502 

developm

ental 

process; 

GO:0010

468 

regulation 

of gene 

expressio

n; 

GO:0030

178 

negative 

regulation 

of Wnt 

signaling 

pathway; 

GO:0050

801 ion 

homeosta

sis; 

GO:0060
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998 

regulation 

of 

dendritic 

spine 

developm

ent; 

GO:0055

074 

calcium 

ion 

homeosta

sis; 

GO:0051

962 

positive 

regulation 

of 

nervous 

system 

developm

ent; 

GO:1901

360 

organic 

cyclic 

compoun

d 

metabolic 

process; 

GO:0048

522 

positive 

regulation 

of 

cellular 

process; 

GO:0019
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725 

cellular 

homeosta

sis; 

GO:0051

348 

negative 

regulation 

of 

transferas

e activity; 

GO:1901

628 

positive 

regulation 

of 

postsynap

tic 

membran

e 

organizati

on; 

GO:1902

994 

regulation 

of 

phospholi

pid 

efflux; 

GO:0032

374 

regulation 

of 

cholester

ol 

transport; 

GO:0051

050 
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positive 

regulation 

of 

transport; 

GO:0045

939 

negative 

regulation 

of steroid 

metabolic 

process; 

GO:0015

748 

organoph

osphate 

ester 

transport; 

GO:0050

865 

regulation 

of cell 

activation

; 

GO:0042

221 

response 

to 

chemical; 

GO:0050

789 

regulation 

of 

biological 

process; 

GO:0032

268 

regulation 

of 
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cellular 

protein 

metabolic 

process; 

GO:1900

371 

regulation 

of purine 

nucleotid

e 

biosynthe

tic 

process; 

GO:0006

469 

negative 

regulation 

of protein 

kinase 

activity; 

GO:0019

222 

regulation 

of 

metabolic 

process; 

GO:0019

220 

regulation 

of 

phosphate 

metabolic 

process; 

GO:0030

804 

positive 

regulation 

of cyclic 



 

www.megajournalofcasereports.com 
582 

nucleotid

e 

biosynthe

tic 

process; 

GO:0050

680 

negative 

regulation 

of 

epithelial 

cell 

proliferati

on; 

GO:0072

507 

divalent 

inorganic 

cation 

homeosta

sis; 

GO:0048

856 

anatomic

al 

structure 

developm

ent; 

GO:2000

026 

regulation 

of 

multicellu

lar 

organism

al 

developm

ent; 



 

www.megajournalofcasereports.com 
583 

GO:0051

271 

negative 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:0045

859 

regulation 

of protein 

kinase 

activity; 

GO:0034

374 low-

density 

lipoprotei

n particle 

remodelin

g; 

GO:0019

068 

virion 

assembly; 

GO:0043

903 

regulation 

of 

symbiosis

, 

encompas

sing 

mutualis

m 

through 



 

www.megajournalofcasereports.com 
584 

parasitis

m; 

GO:0045

807 

positive 

regulation 

of 

endocytos

is; 

GO:0043

405 

regulation 

of MAP 

kinase 

activity; 

GO:0019

219 

regulation 

of 

nucleobas

e-

containin

g 

compoun

d 

metabolic 

process; 

GO:0030

003 

cellular 

cation 

homeosta

sis; 

GO:0046

578 

regulation 

of Ras 

protein 



 

www.megajournalofcasereports.com 
585 

signal 

transducti

on; 

GO:0031

344 

regulation 

of cell 

projection 

organizati

on; 

GO:0031

324 

negative 

regulation 

of 

cellular 

metabolic 

process; 

GO:0050

896 

response 

to 

stimulus; 

GO:0055

082 

cellular 

chemical 

homeosta

sis; 

GO:0009

991 

response 

to 

extracellu

lar 

stimulus; 

GO:0043

393 



 

www.megajournalofcasereports.com 
586 

regulation 

of protein 

binding; 

GO:1901

616 

organic 

hydroxy 

compoun

d 

catabolic 

process; 

GO:0051

044 

positive 

regulation 

of 

membran

e protein 

ectodoma

in 

proteolysi

s; 

GO:0042

326 

negative 

regulation 

of 

phosphor

ylation; 

GO:0032

770 

positive 

regulation 

of 

monooxy

genase 

activity; 

GO:0016



 

www.megajournalofcasereports.com 
587 

127 sterol 

catabolic 

process; 

GO:1905

890 

regulation 

of 

cellular 

response 

to very-

low-

density 

lipoprotei

n particle 

stimulus; 

GO:0009

987 

cellular 

process; 

GO:1901

214 

regulation 

of neuron 

death; 

GO:0010

875 

positive 

regulation 

of 

cholester

ol efflux; 

GO:0019

935 

cyclic-

nucleotid

e-

mediated 

signaling; 



 

www.megajournalofcasereports.com 
588 

GO:1902

003 

regulation 

of beta-

amyloid 

formation

; 

GO:0003

008 

system 

process; 

GO:1902

952 

positive 

regulation 

of 

dendritic 

spine 

maintena

nce; 

GO:0044

712 

single-

organism 

catabolic 

process; 

GO:0050

792 

regulation 

of viral 

process; 

GO:0044

282 small 

molecule 

catabolic 

process; 

GO:0048

585 



 

www.megajournalofcasereports.com 
589 

negative 

regulation 

of 

response 

to 

stimulus; 

GO:0042

632 

cholester

ol 

homeosta

sis; 

GO:0006

897 

endocytos

is; 

GO:0032

803 

regulation 

of low-

density 

lipoprotei

n particle 

receptor 

catabolic 

process; 

GO:0061

045 

negative 

regulation 

of wound 

healing; 

GO:0048

518 

positive 

regulation 

of 

biological 



 

www.megajournalofcasereports.com 
590 

process; 

GO:0045

834 

positive 

regulation 

of lipid 

metabolic 

process; 

GO:0051

641 

cellular 

localizati

on; 

GO:1900

542 

regulation 

of purine 

nucleotid

e 

metabolic 

process; 

GO:0050

818 

regulation 

of 

coagulati

on; 

GO:0006

820 anion 

transport; 

GO:1902

995 

positive 

regulation 

of 

phospholi

pid 

efflux; 



 

www.megajournalofcasereports.com 
591 

GO:0015

711 

organic 

anion 

transport; 

GO:0070

727 

cellular 

macromol

ecule 

localizati

on; 

GO:0055

090 

acylglyce

rol 

homeosta

sis; 

GO:0034

380 high-

density 

lipoprotei

n particle 

assembly; 

GO:0051

246 

regulation 

of protein 

metabolic 

process; 

GO:0044

767 

single-

organism 

developm

ental 

process; 

GO:0009



 

www.megajournalofcasereports.com 
592 

057 

macromol

ecule 

catabolic 

process; 

GO:0032

370 

positive 

regulation 

of lipid 

transport; 

GO:0090

066 

regulation 

of 

anatomic

al 

structure 

size; 

GO:1905

809 

negative 

regulation 

of 

synapse 

organizati

on; 

GO:0050

773 

regulation 

of 

dendrite 

developm

ent; 

GO:0045

935 

positive 

regulation 



 

www.megajournalofcasereports.com 
593 

of 

nucleobas

e-

containin

g 

compoun

d 

metabolic 

process; 

GO:0006

875 

cellular 

metal ion 

homeosta

sis; 

GO:0090

209 

negative 

regulation 

of 

triglyceri

de 

metabolic 

process; 

GO:0031

667 

response 

to 

nutrient 

levels; 

GO:0045

732 

positive 

regulation 

of protein 

catabolic 

process; 

GO:0051



 

www.megajournalofcasereports.com 
594 

128 

regulation 

of 

cellular 

compone

nt 

organizati

on; 

GO:0034

447 very-

low-

density 

lipoprotei

n particle 

clearance; 

GO:0034

368 

protein-

lipid 

complex 

remodelin

g; 

GO:0040

012 

regulation 

of 

locomotio

n; 

GO:1903

793 

positive 

regulation 

of anion 

transport; 

GO:0071

830 

triglyceri

de-rich 



 

www.megajournalofcasereports.com 
595 

lipoprotei

n particle 

clearance; 

GO:0065

007 

biological 

regulation

;  

F1R

LB6 

A

l

p

h

a

-

s

o

l

u

b

l

e

 

N

S

F

 

a

t

t

a

c

h

m

e

n

t

 

p

1

.

3

4

6 

U

p 

0

.

0

1

1

1

1

6

1 

N

A

P

A 

3

3

.

2

9

1 

0

.

8

9

1 

0

.

7

6

9 

0

.

8

4 

1

.

0

1

3 

1

.

1

5

6 

1

.

1

9

7 

1.

3

4 

1.

6

6

8 

1

.

6

0

3 

1

.

0

3

4 

0.

9

4

9 

1.

0

4 

cytoplasm 

GO:0044

700 

single 

organism 

signaling; 

GO:0060

627 

regulation 

of 

vesicle-

mediated 

transport; 

GO:0001

505 

regulation 

of 

neurotran

smitter 

levels; 

GO:0065

008 

regulation 

of 

biological 

quality; 

GO:0007

420 brain 

developm

ent; 

GO:0048

GO:0043

229 

intracellul

ar 

organelle; 

GO:0016

020 

membran

e; 

GO:0044

421 

extracellu

lar region 

part; 

GO:0098

588 

bounding 

membran

e of 

organelle; 

GO:0031

090 

organelle 

membran

e; 

GO:0098

796 

membran

e protein 

complex; 

GO:0000

149 

SNARE 

binding; 

GO:0005

515 

protein 

binding; 

GO:0005

483 

soluble 

NSF 

attachme

nt protein 

activity; 

GO:0019

905 

syntaxin 

binding; 

GO:0005

488 

binding;  

K15296     

IPR0

1199

0;  

Tetratric

opeptide

-like 

helical 

domain;  



 

www.megajournalofcasereports.com 
596 

r

o

t

e

i

n

 

O

S

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

N

A

P

A 

869 

cellular 

developm

ental 

process; 

GO:0023

051 

regulation 

of 

signaling; 

GO:0022

008 

neurogen

esis; 

GO:0051

046 

regulation 

of 

secretion; 

GO:0044

699 

single-

organism 

process; 

GO:0007

270 

neuron-

neuron 

synaptic 

transmissi

on; 

GO:0015

031 

protein 

transport; 

GO:0043

241 

protein 

GO:0044

446 

intracellul

ar 

organelle 

part; 

GO:0031

982 

vesicle; 

GO:0005

737 

cytoplas

m; 

GO:0070

044 

synaptobr

evin 2-

SNAP-

25-

syntaxin-

1a 

complex; 

GO:0032

991 

macromol

ecular 

complex; 

GO:0044

424 

intracellul

ar part; 

GO:0005

623 cell; 

GO:0005

576 

extracellu

lar 

region; 



 

www.megajournalofcasereports.com 
597 

complex 

disassem

bly; 

GO:0051

234 

establish

ment of 

localizati

on; 

GO:0008

105 

asymmetr

ic protein 

localizati

on; 

GO:0051

649 

establish

ment of 

localizati

on in cell; 

GO:0010

646 

regulation 

of cell 

communi

cation; 

GO:0007

154 cell 

communi

cation; 

GO:0032

879 

regulation 

of 

localizati

on; 

GO:0060

GO:0044

422 

organelle 

part; 

GO:0043

231 

intracellul

ar 

membran

e-

bounded 

organelle; 

GO:0043

226 

organelle; 

GO:0070

062 

extracellu

lar 

exosome; 

GO:0043

209 

myelin 

sheath; 

GO:0044

425 

membran

e part; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

part; 

GO:0044

437 

vacuolar 



 

www.megajournalofcasereports.com 
598 

322 head 

developm

ent; 

GO:0098

916 

anterogra

de trans-

synaptic 

signaling; 

GO:0033

036 

macromol

ecule 

localizati

on; 

GO:0008

104 

protein 

localizati

on; 

GO:0007

399 

nervous 

system 

developm

ent; 

GO:0032

502 

developm

ental 

process; 

GO:0071

822 

protein 

complex 

subunit 

organizati

on; 

part; 

GO:0098

805 

whole 

membran

e; 

GO:1903

561 

extracellu

lar 

vesicle; 

GO:0005

773 

vacuole; 

GO:0005

774 

vacuolar 

membran

e; 

GO:0043

227 

membran

e-

bounded 

organelle; 

GO:0043

234 

protein 

complex; 

GO:0031

201 

SNARE 

complex; 

GO:0043

230 

extracellu

lar 

organelle; 



 

www.megajournalofcasereports.com 
599 

GO:0048

699 

generatio

n of 

neurons; 

GO:0045

176 

apical 

protein 

localizati

on; 

GO:0044

763 

single-

organism 

cellular 

process; 

GO:0061

025 

membran

e fusion; 

GO:0032

386 

regulation 

of 

intracellul

ar 

transport; 

GO:0023

052 

signaling; 

GO:1903

530 

regulation 

of 

secretion 

by cell; 

GO:0046

GO:0044

444 

cytoplas

mic part;  



 

www.megajournalofcasereports.com 
600 

928 

regulation 

of 

neurotran

smitter 

secretion; 

GO:0032

501 

multicellu

lar 

organism

al 

process; 

GO:1902

803 

regulation 

of 

synaptic 

vesicle 

transport; 

GO:0006

810 

transport; 

GO:0048

513 

animal 

organ 

developm

ent; 

GO:0043

254 

regulation 

of protein 

complex 

assembly; 

GO:0050

789 

regulation 



 

www.megajournalofcasereports.com 
601 

of 

biological 

process; 

GO:0007

267 cell-

cell 

signaling; 

GO:0007

417 

central 

nervous 

system 

developm

ent; 

GO:0048

856 

anatomic

al 

structure 

developm

ent; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0046

907 

intracellul

ar 

transport; 

GO:0016

043 

cellular 

compone

nt 

organizati



 

www.megajournalofcasereports.com 
602 

on; 

GO:0044

707 

single-

multicellu

lar 

organism 

process; 

GO:0035

494 

SNARE 

complex 

disassem

bly; 

GO:0017

157 

regulation 

of 

exocytosi

s; 

GO:0044

087 

regulation 

of 

cellular 

compone

nt 

biogenesi

s; 

GO:0010

807 

regulation 

of 

synaptic 

vesicle 

priming; 

GO:0060

341 



 

www.megajournalofcasereports.com 
603 

regulation 

of 

cellular 

localizati

on; 

GO:2000

300 

regulation 

of 

synaptic 

vesicle 

exocytosi

s; 

GO:0030

154 cell 

differenti

ation; 

GO:0006

886 

intracellul

ar protein 

transport; 

GO:0099

537 trans-

synaptic 

signaling; 

GO:0043

624 

cellular 

protein 

complex 

disassem

bly; 

GO:0035

249 

synaptic 

transmissi

on, 



 

www.megajournalofcasereports.com 
604 

glutamate

rgic; 

GO:0007

275 

multicellu

lar 

organism 

developm

ent; 

GO:0034

613 

cellular 

protein 

localizati

on; 

GO:0051

588 

regulation 

of 

neurotran

smitter 

transport; 

GO:0009

987 

cellular 

process; 

GO:0048

731 

system 

developm

ent; 

GO:0051

049 

regulation 

of 

transport; 

GO:0016

192 



 

www.megajournalofcasereports.com 
605 

vesicle-

mediated 

transport; 

GO:0050

804 

modulatio

n of 

synaptic 

transmissi

on; 

GO:0032

984 

macromol

ecular 

complex 

disassem

bly; 

GO:0071

702 

organic 

substance 

transport; 

GO:1903

305 

regulation 

of 

regulated 

secretory 

pathway; 

GO:0051

641 

cellular 

localizati

on; 

GO:0043

933 

macromol

ecular 



 

www.megajournalofcasereports.com 
606 

complex 

subunit 

organizati

on; 

GO:0045

184 

establish

ment of 

protein 

localizati

on; 

GO:0030

182 

neuron 

differenti

ation; 

GO:0070

727 

cellular 

macromol

ecule 

localizati

on; 

GO:0099

536 

synaptic 

signaling; 

GO:0044

767 

single-

organism 

developm

ental 

process; 

GO:0061

024 

membran

e 



 

www.megajournalofcasereports.com 
607 

organizati

on; 

GO:0022

411 

cellular 

compone

nt 

disassem

bly; 

GO:0051

128 

regulation 

of 

cellular 

compone

nt 

organizati

on; 

GO:0007

268 

chemical 

synaptic 

transmissi

on; 

GO:0051

179 

localizati

on; 

GO:0017

158 

regulation 

of 

calcium 

ion-

dependen

t 

exocytosi

s; 



 

www.megajournalofcasereports.com 
608 

GO:0071

840 

cellular 

compone

nt 

organizati

on or 

biogenesi

s; 

GO:0065

007 

biological 

regulation

;  

A0A

287

BG

E4 

C

h

r

o

m

o

s

o

m

e

 

1

1

 

o

p

e

n

 

r

e

a

d

i

1

.

5

7

7 

U

p 

0

.

0

2

8

2

3

5 

C

11

or

f9

7 

1

3

.

8

7

5 

0

.

2

2

1 

0

.

1

8

7 

0

.

2

4

4 

0

.

4

1

8 

0

.

3

1

9 

0

.

2

9

1 

2.

8

2

7 

2.

2

1

5 

2

.

3

9

6 

1

.

8

6

7 

2.

1

8

3 

2.

5

3

9 

cytoplasm                 



 

www.megajournalofcasereports.com 
609 

n

g

 

f

r

a

m

e

 

9

7

 

O

S

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

C



 

www.megajournalofcasereports.com 
610 

1

1

o

r

f

9

7 

A0A

287

AY7

5 

G

o

l

g

i

 

m

e

m

b

r

a

n

e

 

p

r

o

t

e

i

n

 

1

 

O

S

=

S

u

s

1

.

4

5

5 

U

p 

0

.

0

0

1

9

2

3

1 

G

O

L

M

1 

4

4

.

2

0

9 

1

.

0

4

1 

1

.

0

4

8 

  

1

.

5

4

4 

1

.

4

9

5 

  

0.

9

8

2 

0.

8

1

7 

  

0

.

8

5

8 

0.

7

1

5 

  

extracellula

r 
                



 

www.megajournalofcasereports.com 
611 

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

G

O

L

M

1 

F1R

W75 

D

e

s

m

o

p

l

a

k

i

n

 

O

S

0

.

4

3

4 

D

o

w

n 

0

.

0

3

0

4

4

4 

D

SP 

3

3

1

.

6

1 

  

2

.

0

1

7 

2

.

0

2 

  

0

.

9

1

2 

0

.

8

4

2 

  

0.

4

0

3 

0

.

3

1

6 

  

1.

0

7

1 

0.

9

3

1 

nucleus 

GO:0044

700 

single 

organism 

signaling; 

GO:0045

109 

intermedi

ate 

filament 

organizati

on; 

GO:0065

008 

GO:0016

323 

basolatera

l plasma 

membran

e; 

GO:0016

020 

membran

e; 

GO:0044

421 

extracellu

lar region 

GO:0097

159 

organic 

cyclic 

compoun

d 

binding; 

GO:1901

363 

heterocyc

lic 

compoun

d 

binding; 

K10381         



 

www.megajournalofcasereports.com 
612 

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

N

=

D

S

P 

regulation 

of 

biological 

quality; 

GO:0086

069 

bundle of 

His cell 

to 

Purkinje 

myocyte 

communi

cation; 

GO:0071

896 

protein 

localizati

on to 

adherens 

junction; 

GO:0060

415 

muscle 

tissue 

morphoge

nesis; 

GO:0048

869 

cellular 

developm

ental 

process; 

GO:0045

216 cell-

cell 

junction 

organizati

on; 

part; 

GO:0044

291 cell-

cell 

contact 

zone; 

GO:0030

054 cell 

junction; 

GO:0071

944 cell 

periphery

; 

GO:0031

982 

vesicle; 

GO:0099

512 

supramol

ecular 

fiber; 

GO:0044

424 

intracellul

ar part; 

GO:0099

080 

supramol

ecular 

complex; 

GO:0005

911 cell-

cell 

junction; 

GO:0005

623 cell; 

GO:0044

422 

GO:0050

839 cell 

adhesion 

molecule 

binding; 

GO:0003

723 RNA 

binding; 

GO:0030

674 

protein 

binding, 

bridging; 

GO:0005

488 

binding; 

GO:0019

901 

protein 

kinase 

binding; 

GO:0003

676 

nucleic 

acid 

binding; 

GO:0097

110 

scaffold 

protein 

binding; 

GO:0005

080 

protein 

kinase C 

binding; 

GO:0060

090 



 

www.megajournalofcasereports.com 
613 

GO:0044

699 

single-

organism 

process; 

GO:0034

113 

heterotypi

c cell-cell 

adhesion; 

GO:0044

237 

cellular 

metabolic 

process; 

GO:0098

901 

regulation 

of cardiac 

muscle 

cell 

action 

potential; 

GO:0022

610 

biological 

adhesion; 

GO:0086

073 

bundle of 

His cell-

Purkinje 

myocyte 

adhesion 

involved 

in cell 

communi

cation; 

organelle 

part; 

GO:0014

704 

intercalat

ed disc; 

GO:0043

228 non-

membran

e-

bounded 

organelle; 

GO:0005

856 

cytoskelet

on; 

GO:0070

062 

extracellu

lar 

exosome; 

GO:0098

590 

plasma 

membran

e region; 

GO:0005

622 

intracellul

ar; 

GO:0044

464 cell 

part; 

GO:0044

425 

membran

e part; 

GO:1903

binding, 

bridging; 

GO:0005

515 

protein 

binding; 

GO:0019

900 

kinase 

binding; 

GO:0005

198 

structural 

molecule 

activity; 

GO:0019

899 

enzyme 

binding;  



 

www.megajournalofcasereports.com 
614 

GO:0061

337 

cardiac 

conductio

n; 

GO:0009

913 

epidermal 

cell 

differenti

ation; 

GO:0016

337 

single 

organism

al cell-

cell 

adhesion; 

GO:0048

729 tissue 

morphoge

nesis; 

GO:0008

152 

metabolic 

process; 

GO:0007

507 heart 

developm

ent; 

GO:0098

900 

regulation 

of action 

potential; 

GO:0007

154 cell 

communi

561 

extracellu

lar 

vesicle; 

GO:0043

227 

membran

e-

bounded 

organelle; 

GO:0043

229 

intracellul

ar 

organelle; 

GO:0099

513 

polymeric 

cytoskelet

al fiber; 

GO:0043

232 

intracellul

ar non-

membran

e-

bounded 

organelle; 

GO:0044

430 

cytoskelet

al part; 

GO:0044

446 

intracellul

ar 

organelle 

part; 



 

www.megajournalofcasereports.com 
615 

cation; 

GO:0055

117 

regulation 

of cardiac 

muscle 

contractio

n; 

GO:0032

879 

regulation 

of 

localizati

on; 

GO:0003

208 

cardiac 

ventricle 

morphoge

nesis; 

GO:1903

115 

regulation 

of actin 

filament-

based 

movemen

t; 

GO:0034

332 

adherens 

junction 

organizati

on; 

GO:0007

155 cell 

adhesion; 

GO:0008

GO:0070

161 

anchoring 

junction; 

GO:0005

576 

extracellu

lar 

region; 

GO:0099

081 

supramol

ecular 

polymer; 

GO:0005

886 

plasma 

membran

e; 

GO:0030

057 

desmoso

me; 

GO:0043

226 

organelle; 

GO:0031

012 

extracellu

lar 

matrix; 

GO:0043

231 

intracellul

ar 

membran

e-

bounded 



 

www.megajournalofcasereports.com 
616 

544 

epidermis 

developm

ent; 

GO:0044

057 

regulation 

of system 

process; 

GO:0019

538 

protein 

metabolic 

process; 

GO:0043

170 

macromol

ecule 

metabolic 

process; 

GO:0033

036 

macromol

ecule 

localizati

on; 

GO:0008

104 

protein 

localizati

on; 

GO:0032

502 

developm

ental 

process; 

GO:0060

429 

organelle; 

GO:0005

634 

nucleus; 

GO:0044

459 

plasma 

membran

e part; 

GO:0045

111 

intermedi

ate 

filament 

cytoskelet

on; 

GO:0001

533 

cornified 

envelope; 

GO:0005

882 

intermedi

ate 

filament; 

GO:0043

230 

extracellu

lar 

organelle;  



 

www.megajournalofcasereports.com 
617 

epitheliu

m 

developm

ent; 

GO:0043

588 skin 

developm

ent; 

GO:0098

911 

regulation 

of 

ventricula

r cardiac 

muscle 

cell 

action 

potential; 

GO:0030

216 

keratinoc

yte 

differenti

ation; 

GO:0009

888 tissue 

developm

ent; 

GO:0002

934 

desmoso

me 

organizati

on; 

GO:0060

537 

muscle 

tissue 



 

www.megajournalofcasereports.com 
618 

developm

ent; 

GO:0003

007 heart 

morphoge

nesis; 

GO:0055

008 

cardiac 

muscle 

tissue 

morphoge

nesis; 

GO:0098

609 cell-

cell 

adhesion; 

GO:0035

637 

multicellu

lar 

organism

al 

signaling; 

GO:0044

763 

single-

organism 

cellular 

process; 

GO:0090

257 

regulation 

of muscle 

system 

process; 

GO:0023

052 



 

www.megajournalofcasereports.com 
619 

signaling; 

GO:0032

501 

multicellu

lar 

organism

al 

process; 

GO:0006

942 

regulation 

of striated 

muscle 

contractio

n; 

GO:0042

391 

regulation 

of 

membran

e 

potential; 

GO:1902

589 

single-

organism 

organelle 

organizati

on; 

GO:0048

513 

animal 

organ 

developm

ent; 

GO:0003

229 

ventricula



 

www.megajournalofcasereports.com 
620 

r cardiac 

muscle 

tissue 

developm

ent; 

GO:0050

789 

regulation 

of 

biological 

process; 

GO:0007

517 

muscle 

organ 

developm

ent; 

GO:0098

602 

single 

organism 

cell 

adhesion; 

GO:0048

644 

muscle 

organ 

morphoge

nesis; 

GO:0044

260 

cellular 

macromol

ecule 

metabolic 

process; 

GO:0009

887 



 

www.megajournalofcasereports.com 
621 

animal 

organ 

morphoge

nesis; 

GO:0006

464 

cellular 

protein 

modificat

ion 

process; 

GO:0036

211 

protein 

modificat

ion 

process; 

GO:0048

856 

anatomic

al 

structure 

developm

ent; 

GO:0097

435 

supramol

ecular 

fiber 

organizati

on; 

GO:0030

855 

epithelial 

cell 

differenti

ation; 

GO:0072



 

www.megajournalofcasereports.com 
622 

359 

circulator

y system 

developm

ent; 

GO:0014

706 

striated 

muscle 

tissue 

developm

ent; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0016

043 

cellular 

compone

nt 

organizati

on; 

GO:0044

707 

single-

multicellu

lar 

organism 

process; 

GO:0048

738 

cardiac 

muscle 

tissue 

developm



 

www.megajournalofcasereports.com 
623 

ent; 

GO:1903

522 

regulation 

of blood 

circulatio

n; 

GO:0044

267 

cellular 

protein 

metabolic 

process; 

GO:0018

149 

peptide 

cross-

linking; 

GO:0086

042 

cardiac 

muscle 

cell-

cardiac 

muscle 

cell 

adhesion; 

GO:0008

016 

regulation 

of heart 

contractio

n; 

GO:0003

223 

ventricula

r compact 

myocardi



 

www.megajournalofcasereports.com 
624 

um 

morphoge

nesis; 

GO:0034

109 

homotypi

c cell-cell 

adhesion; 

GO:0086

004 

regulation 

of cardiac 

muscle 

cell 

contractio

n; 

GO:0051

239 

regulation 

of 

multicellu

lar 

organism

al 

process; 

GO:0071

704 

organic 

substance 

metabolic 

process; 

GO:0009

653 

anatomic

al 

structure 

morphoge

nesis; 



 

www.megajournalofcasereports.com 
625 

GO:0030

154 cell 

differenti

ation; 

GO:0086

091 

regulation 

of heart 

rate by 

cardiac 

conductio

n; 

GO:0055

010 

ventricula

r cardiac 

muscle 

tissue 

morphoge

nesis; 

GO:0061

061 

muscle 

structure 

developm

ent; 

GO:0007

275 

multicellu

lar 

organism 

developm

ent; 

GO:0007

010 

cytoskelet

on 

organizati



 

www.megajournalofcasereports.com 
626 

on; 

GO:0003

231 

cardiac 

ventricle 

developm

ent; 

GO:0009

987 

cellular 

process; 

GO:0045

104 

intermedi

ate 

filament 

cytoskelet

on 

organizati

on; 

GO:0051

270 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:0048

731 

system 

developm

ent; 

GO:0045

103 

intermedi

ate 



 

www.megajournalofcasereports.com 
627 

filament-

based 

process; 

GO:0006

937 

regulation 

of muscle 

contractio

n; 

GO:0032

970 

regulation 

of actin 

filament-

based 

process; 

GO:0003

206 

cardiac 

chamber 

morphoge

nesis; 

GO:0044

238 

primary 

metabolic 

process; 

GO:0003

205 

cardiac 

chamber 

developm

ent; 

GO:0034

330 cell 

junction 

organizati

on; 



 

www.megajournalofcasereports.com 
628 

GO:0006

996 

organelle 

organizati

on; 

GO:0044

767 

single-

organism 

developm

ental 

process; 

GO:0002

027 

regulation 

of heart 

rate; 

GO:1902

414 

protein 

localizati

on to cell 

junction; 

GO:0043

412 

macromol

ecule 

modificat

ion; 

GO:0051

179 

localizati

on; 

GO:0086

065 cell 

communi

cation 

involved 



 

www.megajournalofcasereports.com 
629 

in cardiac 

conductio

n; 

GO:0065

007 

biological 

regulation

; 

GO:0071

840 

cellular 

compone

nt 

organizati

on or 

biogenesi

s;  

I3LI

L4 

M

y

o

s

i

n

 

I

C

 

O

S

=

S

u

s

 

s

c

r

o

0

.

8

0

5 

D

o

w

n 

0

.

0

1

4

1

5

5

2 

M

Y

O

1

C 

1

1

9

.

9

9 

1

.

0

4

3 

0

.

9

5

3 

1

.

1

1

7 

0

.

8

7

5 

0

.

8

2

1 

0

.

8

1 

0.

9

5

1 

1.

0

6

2 

0

.

9

9

1 

1

.

0

9

9 

0.

5

3

6 

0.

7

2

5 

cytoplasm 

GO:0044

700 

single 

organism 

signaling; 

GO:0030

335 

positive 

regulation 

of cell 

migration

; 

GO:0007

166 cell 

surface 

receptor 

signaling 

pathway; 

GO:1903

533 

regulation 

GO:0016

323 

basolatera

l plasma 

membran

e; 

GO:0016

020 

membran

e; 

GO:0044

421 

extracellu

lar region 

part; 

GO:0098

862 

cluster of 

actin-

based cell 

projection

GO:0003

774 

motor 

activity; 

GO:1901

265 

nucleosid

e 

phosphate 

binding; 

GO:0005

102 

receptor 

binding; 

GO:0016

817 

hydrolase 

activity, 

acting on 

acid 

anhydride

K10356     

IPR0

1092

6; 

IPR0

2741

7; 

IPR0

0160

9;  

Class I 

myosin 

tail 

homolog

y 

domain; 

P-loop 

containi

ng 

nucleosi

de 

triphosp

hate 

hydrolas

e; 

Myosin 

head, 

motor 

domain;  



 

www.megajournalofcasereports.com 
630 

f

a

 

O

X

=

9

8

2

3

 

G

N

=

M

Y

O

1

C 

of protein 

targeting; 

GO:0040

017 

positive 

regulation 

of 

locomotio

n; 

GO:0023

051 

regulation 

of 

signaling; 

GO:0044

699 

single-

organism 

process; 

GO:0071

363 

cellular 

response 

to growth 

factor 

stimulus; 

GO:0015

031 

protein 

transport; 

GO:0051

234 

establish

ment of 

localizati

on; 

GO:0006

605 

s; 

GO:0005

903 brush 

border; 

GO:0098

857 

membran

e 

microdo

main; 

GO:0071

944 cell 

periphery

; 

GO:0031

982 

vesicle; 

GO:0005

737 

cytoplas

m; 

GO:0032

991 

macromol

ecular 

complex; 

GO:0099

512 

supramol

ecular 

fiber; 

GO:0044

424 

intracellul

ar part; 

GO:0099

080 

supramol

s; 

GO:0005

515 

protein 

binding; 

GO:0016

787 

hydrolase 

activity; 

GO:0017

160 Ral 

GTPase 

binding; 

GO:0097

159 

organic 

cyclic 

compoun

d 

binding; 

GO:1901

363 

heterocyc

lic 

compoun

d 

binding; 

GO:0008

092 

cytoskelet

al protein 

binding; 

GO:0016

462 

pyrophos

phatase 

activity; 

GO:0017



 

www.megajournalofcasereports.com 
631 

protein 

targeting; 

GO:0006

612 

protein 

targeting 

to 

membran

e; 

GO:0007

165 

signal 

transducti

on; 

GO:0010

646 

regulation 

of cell 

communi

cation; 

GO:0051

649 

establish

ment of 

localizati

on in cell; 

GO:0007

154 cell 

communi

cation; 

GO:0032

879 

regulation 

of 

localizati

on; 

GO:0070

848 

ecular 

complex; 

GO:0098

858 actin-

based cell 

projection

; 

GO:0016

604 

nuclear 

body; 

GO:0005

623 cell; 

GO:0044

422 

organelle 

part; 

GO:0043

228 non-

membran

e-

bounded 

organelle; 

GO:0070

062 

extracellu

lar 

exosome; 

GO:0005

856 

cytoskelet

on; 

GO:0031

974 

membran

e-

enclosed 

lumen; 

016 Ras 

GTPase 

binding; 

GO:0003

824 

catalytic 

activity; 

GO:0032

553 

ribonucle

otide 

binding; 

GO:0005

488 

binding; 

GO:0032

550 

purine 

ribonucle

oside 

binding; 

GO:0008

022 

protein 

C-

terminus 

binding; 

GO:0043

168 anion 

binding; 

GO:0032

559 

adenyl 

ribonucle

otide 

binding; 

GO:0030

554 



 

www.megajournalofcasereports.com 
632 

response 

to growth 

factor; 

GO:0008

104 

protein 

localizati

on; 

GO:0033

036 

macromol

ecule 

localizati

on; 

GO:0090

314 

positive 

regulation 

of protein 

targeting 

to 

membran

e; 

GO:0007

167 

enzyme 

linked 

receptor 

protein 

signaling 

pathway; 

GO:0070

887 

cellular 

response 

to 

chemical 

stimulus; 

GO:0005

654 

nucleopla

sm; 

GO:0098

590 

plasma 

membran

e region; 

GO:0070

013 

intracellul

ar 

organelle 

lumen; 

GO:0044

425 

membran

e part; 

GO:0044

464 cell 

part; 

GO:0005

622 

intracellul

ar; 

GO:0098

805 

whole 

membran

e; 

GO:0098

589 

membran

e region; 

GO:1903

561 

extracellu

adenyl 

nucleotid

e binding; 

GO:0051

020 

GTPase 

binding; 

GO:0016

818 

hydrolase 

activity, 

acting on 

acid 

anhydride

s, in 

phosphor

us-

containin

g 

anhydride

s; 

GO:0017

076 

purine 

nucleotid

e binding; 

GO:0035

639 

purine 

ribonucle

oside 

triphosph

ate 

binding; 

GO:0031

267 small 

GTPase 

binding; 



 

www.megajournalofcasereports.com 
633 

GO:0051

716 

cellular 

response 

to 

stimulus; 

GO:0072

657 

protein 

localizati

on to 

membran

e; 

GO:2000

810 

regulation 

of 

bicellular 

tight 

junction 

assembly; 

GO:0007

169 

transmem

brane 

receptor 

protein 

tyrosine 

kinase 

signaling 

pathway; 

GO:0048

522 

positive 

regulation 

of 

cellular 

process; 

lar 

vesicle; 

GO:0005

884 actin 

filament; 

GO:0045

121 

membran

e raft; 

GO:0016

459 

myosin 

complex; 

GO:0043

227 

membran

e-

bounded 

organelle; 

GO:0097

458 

neuron 

part; 

GO:0044

451 

nucleopla

sm part; 

GO:0043

233 

organelle 

lumen; 

GO:0031

941 

filamento

us actin; 

GO:0043

229 

intracellul

GO:0005

524 ATP 

binding; 

GO:0043

167 ion 

binding; 

GO:0001

882 

nucleosid

e binding; 

GO:0000

166 

nucleotid

e binding; 

GO:0017

111 

nucleosid

e-

triphosph

atase 

activity; 

GO:0032

549 

ribonucle

oside 

binding; 

GO:0097

367 

carbohydr

ate 

derivative 

binding; 

GO:0003

779 actin 

binding; 

GO:0032

555 

purine 



 

www.megajournalofcasereports.com 
634 

GO:0032

386 

regulation 

of 

intracellul

ar 

transport; 

GO:0090

287 

regulation 

of 

cellular 

response 

to growth 

factor 

stimulus; 

GO:0051

272 

positive 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:0023

052 

signaling; 

GO:1901

888 

regulation 

of cell 

junction 

assembly; 

GO:1900

746 

regulation 

ar 

organelle; 

GO:0099

513 

polymeric 

cytoskelet

al fiber; 

GO:0042

995 cell 

projection

; 

GO:0043

232 

intracellul

ar non-

membran

e-

bounded 

organelle; 

GO:0044

430 

cytoskelet

al part; 

GO:0044

446 

intracellul

ar 

organelle 

part; 

GO:0031

981 

nuclear 

lumen; 

GO:0032

421 

stereocili

um 

bundle; 

ribonucle

otide 

binding; 

GO:0001

883 

purine 

nucleosid

e binding; 

GO:0019

899 

enzyme 

binding; 

GO:0036

094 small 

molecule 

binding;  



 

www.megajournalofcasereports.com 
635 

of 

vascular 

endotheli

al growth 

factor 

signaling 

pathway; 

GO:0051

050 

positive 

regulation 

of 

transport; 

GO:0006

810 

transport; 

GO:0042

221 

response 

to 

chemical; 

GO:0050

789 

regulation 

of 

biological 

process; 

GO:0048

583 

regulation 

of 

response 

to 

stimulus; 

GO:0051

223 

regulation 

of protein 

GO:0005

576 

extracellu

lar 

region; 

GO:0015

629 actin 

cytoskelet

on; 

GO:0032

420 

stereocili

um; 

GO:0016

328 

lateral 

plasma 

membran

e; 

GO:0045

160 

myosin I 

complex; 

GO:0099

081 

supramol

ecular 

polymer; 

GO:0005

886 

plasma 

membran

e; 

GO:0016

461 

unconven

tional 

myosin 



 

www.megajournalofcasereports.com 
636 

transport; 

GO:0051

222 

positive 

regulation 

of protein 

transport; 

GO:0050

794 

regulation 

of 

cellular 

process; 

GO:0046

907 

intracellul

ar 

transport; 

GO:0090

316 

positive 

regulation 

of 

intracellul

ar protein 

transport; 

GO:1903

829 

positive 

regulation 

of 

cellular 

protein 

localizati

on; 

GO:0071

310 

cellular 

complex; 

GO:0043

226 

organelle; 

GO:0043

231 

intracellul

ar 

membran

e-

bounded 

organelle; 

GO:0005

634 

nucleus; 

GO:0044

459 

plasma 

membran

e part; 

GO:0005

902 

microvill

us; 

GO:0009

925 basal 

plasma 

membran

e; 

GO:0043

234 

protein 

complex; 

GO:0043

230 

extracellu

lar 

organelle; 



 

www.megajournalofcasereports.com 
637 

response 

to organic 

substance

; 

GO:0044

087 

regulation 

of 

cellular 

compone

nt 

biogenesi

s; 

GO:2000

147 

positive 

regulation 

of cell 

motility; 

GO:0050

896 

response 

to 

stimulus; 

GO:1905

477 

positive 

regulation 

of protein 

localizati

on to 

membran

e; 

GO:0070

201 

regulation 

of 

establish

GO:0045

178 basal 

part of 

cell; 

GO:0044

428 

nuclear 

part;  



 

www.megajournalofcasereports.com 
638 

ment of 

protein 

localizati

on; 

GO:0060

341 

regulation 

of 

cellular 

localizati

on; 

GO:0038

084 

vascular 

endotheli

al growth 

factor 

signaling 

pathway; 

GO:1905

475 

regulation 

of protein 

localizati

on to 

membran

e; 

GO:2000

145 

regulation 

of cell 

motility; 

GO:0023

056 

positive 

regulation 

of 

signaling; 



 

www.megajournalofcasereports.com 
639 

GO:0006

886 

intracellul

ar protein 

transport; 

GO:0032

880 

regulation 

of protein 

localizati

on; 

GO:0010

647 

positive 

regulation 

of cell 

communi

cation; 

GO:0034

613 

cellular 

protein 

localizati

on; 

GO:0033

157 

regulation 

of 

intracellul

ar protein 

transport; 

GO:0009

966 

regulation 

of signal 

transducti

on; 

GO:0009



 

www.megajournalofcasereports.com 
640 

987 

cellular 

process; 

GO:0090

150 

establish

ment of 

protein 

localizati

on to 

membran

e; 

GO:0035

924 

cellular 

response 

to 

vascular 

endotheli

al growth 

factor 

stimulus; 

GO:0051

270 

regulation 

of 

cellular 

compone

nt 

movemen

t; 

GO:0051

049 

regulation 

of 

transport; 

GO:0032

388 



 

www.megajournalofcasereports.com 
641 

positive 

regulation 

of 

intracellul

ar 

transport; 

GO:0038

089 

positive 

regulation 

of cell 

migration 

by 

vascular 

endotheli

al growth 

factor 

signaling 

pathway; 

GO:0030

334 

regulation 

of cell 

migration

; 

GO:0071

702 

organic 

substance 

transport; 

GO:0010

033 

response 

to organic 

substance

; 

GO:0048

518 



 

www.megajournalofcasereports.com 
642 

positive 

regulation 

of 

biological 

process; 

GO:0051

641 

cellular 

localizati

on; 

GO:0045

184 

establish

ment of 

protein 

localizati

on; 

GO:0070

727 

cellular 

macromol

ecule 

localizati

on; 

GO:1902

547 

regulation 

of 

cellular 

response 

to 

vascular 

endotheli

al growth 

factor 

stimulus; 

GO:1904

951 



 

www.megajournalofcasereports.com 
643 

positive 

regulation 

of 

establish

ment of 

protein 

localizati

on; 

GO:1900

748 

positive 

regulation 

of 

vascular 

endotheli

al growth 

factor 

signaling 

pathway; 

GO:0009

967 

positive 

regulation 

of signal 

transducti

on; 

GO:0051

128 

regulation 

of 

cellular 

compone

nt 

organizati

on; 

GO:0048

584 

positive 



 

www.megajournalofcasereports.com 
644 

regulation 

of 

response 

to 

stimulus; 

GO:0040

012 

regulation 

of 

locomotio

n; 

GO:0051

179 

localizati

on; 

GO:1903

827 

regulation 

of 

cellular 

protein 

localizati

on; 

GO:0090

313 

regulation 

of protein 

targeting 

to 

membran

e; 

GO:0065

007 

biological 

regulation

;  

F1R

F28 

T

h

0

.

D

o

0

.

T

H

1

0

1

.

1

.

1

.

1

.

1

.

1

.

0.

6

0.

6

0

.

0

.

0.

6

0.

4

cytoplasm,

nucleus 

GO:0007

155 cell 

GO:0005

576 

GO:0043

169 
K04659     

IPR0

0885

Thromb

ospondin



 

www.megajournalofcasereports.com 
645 

r

o

m

b

o

s

p

o

n

d

i

n

 

4

 

O

S

=

S

u

s

 

s

c

r

o

f

a

 

O

X

=

9

8

2

3

 

G

8

0

1 

w

n 

0

3

0

9

2

4 

B

S4 

3

.

4

8 

4

2 

7

0

8 

4 1

6

5 

2

2

8 

2

3

5 

9

5 

5

6 

5

5 

6

8

1 

2

7 

6

7 

adhesion; 

GO:0022

610 

biological 

adhesion;  

extracellu

lar 

region;  

cation 

binding; 

GO:0046

872 metal 

ion 

binding; 

GO:0005

515 

protein 

binding; 

GO:0005

509 

calcium 

ion 

binding; 

GO:0005

488 

binding; 

GO:0043

167 ion 

binding;  

9; 

IPR0

2466

5; 

IPR0

0188

1; 

IPR0

0074

2; 

IPR0

0179

1; 

IPR0

1332

0;  

, C-

terminal; 

Thromb

ospondin

/cartilag

e 

oligomer

ic matrix 

protein, 

coiled-

coil 

domain; 

EGF-

like 

calcium-

binding 

domain; 

EGF-

like 

domain; 

Laminin 

G 

domain; 

Concana

valin A-

like 

lectin/gl

ucanase 

domain;  



 

www.megajournalofcasereports.com 
646 

N

=

T

H

B

S

4 

A5G

FX7 

C

a

t

h

e

p

s

i

n

 

Z

 

p

r

e

c

u

r

s

o

r

 

O

S

=

S

u

s

 

s

c

1

.

2

1

7 

U

p 

0

.

0

1

4

4

4

4

6 

C

T

S

Z 

3

3

.

7

9

1 

1

.

3

2

3 

1

.

1

9

4 

1

.

3

4

9 

1

.

6

3

3 

1

.

4

8

2 

1

.

5

9 

0.

6

8

5 

0.

5

8

9 

0

.

6

9

1 

0

.

5

9

4 

0.

5

1

8 

0.

5

0

5 

extracellula

r 

GO:0044

707 

single-

multicellu
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proce
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molec
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04247

5 
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ogene

sis of 

dentin

-

bran
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syste

m; 

GO:

0044

424 

intra

cellu

lar 

part; 

GO:

0005

623 

cell; 

GO:

0005

576 

extra

cellu

lar 

regi

on; 

GO:

0043

226 

orga

nelle

; 

GO:

0070

062 

extra

cellu

lar 

exos

ome; 

GO:

molecu

lar 

functio

n 

regulat

or; 

GO:00

08047 

enzym

e 

activat

or 

activity

;  
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contai

ning 

tooth; 

GO:0

05506

5 

metal 

ion 

home

ostasi

s; 

GO:0

04232

7 

positi

ve 

regula

tion 

of 

phosp
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tion; 

GO:0

01056
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positi

ve 

regula

tion 

of 

phosp

horus 

metab

olic 

proce
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cellu
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mem

bran
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boun

ded 

orga

nelle
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cellu

lar; 

GO:
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464 

cell 

part; 

GO:
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extra

cellu

lar 
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cle; 
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0005

794 

Golg
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7 

positi
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tion 

of 

transf
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activit
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proce
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proce
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proce
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metab
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proce
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4 

calciu

m ion 

home
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s; 

GO:0
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home

ostasi

s; 

GO:0

04852
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positi

ve 

regula
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proce
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proce
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proce
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proce

ss; 

GO:0

05079

0 

regula

tion 

of 

cataly

tic 

activit

y; 

GO:0

06500



 

www.megajournalofcasereports.com 
1697 

9 

regula
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molec
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proce
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proce
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proce
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proce
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proce
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proce

ss; 

GO:0

07190

2 

positi

ve 

regula

tion 

of 

protei

n 



 

www.megajournalofcasereports.com 
1701 

serine

/threo

nine 

kinase 

activit

y; 

GO:0

00965

3 

anato

mical 

struct

ure 

morp

hogen

esis; 

GO:0

04259

2 

home

ostati

c 

proce
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s; 
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tion; 

GO:0

04586

0 

positi

ve 

regula

tion 

of 

protei

n 

kinase 

activit

y; 

GO:0

04851

8 

positi



 

www.megajournalofcasereports.com 
1705 

ve 

regula

tion 

of 

biolog

ical 

proce

ss; 

GO:0

04308

5 

positi

ve 

regula

tion 

of 

cataly

tic 

activit

y; 

GO:0

03450

5 

tooth 

miner

alizati

on; 

GO:0

05124

7 

positi

ve 

regula

tion 

of 

protei

n 

metab



 

www.megajournalofcasereports.com 
1706 

olic 

proce

ss; 

GO:0

04476

7 

single

-

organi

sm 

devel

opme

ntal 

proce
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proce
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KEGG pathway analysis of differentially expressed proteins (DEPs): KEGG pathway analysis results showed that the proteins associated with focal adhesion, ovarian 

steroidogenesis, and PI3K-Akt signalling pathways were significantly down-regulated in colostrum in T3 compared to C (Table 5 and Figure 3). Fatty acid biosynthesis-

related enzymes in milk sample of day 7 were significantly up-regulated in T3 compared to C (Table 6). KEGG pathway analysis of DEFs also showed that ribosomal, 

glycolysis/gluconeogenesis, carbon metabolism, and metabolic pathway-related proteins such as Glyceraldehyde-3-Phosphate Dehydrogenase (GAPDH) and enolase 1 

(ENO1) (Table 7 and Figure 4) were significantly up-regulated in 7d milk samples from sows receiving 4 µg of1α,25(OH)2VD3-gly, meanwhile lysosome was significantly 

down-regulated (Figure 5, Supplementary Table S6). 
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Table 5: Down-regulation of GNAS complex locus in colostrum (0h) of T3 (0hT3) versus C (0hC). 

Protein 

accession 
Protein description 

0hT3/0hC 

ratio 
Gene name 

MWa 

[kDa] 
P value 

A5GFT7 GNAS Complex Locus 0.759 GNAS 28.294 0.049 

MW= molecular weight of protein; 0hC= colostrum sample of control group; 0hT3= colostrum sample of treatment 3. 

 

Table 6: Significantly up-regulated proteins of fatty acid biosynthesis proteins in milk (7d) of T3 (7dT3) versus C (7dC). 

Protein 

accession 
Protein description 

7dT3/7dC 

ratio 
Gene name MW [kDa] P value 

I3LC73 Fatty acid synthesis 1.314 FASN 272.02 0.026 

D2D0D8 Acetyl-CoA carboxylase 1 1.286 ACACA 265.34 0.023 

7dC= milk samples of the control group on the 7th day; 7dT3= milk samples of the treatment 3 on the 7th day. 

 

Table 7: Significantly up-regulated proteins of glycolysis/gluconeogenesis in milk (7d) of T3 (7dT3) versus C (7dC). 

Protein 

accession 
Protein description 

7dT3/7dC 

ratio 
Gene name MW [kDa] P value 

I3LP78 60S ribosomal protein L9 1.485 RPL9 21.863 0.036 

A0A287BBI5 
Glyceraldehyde-3-phosphate 

dehydrogenase 
1.619 GAPDH 35.051 0.013 

F1RIF8 

6-phosphogluconate 

dehydrogenase, 

decarboxylating 

1.334 PGD 52.300 0.004 
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P00336 
L-lactate dehydrogenase B 

chain 
1.55 LDHB 36.612 0.031 

I3LK59 Enolase 1 1.276 ENO1 47.287 0.049 

Q7SIB7 Phosphoglycerate kinase 1 1.437 PGK1 44.558 0.010 

A0A287AJQ2 Phosphoglycerate mutase 1.365 PGAM1 28.804 0.023 

 

 

 

 

Figure 3: KEGG pathway enrichment bubble plot of down-regulated proteins in colostrum of sows fed treatment 3 (4 μg/kg 1,25(OH)2VD3) compared to control sows (0 

μg/kg 1,25(OH)2VD3). 
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Figure 4: KEGG pathway enrichment bubble plot of up-regulated proteins in day 7 milk of sows fed treatment 3 (4 μg/kg 1,25(OH)2VD3)  

compared to control sows (0 μg/kg 1,25(OH)2VD3). 
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Figure 5: KEGG pathway enrichment bubble plot of down-regulated proteins in day 7 milk of sows fed treatment 3 (4 μg/kg 1,25(OH)2VD3)  

compared to control sows (0 μg/kg 1,25(OH)2VD3). 

 

 

Supplementary Table S6-1: Exp.all.MS_identified_information (Protein Identification)-Header line description of table. 

Header line description of table 

Total spectrum Number of spectrum produced by mass spectrometer 

Matched spectrum Number of spectrum matched with alignment protein 

Peptides Number of peptides which spectrum hit 

Unique peptides Number of identified peptides that only come from this protein groups 

Identified proteins Number of proteins detected by spetrum search analysis 

Quantifiable proteins Number of proteins quantifiable 
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Supplementary Table S6-2: Exp.all.MS_identified_information (Protein Identification)-worksheet "Protein_quant". 

Header line description of worksheet "Protein_quant" 

Protein accession Protein accession number of databases used for search 

Protein description Protein functional description 

Gene name Indicates the name of the gene that code for the protein sequence 

MW [kDa] Protein molecular weight, unit [kDa] 

 

 

Supplementary Table S6-3: MS/MS spetrum database search analysis summary. 

Total spectrum Matched spectrum Peptides Unique peptides Identified proteins Quantifiable proteins 

687443 59528(8.66%) 20016 18122 1713 1413 

 

 

Supplementary Table S6-4: Differentially expressed protein summary (Filtered with threshold value of expression fold change and P value < 0.05). 

Compare group Regulated type fold change >1.2 

0hT3/0hC 
up-regulated 29 

down-regulated 32 

7dT3/7dC 
up-regulated 61 

down-regulated 65 
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Supplementary Table S6-5: Pearson's correlation of quantitation-Analysis Repeatability. 

 
0hC_Repe

atability 3 

0hC_Repe

atability 2 

0hC_Repe

atability 1 

0hT3_Rep

eatability 3 

0hT3_Rep

eatability 2 

0hT3_Rep

eatability 1 

7dC_Repe

atability 3 

7dC_Repe

atability 2 

7dC_Repe

atability 1 

7dT3_Rep

eatability 3 

7dT3_Rep

eatability 2 

7dT3_Rep

eatability 1 

0hC_Repe

atability 3 
1 0.8 0.77 0.8 0.77 0.72 -0.72 -0.63 -0.72 -0.74 -0.7 -0.67 

0hC_Repe

atability 2 
0.8 1 0.74 0.69 0.67 0.72 -0.68 -0.7 -0.67 -0.65 -0.68 -0.61 

0hC_Repe

atability 1 
0.77 0.74 1 0.76 0.71 0.86 -0.66 -0.63 -0.76 -0.66 -0.66 -0.72 

0hT3_Rep

eatability 3 
0.8 0.69 0.76 1 0.79 0.79 -0.65 -0.6 -0.68 -0.73 -0.7 -0.7 

0hT3_Rep

eatability 2 
0.77 0.67 0.71 0.79 1 0.74 -0.63 -0.6 -0.68 -0.68 -0.64 -0.62 

0hT3_Rep

eatability 1 
0.72 0.72 0.86 0.79 0.74 1 -0.6 -0.63 -0.72 -0.66 -0.68 -0.69 

7dC_Repe

atability 3 
-0.72 -0.68 -0.66 -0.65 -0.63 -0.6 1 0.81 0.81 0.87 0.78 0.8 

7dC_Repe

atability 2 
-0.63 -0.7 -0.63 -0.6 -0.6 -0.63 0.81 1 0.83 0.76 0.85 0.77 

7dC_Repe

atability 1 
-0.72 -0.67 -0.76 -0.68 -0.68 -0.72 0.81 0.83 1 0.81 0.8 0.86 

7dT3_Rep

eatability 3 
-0.74 -0.65 -0.66 -0.73 -0.68 -0.66 0.87 0.76 0.81 1 0.88 0.82 

7dT3_Rep

eatability 2 
-0.7 -0.68 -0.66 -0.7 -0.64 -0.68 0.78 0.85 0.8 0.88 1 0.82 
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7dT3_Rep

eatability 1 
-0.67 -0.61 -0.72 -0.7 -0.62 -0.69 0.8 0.77 0.86 0.82 0.82 1 

 

Supplementary Table S6 Protein quantifiable 

Protein information 0h0 0h3 7d0 7d3 
0hT3/
0hC 

7dT3/
7dC 

Prot
ein 
acc
essi
on 

Protein 
descriptio
n 

Gen
e 
nam
e 

M
W 
[k
D
a] 

0hC_
Repe
atabil
ity 3 

0hC_
Repe
atabil
ity 2 

0hC_
Repe
atabil
ity 1 

0hT3_
Repe
atabili
ty 3 

0hT3_
Repe
atabili
ty 2 

0hT3_
Repe
atabili
ty 1 

7dC_
Repe
atabil
ity 3 

7dC_
Repe
atabil
ity 2 

7dC_
Repe
atabil
ity 1 

7dT3_
Repe
atabili
ty 3 

7dT3_
Repe
atabili
ty 2 

7dT3_
Repe
atabili
ty 1 

R
a
ti
o 

P 
va
lu
e 

R
a
ti
o 

P 
va
lu
e 

F1S
2E2 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
11 

ANX
A11 

5
3.
9
4
3 1.554 1.478 1.307 1.16 1.401 1.307 0.738 0.846 0.761 0.553 0.515 0.381 

0
.
8
9 

##
##
##
# 

0
.
6
2 

##
##
##
# 

A0A
287
AV
G1 

26S 
proteasom
e 
regulatory 
subunit 8 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
C5 

PSM
C5 

4
5.
2
8
5 0.792     0.76     1.317     1.471     

0
.
9
6   

1
.
1
2   

F1R
K02 

Lymphocyt
e cytosolic 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=LCP1 

LCP
1 

7
0.
2
0
3 1.12 1.432 0.866 0.947 1.321 0.846 0.789 0.718 0.902 0.827 0.836 1.036 

0
.
9
1 

##
##
##
# 

1
.
1
2 

##
##
##
# 

P60
662 

Myosin 
light 

MYL
6 

1
6. 0.751 0.82 0.619 0.64 0.964 0.56 0.844 0.961 1.187 1.541 1.526 1.511 

0
.

##
##

1
.

##
##
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polypeptid
e 6 
OS=Sus 
scrofa 
OX=9823 
GN=MYL6 

9
3 

9
9 

##
# 

5
3 

##
# 

K7G
Q48 

Alpha-2-
macroglob
ulin 
OS=Sus 
scrofa 
OX=9823 
GN=A2M A2M 

1
6
3.
9
9 0.79 0.743 0.843 0.967 0.88 0.846 1.058 1.297 1.16 1.224 1.265 1.255 

1
.
1
3 

##
##
##
# 

1
.
0
7 

##
##
##
# 

I3LS
K5 

G protein 
subunit 
beta 1 
OS=Sus 
scrofa 
OX=9823 
GN=GNB1 

GNB
1 

3
7.
3
7
7 0.92 1.606 1.106 0.85 0.926 1.091 1.162 0.729 0.77 1.262 0.793 1.099 

0
.
7
9 

##
##
##
# 

1
.
1
9 

##
##
##
# 

F1S
0N2 

ATP-
citrate 
synthase 
OS=Sus 
scrofa 
OX=9823 
GN=ACLY 

ACL
Y 

1
2
3.
7
1   0.18 0.383   0.095 0.457   1.215 1.539   1.81 1.801 

0
.
9
8 

##
##
##
# 

1
.
3
1 

##
##
##
# 

A0A
287
BG5
3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00624590 

LOC
1006
2459
0 

6
1.
7
8
9   1.23     1.231     0.869     0.956   

1
.
0
0   

1
.
1
0   

A0A
287
ADB

CutA 
divalent 
cation 

CUT
A 

1
8.
9 1.561 1 1.022 1.19 1.021 1.059 0.511 1.269 1.061 0.73 0.915 0.999 

0
.
9

##
##
##

0
.
9

##
##
##
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5 tolerance 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=CUTA 

2
2 

1 # 3 # 

C3V
ML0 

Claudin 
OS=Sus 
scrofa 
OX=9823 
GN=CLDN
4 

CLD
N4 

2
2.
1
1
7 3.069 2.408 1.02 0.712 0.876 0.741 0.526 0.663 1.087 0.701 0.59 0.984 

0
.
3
6 

##
##
##
# 

1
.
0
0 

##
##
##
# 

A0A
286
ZSJ
7 

Compleme
nt C1q 
subcompo
nent 
subunit C 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C1QC 

C1Q
C 

2
6.
0
2
3 0.866 0.663 0.971 0.754 0.775 0.774 1.312 1.467 1.162 1.226 1.226 1.284 

0
.
9
2 

##
##
##
# 

0
.
9
5 

##
##
##
# 

A0A
287
B80
7 

Lipopolysa
ccharide 
induced 
TNF factor 
OS=Sus 
scrofa 
OX=9823 
GN=LITAF 

LITA
F 

1
6.
9
3
6 0.989 0.776   1.005 0.859   1.208 1.121   0.957 1.34   

1
.
0
6 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
287
A6R
6 

Hypoxia 
up-
regulated 
1 OS=Sus 
scrofa 
OX=9823 
GN=HYO
U1 

HYO
U1 

1
0
0.
2
7 1.084 1.873 1.162 1.207 1.262 1.168 0.973 0.792 0.963 1.02 0.499 0.765 

0
.
8
8 

##
##
##
# 

0
.
8
4 

##
##
##
# 
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A0A
287
ARA
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10261671 

LOC
1102
6167
1 

1
2.
3
2
2     0.795     0.703     0.929     0.982 

0
.
8
8   

1
.
0
6   

F1R
SX8 

NIMA 
related 
kinase 11 
OS=Sus 
scrofa 
OX=9823 
GN=NEK1
1 

NEK
11 

7
0.
2
4
9   0.347 0.25   0.404 0.285   2.71 2.735   1.69 1.653 

1
.
1
5 

##
##
##
# 

0
.
6
1 

##
##
##
# 

A0A
287
AFR
6 

Sialic acid 
synthase 
OS=Sus 
scrofa 
OX=9823 
GN=NANS 

NAN
S 

3
9.
3
6 0.55 0.598   0.528 0.517   1.289 1.361   1.754 1.671   

0
.
9
1 

##
##
##
# 

1
.
2
9 

##
##
##
# 

Q86
6Y3 

N-
acetylmura
moyl-L-
alanine 
amidase 
OS=Sus 
scrofa 
OX=9823 
GN=PGLY
RP2 

PGL
YRP
2 

6
4.
5
9
3 1.254 1.521 1.204 1.033 1.08 1.006 0.826 0.998 0.971 0.759 0.743 0.885 

0
.
7
8 

##
##
##
# 

0
.
8
5 

##
##
##
# 

F1S
GJ3 

Filamin B 
OS=Sus 
scrofa 
OX=9823 
GN=FLNB 

FLN
B 

2
7
2.
0
7 0.894     0.934     1.104     1.202     

1
.
0
5   

1
.
0
9   

F2Z Histone H2A 1     0.814     0.88     0.749     0.878 1   1   
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5P1 H2A 
OS=Sus 
scrofa 
OX=9823 
GN=H2AF
V 

FV 3.
5
0
9 

.
0
8 

.
1
7 

Q9T
TK7 

Oxidized 
low-
density 
lipoprotein 
receptor 1 
OS=Sus 
scrofa 
OX=9823 
GN=OLR1 

OLR
1 

3
1.
1
4
2 0.679     0.68     0.835     0.855     

1
.
0
0   

1
.
0
2   

F1S
RC8 

C-type 
lectin 
domain 
family 3 
member B 
OS=Sus 
scrofa 
OX=9823 
GN=CLEC
3B 

CLE
C3B 

2
2.
1
9 0.717 0.624 0.803 1.411 1.281 0.918 1.071 1.134 1.061 1.178 1.246 1.111 

1
.
6
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3LV
S7 

Transformi
ng protein 
RhoA 
OS=Sus 
scrofa 
OX=9823 
GN=RHO
A 

RHO
A 

2
1.
7
6
8 0.656 0.677 0.647 0.736 0.574 0.632 1.362 1.417 1.378 1.369 1.336 1.57 

0
.
9
8 

##
##
##
# 

1
.
0
3 

##
##
##
# 

F1R
TG1 

Ecto-NOX 
disulfide-
thiol 
exchanger 
2 OS=Sus 

ENO
X2 

6
8.
7
8
6   0.085 0.153   0.102 0.129   2.591 2.379   1.279 1.409 

0
.
9
7 

##
##
##
# 

0
.
5
4 

##
##
##
# 
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scrofa 
OX=9823 
GN=ENO
X2 

F1S
6Z8 

Vesicle 
trafficking 
1 OS=Sus 
scrofa 
OX=9823 
GN=VTA1 

VTA
1 

3
1.
0
2
4   1.551     1.043     0.779     0.893   

0
.
6
7   

1
.
1
5   

A0A
286
ZU8
9 

Catenin 
beta-1 
OS=Sus 
scrofa 
OX=9823 
GN=CTNN
B1 

CTN
NB1 

7
1.
4
3
7 1.629     1.369     0.734     0.683     

0
.
8
4   

0
.
9
3   

A0A
2C9
F3C
0 

Beta-
glucuronid
ase 
OS=Sus 
scrofa 
OX=9823 
GN=GUS
B 

GUS
B 

7
3.
9
0
3 1.323 0.991 1.368 1.332 1.457 1.346 0.804 0.876 0.687 0.636 0.693 0.51 

1
.
1
2 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
287
BS0
7 

Calcium 
activated 
nucleotida
se 1 
OS=Sus 
scrofa 
OX=9823 
GN=CANT
1 

CAN
T1 

4
1.
6
3
1     1.234     1.2     0.918     0.927 

0
.
9
7   

1
.
0
1   

A0A
287
AYB
3 

Potassium 
voltage-
gated 
channel 

KCN
A10 

5
7.
7
9     1.198     0.883     1.056     1.034 

0
.
7
4   

0
.
9
8   
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subfamily 
A member 
10 
OS=Sus 
scrofa 
OX=9823 
GN=KCNA
10 

2 

C0J
PM4 

Metallopro
teinase 
inhibitor 2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=TIMP-
2 

TIM
P-2 

2
4.
5
0
6 1.701 1.87 1.572 1.222 1.178 1.343 0.389 0.443 0.607 0.389 0.444 0.448 

0
.
7
3 

##
##
##
# 

0
.
8
9 

##
##
##
# 

A0A
286
ZRE
1 

Tropomyo
sin alpha-1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=TPM1 

TPM
1 

4
0.
1
7
7                                 

A0A
287
A1B
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PZP PZP 

1
5
1.
3
9                                 

Q9T
TJ1 

Tyrosine-
protein 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=JAK1 

JAK
1 

1
3
1.
5
1 0.437     0.742     1.684     1.648     

1
.
7
0   

0
.
9
8   
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F1S
DD7 

RNA 
polymeras
e III 
subunit C 
OS=Sus 
scrofa 
OX=9823 
GN=POLR
3C 

POL
R3C 

6
0.
7
0
2                                 

I3L
NF2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=DNA
H1 

DNA
H1 

4
9
7.
6
7   0.073     0.071     2.176     2.084   

0
.
9
7   

0
.
9
6   

F1R
QB0 

Butyrophili
n 
subfamily 
1 member 
A1 
OS=Sus 
scrofa 
OX=9823 
GN=BTN1
A1 

BTN
1A1 

5
9.
1
3
7 0.729 0.913 0.65 0.692 0.66 0.682 1.363 1.168 1.235 1.287 1.283 1.381 

0
.
8
9 

##
##
##
# 

1
.
0
5 

##
##
##
# 

I3LA
M6 

Heparan-
sulfate 6-
O-
sulfotransf
erase 
OS=Sus 
scrofa 
OX=9823 
GN=HS6S
T1 

HS6
ST1 

4
8.
1
6 0.679     1.415     1.566     0.587     

2
.
0
8   

0
.
3
8   

F1R ATPase ATP 5   1.407     0.804     0.904     1.091   0   1   
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MZ8 H+ 
transportin
g V1 
subunit B2 
OS=Sus 
scrofa 
OX=9823 
GN=ATP6
V1B2 

6V1
B2 

6.
6
1
2 

.
5
7 

.
2
1 

A5G
FT7 

GNAS 
complex 
locus 
OS=Sus 
scrofa 
OX=9823 
GN=GNA
S 

GNA
S 

2
8.
2
9
4 2.275 1.82 1.806 1.605 1.314 1.56 0.379 0.319 0.325 0.31 0.314 0.25 

0
.
7
6 

##
##
##
# 

0
.
8
5 

##
##
##
# 

P23
695 

Insulin-like 
growth 
factor II 
OS=Sus 
scrofa 
OX=9823 
GN=IGF2 IGF2 

2
0.
3
1
2   1.959 1.228   1.247 1.323   0.371 0.638   0.32 0.738 

0
.
8
1 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1R
G31 

Hydroxyac
ylglutathio
ne 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=HAG
H 

HAG
H 

2
8.
9
3
7 1.223     0.935     0.938     0.856     

0
.
7
7   

0
.
9
1   

I3LF
89 

Carboxype
ptidase N 
subunit 2 
OS=Sus 
scrofa 

CPN
2 

6
1.
1
7
6 1.348   1.353 1.125   1.164 0.76   0.934 0.811   0.679 

0
.
8
5 

##
##
##
# 

0
.
8
8 

##
##
##
# 
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OX=9823 
GN=CPN2 

A0A
287
BPA
1 

40S 
ribosomal 
protein S6 
OS=Sus 
scrofa 
OX=9823 --- 

2
7.
1
2
2 0.678 0.858 0.659 0.591 0.626 0.734 0.933 1.034 1.174 1.623 1.804 1.172 

0
.
8
9 

##
##
##
# 

1
.
4
6 

##
##
##
# 

A0A
287
AK4
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

4
0.
2
1
9 1.43     1.115     1.292     0.507     

0
.
7
8   

0
.
3
9   

A0A
287
B9X
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
5.
4
2
2 1.728 1.737 1.721 1.569 1.435 1.489 0.389 0.382 0.382 0.213 0.255 0.27 

0
.
8
7 

##
##
##
# 

0
.
6
4 

##
##
##
# 

F1R
Q08 

Phosphoin
ositide 
phospholip
ase C 
OS=Sus 
scrofa 
OX=9823 
GN=PLCB
3 

PLC
B3 

1
3
8.
7
5                                 

I3LL
T2 

Carbamoyl
-
phosphate 
synthetase 
2, 
aspartate 
transcarba
mylase, 
and CAD 

2
4
0.
5
4 0.23 0.286   0.458 0.29   1.258 1.171   2.335 2.665   

1
.
4
5 

##
##
##
# 

2
.
0
6 

##
##
##
# 
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dihydrooro
tase 
OS=Sus 
scrofa 
OX=9823 
GN=CAD 

A0A
287
B94
4 

Family 
with 
sequence 
similarity 
114 
member 
A1 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
14A1 

FAM
114
A1 

4
3.
3
3
3   0.759 0.393   0.634 0.607   1.269 1.649   1.593 1.568 

1
.
0
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3LE
63 

Grainyhea
d like 
transcriptio
n factor 1 
OS=Sus 
scrofa 
OX=9823 
GN=GRHL
1 

GRH
L1 

7
1.
1
6
6     1.503     1.558     0.454     0.085 

1
.
0
4   

0
.
1
9   

A0A
287
AUP
9 

N-
methylpuri
ne DNA 
glycosylas
e OS=Sus 
scrofa 
OX=9823 
GN=MPG MPG 

3
0.
2
1                                 

F1S
HL9 

Pyruvate 
kinase 
OS=Sus PKM 

5
7.
8   0.721 0.633   1.368 0.577   0.987 1.229   1.56 1.242 

1
.
4

##
##
##

1
.
2

##
##
##
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scrofa 
OX=9823 
GN=PKM 

7
7 

4 # 6 # 

A0A
287
BK
Q9 

Heterogen
eous 
nuclear 
ribonucleo
protein K 
OS=Sus 
scrofa 
OX=9823 
GN=HNR
NPK 

HNR
NPK 

3
9.
4
4                                 

A0A
287
AIJ3 

Glutathion
e 
peroxidase 
OS=Sus 
scrofa 
OX=9823 
GN=GPX3 

GPX
3 

2
5.
6
8
4     1.875     1.743     0.417     0.251 

0
.
9
3   

0
.
6
0   

F2Z
5C1 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
5 

ANX
A5 

3
6.
1
4
8 0.44 0.84   0.304 0.418   1.363 1.398   2.034 1.891   

0
.
5
6 

##
##
##
# 

1
.
4
2 

##
##
##
# 

A0A
286
ZPC
3 

Neutrophil 
cytosol 
factor 2 
OS=Sus 
scrofa 
OX=9823 
GN=NCF2 

NCF
2 

4
9.
0
7
4                                 

Q07
717 

Beta-2-
microglobu
lin 
OS=Sus 
scrofa B2M 

1
3.
3
6
2 0.652 0.68 0.795 0.805 0.818 0.904 1.376 1.563 1.461 1.331 1.292 1.214 

1
.
1
9 

##
##
##
# 

0
.
8
7 

##
##
##
# 
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OX=9823 
GN=B2M 

I3L
UD1 

Superoxid
e 
dismutase 
[Cu-Zn] 
OS=Sus 
scrofa 
OX=9823 
GN=SOD3 

SOD
3 

3
2.
4
6
9 1.303 1.883 1.222 1.353 1.238 1.434 0.585 0.553 0.425 0.435 0.432 0.34 

0
.
9
1 

##
##
##
# 

0
.
7
7 

##
##
##
# 

F1R
HA7 

Transformi
ng growth 
factor-
beta-
induced 
protein ig-
h3 
OS=Sus 
scrofa 
OX=9823 
GN=TGFB
I 

TGF
BI 

7
4.
3
4
8 0.905 1.306   1.234 1.132   1.063 0.881   0.967 0.873   

1
.
0
7 

##
##
##
# 

0
.
9
5 

##
##
##
# 

P00
336 

L-lactate 
dehydroge
nase B 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=LDHB 

LDH
B 

3
6.
6
1
2 0.762 0.873   0.656 0.928   1.084 0.93   1.529 1.593   

0
.
9
7 

##
##
##
# 

1
.
5
5 

##
##
##
# 

I3LV
F5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PA2G
4 

PA2
G4 

4
3.
7
8
7 0.76 0.785   0.821 0.866   1.012 1.173   1.409 1.508   

1
.
0
9 

##
##
##
# 

1
.
3
4 

##
##
##
# 
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A0A
287
BQ3
5 

Tissue 
alpha-L-
fucosidase 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FUCA
1 

FUC
A1 

5
1.
7
8
6 0.75 0.781 0.813 0.993 0.756 0.833 1.287 1.214 1.158 1.287 1.473 1.341 

1
.
1
0 

##
##
##
# 

1
.
1
2 

##
##
##
# 

A0A
287
BR9
5 

RAB25, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB2
5 

RAB
25 

2
3.
5
6
6                                 

F1R
NT6 

Repulsive 
guidance 
molecule 
BMP co-
receptor b 
OS=Sus 
scrofa 
OX=9823 
GN=RGM
B 

RG
MB 

4
2.
9
7
8     1.291     1.266     0.823     0.343 

0
.
9
8   

0
.
4
2   

I3LE
M5 

Katanin 
p60 
ATPase-
containing 
subunit A-
like 2 
OS=Sus 
scrofa 
OX=9823 

KAT
NAL
2 

6
0.
6
7
5     0.802     0.842     1.197     1.163 

1
.
0
5   

0
.
9
7   
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GN=KATN
AL2 

A0A
287
A5T
1 

Abhydrola
se domain 
containing 
14B 
OS=Sus 
scrofa 
OX=9823 
GN=ABHD
14B 

ABH
D14
B 

2
2.
5
3
1 0.954     1.068     0.946     1.106     

1
.
1
2   

1
.
1
7   

A0A
287
AFA
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TMP
RSS2 

TMP
RSS
2 

5
7.
3
0
5     1.419     1.093     0.657     0.776 

0
.
7
7   

1
.
1
8   

A0A
287
AV3
2 

C-X-C 
motif 
chemokine 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00525396 

LOC
1005
2539
6 

1
1.
2
5
3 0.729 0.57 0.634 0.693 0.583 0.907 1.32 1.434 1.184 1.29 1.406 1.421 

1
.
1
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 

A0A
287
BG
D6 

Inter-
alpha-
trypsin 
inhibitor 
heavy 
chain H4 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH4 

ITIH
4 

1
0
2.
4                                 

F1S Inter- ITIH 1 1.083 0.918 1.11 1.073 1.022 1.116 0.936 1.113 1.013 1.125 1.062 0.972 1 ## 1 ##
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H96 alpha-
trypsin 
inhibitor 
heavy 
chain H1 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH1 

1 0
0.
0
4 

.
0
3 

##
##
# 

.
0
3 

##
##
# 

A0A
287
BFR
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

8.
7
3
8   0.96 0.783   0.624 0.95   1.27 1.283   1.18 1.127 

0
.
9
0 

##
##
##
# 

0
.
9
0 

##
##
##
# 

Q29
223 

60S 
ribosomal 
protein 
L34 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
4 

RPL
34 

1
3.
2
9
3 0.434 0.528 0.331 0.431 0.442 0.538 1.24 1.248 1.709 1.918 2.096 1.299 

1
.
0
9 

##
##
##
# 

1
.
2
7 

##
##
##
# 

A0A
287
B0R
6 

cAMP-
regulated 
phosphopr
otein 19 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
5A 

MYO
5A 

2
1
5.
0
5 1.066 0.89 0.96 1.244 0.954 0.859 0.902 1.163 1.087 0.891 0.941 1.067 

1
.
0
5 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
287
AYV
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa --- 

1
1.
2
8
2 1.511 1.444 1.535 1.599 1.146 1.385 0.47 0.968 0.505 0.392 0.724 0.377 

0
.
9
2 

##
##
##
# 

0
.
7
7 

##
##
##
# 
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OX=9823 

A0A
287
A36
5 

G protein 
subunit 
beta 4 
OS=Sus 
scrofa 
OX=9823 
GN=GNB4 

GNB
4 

3
7.
5
6
7 0.343 0.466   0.76 0.478   1.545 1.468   1.46 1.357   

1
.
5
3 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
V71 

Matrix 
metallopro
teinase 
OS=Sus 
scrofa 
OX=9823 
GN=MMP
7 

MM
P7 

2
9.
4
8
5 1.437 1.502   0.792 0.695   0.533 2.338   1.32 0.808   

0
.
5
1 

##
##
##
# 

0
.
7
4 

##
##
##
# 

I3LE
E6 

Procollage
n C-
endopepti
dase 
enhancer 
OS=Sus 
scrofa 
OX=9823 
GN=PCOL
CE 

PCO
LCE 

4
9.
9
9 0.85 1.1 0.897 0.931 0.873 0.917 0.972 1.043 1.118 1.125 1.152 1.157 

0
.
9
6 

##
##
##
# 

1
.
1
0 

##
##
##
# 

A0A
287
AKZ
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
3
0
1 1.692 1.343 1.477 1.877 1.877 1.211 0.383 0.387 0.348 0.289 0.324 0.175 

1
.
1
0 

##
##
##
# 

0
.
7
1 

##
##
##
# 

A0A
2C9
F3D
2 

C-C motif 
chemokine 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1

LOC
1005
1585
7 

1
0.
1
8
3                                 
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00515857 

A0A
287
B92
9 

60S 
ribosomal 
protein 
L13a 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
3A 

RPL
13A 

2
3.
7
0
9 0.79   0.688 0.881   0.657 1.061   1.334 1.448   1.128 

1
.
0
4 

##
##
##
# 

1
.
0
8 

##
##
##
# 

Q9
GJT
2 

S-
formylgluta
thione 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=ESD ESD 

3
1.
4
8
1 1.02 1.338 0.77 0.853 0.96 0.956 0.907 0.799 1.27 1.086 0.974 1.079 

0
.
8
9 

##
##
##
# 

1
.
0
6 

##
##
##
# 

P01
965 

Hemoglobi
n subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=HBA HBA 

1
5.
0
3
9 0.964 0.608 0.653 0.81 0.55 0.537 0.937 1.247 1.377 1.958 1.643 1.235 

0
.
8
5 

##
##
##
# 

1
.
3
6 

##
##
##
# 

B2Z
PK1 

Cytochrom
e b 
reductase 
1 OS=Sus 
scrofa 
OX=9823 
GN=CYBR
D1 

CYB
RD1 

3
1.
5
2
2   1.5 1.302   0.969 1.268   0.71 0.684   0.768 0.572 

0
.
8
0 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1R
GC4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

LOC
1005
1908
2 

1
3.
6
4
4 0.955 1.022 0.952 1.196 0.949 0.981 1.104 1.084 1.284 0.705 0.872 1.036 

1
.
0
7 

##
##
##
# 

0
.
7
5 

##
##
##
# 
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OX=9823 
GN=LOC1
00519082 

C3S
7K5 

Protein 
S100 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A8 

S10
0A8 

1
0.
4
1
6 0.931   0.527 0.521   0.633 1.01   0.956 1.02   1.178 

0
.
7
9 

##
##
##
# 

1
.
1
2 

##
##
##
# 

K7G
NY4 

Ribosomal 
protein L8 
OS=Sus 
scrofa 
OX=9823 
GN=RPL8 

RPL
8 

2
4.
5
0
2 0.957 0.688   0.703 0.451   1.128 1.205   1.44 1.816   

0
.
7
0 

##
##
##
# 

1
.
4
0 

##
##
##
# 

I3LF
Q5 

6-
phosphofr
uctokinase 
OS=Sus 
scrofa 
OX=9823 
GN=PFKL 

PFK
L 

8
0.
2
6 0.737 0.988 0.819 0.586 0.919 0.757 1.052 1.085 1.333 1.512 1.359 1.197 

0
.
8
9 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
287
A3E
9 

Semaphori
n 3F 
OS=Sus 
scrofa 
OX=9823 
GN=SEM
A3F 

SEM
A3F 

8
5.
0
1
1 1.147 1.036 0.989 1.215 1.089 1.101 0.955 0.967 0.807 0.925 0.884 0.973 

1
.
0
7 

##
##
##
# 

1
.
0
2 

##
##
##
# 

A0A
287
AA
M0 

Dynein 
light chain 
roadblock 
OS=Sus 
scrofa 
OX=9823 
GN=DYNL
RB1 

DYN
LRB
1 

1
0.
9
6
3   1.375     1.008     0.882     0.89   

0
.
7
3   

1
.
0
1   
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F1S
DI3 

Methyl-
CpG 
binding 
domain 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=MBD3 

MBD
3 

3
2.
8
2
7                                 

A0A
287
AX2
0 

Cholineste
rase 
OS=Sus 
scrofa 
OX=9823 
GN=BCHE 

BCH
E 

5
1.
7
7
3 0.806 0.677 0.497 0.855 0.626 0.784 1.087 1.235 1.487 1.011 1.488 1.528 

1
.
1
4 

##
##
##
# 

1
.
0
6 

##
##
##
# 

P80
229 

Leukocyte 
elastase 
inhibitor 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INB1 

SER
PIN
B1 

4
2.
5
1
2 1.09 0.765 0.699 0.673 1.602 0.781 0.793 0.823 0.918 0.835 1.003 1.162 

1
.
2
0 

##
##
##
# 

1
.
1
8 

##
##
##
# 

I3L5
Z1 

Cadherin-
1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CDH1 

CDH
1 

9
7.
7
9
3 1.528 1.529 1.343 1.437 1.645 1.472 0.605 0.609 0.65 0.482 0.55 0.507 

1
.
0
4 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
286
ZTX
0 

Heat 
shock 
protein 
family A 
(Hsp70) 
member 
13 
OS=Sus 

HSP
A13 

4
4.
9
9
5 1.434 1.686 1.333 1.276 1.27 1.218 0.804 0.533 0.863 0.543 0.401 0.7 

0
.
8
5 

##
##
##
# 

0
.
7
5 

##
##
##
# 
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scrofa 
OX=9823 
GN=HSPA
13 

F6Q
4F9 

Hsp90 co-
chaperone 
Cdc37 
OS=Sus 
scrofa 
OX=9823 
GN=CDC3
7 

CDC
37 

3
9.
7
5
2                                 

I3LI
E3 

Myosin 
heavy 
chain 14 
OS=Sus 
scrofa 
OX=9823 
GN=MYH1
4 

MYH
14 

2
2
8.
1
9     0.765     0.736     1.143     1.348 

0
.
9
6   

1
.
1
8   

A0A
287
A22
9 

EH 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=EHD1 

EHD
1 

6
0.
5
6
9 0.718     1.05     1.132     1.2     

1
.
4
6   

1
.
0
6   

Q6Y
T39 

Lactotrans
ferrin 
OS=Sus 
scrofa 
OX=9823 
GN=LTF LTF 

7
7.
6
1
1 1.361 1.312 1.207 1.161 1.347 1.305 0.772 0.767 0.657 0.572 0.564 0.664 

0
.
9
8 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
287
BAZ
5 

Actinin 
alpha 4 
OS=Sus 
scrofa 
OX=9823 

ACT
N4 

1
0
4.
3
8 1.468 0.833 0.57 1.032 1.183 0.581 0.755 0.988 1.578 1.055 1.358 1.44 

0
.
9
7 

##
##
##
# 

1
.
1
6 

##
##
##
# 
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GN=ACTN
4 

F1S
S26 

Thrombos
pondin-1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=THBS
1 

THB
S1 

1
2
9.
5
4 1.631 1.656 1.601 1.338 1.356 1.362 0.396 0.476 0.411 0.399 0.399 0.24 

0
.
8
3 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A0A
286
ZU0
5 

Dickkopf 
like 
acrosomal 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=DKKL
1 

DKK
L1 

2
6.
5
9
1 1.244 1.594   1.202 1.346   0.751 0.653   0.642 0.554   

0
.
9
0 

##
##
##
# 

0
.
8
5 

##
##
##
# 

A0A
286
ZN2
1 

Periostin 
isoform 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=POST
N 

POS
TN 

8
2.
3
8
8 1.514     1.169     0.687     0.573     

0
.
7
7   

0
.
8
3   

A0A
287
BQ5
7 

Terpene 
cyclase/m
utase 
family 
member 
OS=Sus 
scrofa 
OX=9823 
GN=LSS LSS 

8
3.
1
8
4 0.659     0.706     1.393     1.298     

1
.
0
7   

0
.
9
3   

P00
172 

Cytochrom
e b5 

CYB
5A 

1
5.                                 
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OS=Sus 
scrofa 
OX=9823 
GN=CYB5
A 

3
1 

Q1K
S52 

Acid-labile 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=ALS ALS 

6
6.
1
7
8 0.941 1.022 0.933 1.02 0.945 1.049 1.024 1.06 1.012 1.01 1.087 1.082 

1
.
0
4 

##
##
##
# 

1
.
0
3 

##
##
##
# 

F1S
A74 

Methylenet
etrahydrof
olate 
dehydroge
nase 
(NADP+ 
dependent
) 1 
OS=Sus 
scrofa 
OX=9823 
GN=MTHF
D1 

MTH
FD1 

1
0
1.
0
9 2.641 0.908   1.345 1.168   0.467 1.005   0.374 1.261   

0
.
7
1 

##
##
##
# 

1
.
1
1 

##
##
##
# 

A0A
286
ZLH
2 

Glycolipid 
transfer 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=GLTP 

GLT
P 

2
5.
9
4
9     0.763     0.665     1.296     1.291 

0
.
8
7   

1
.
0
0   

F1S
9K5 

Glutamyl-
prolyl-
tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 

EPR
S 

1
7
0.
0
2 0.835 0.857 0.678 0.873 0.568 0.594 0.946 1.189 1.317 1.476 1.76 1.366 

0
.
8
6 

##
##
##
# 

1
.
3
3 

##
##
##
# 
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GN=EPRS 

F1S
DR7 

Tyrosine 
3-
monooxyg
enase/tryp
tophan 5-
monooxyg
enase 
activation 
protein 
beta 
OS=Sus 
scrofa 
OX=9823 
GN=YWH
AB 

YW
HAB 

2
8.
1
1
2     1.017     0.998     1.014     1.014 

0
.
9
8   

1
.
0
0   

F1R
JX8 

Coatomer 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=COP
A 

COP
A 

1
3
8.
4
4 0.798     0.874     1.059     1.443     

1
.
1
0   

1
.
3
6   

A0A
075
B7I5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
8
6
6 1.697 2.158 1.744 1.133 1.169 1.092 0.685 0.528 0.593 0.394 0.51 0.466 

0
.
6
1 

##
##
##
# 

0
.
7
6 

##
##
##
# 

F1R
UX1 

Coronin 
OS=Sus 
scrofa 
OX=9823 
GN=COR
O1B 

COR
O1B 

5
4.
1
8
1                                 

Q0P
M28 

Pigment 
epithelium-

SER
PINF

4
5. 1.376 1.372 1.508 1.365 1.335 1.346 0.669 0.695 0.688 0.589 0.598 0.564 

0
.

##
##

0
.

##
##
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derived 
factor 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INF1 

1 6
2
7 

9
5 

##
# 

8
5 

##
# 

F1S
D35 

Phosphati
dylinositol 
glycan 
anchor 
biosynthes
is class T 
OS=Sus 
scrofa 
OX=9823 
GN=PIGT 

PIG
T 

6
8.
8
4
7 1.035 1.009 1.465 1.104 1.023 1.038 1.099 0.755 0.936 0.973 0.85 0.766 

0
.
9
0 

##
##
##
# 

0
.
9
3 

##
##
##
# 

F1R
J93 

Transgelin 
OS=Sus 
scrofa 
OX=9823 
GN=TAGL
N2 

TAG
LN2 

2
2.
3
7
7   0.592 0.593   1.402 0.517   1.144 1.136   1.239 1.014 

1
.
6
2 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
286
ZIH
7 

Actin-
related 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=ACTR
3 

ACT
R3 

4
2.
0
0
3     1.013     1.025     0.88     1.057 

1
.
0
1   

1
.
2
0   

F1S
3V9 

Leucine 
rich repeat 
containing 
41 
OS=Sus 
scrofa 

LRR
C41 

8
7.
8
0
1   1.703     1.031     1.161     0.812   

0
.
6
1   

0
.
7
0   
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OX=9823 
GN=LRRC
41 

F1R
JF7 

Stromal 
cell 
derived 
factor 4 
OS=Sus 
scrofa 
OX=9823 
GN=SDF4 

SDF
4 

4
0.
9
8
1 1.328 1.421 1.295 1.203 1.12 1.149 0.685 0.715 0.725 0.691 0.669 0.781 

0
.
8
6 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
AIN
5 

Phospholi
pase A2 
group III 
OS=Sus 
scrofa 
OX=9823 
GN=PLA2
G3 

PLA
2G3 

5
0.
1
3
4   1.066     1.35     0.74     0.737   

1
.
2
7   

1
.
0
0   

P68
137 

Actin, 
alpha 
skeletal 
muscle 
OS=Sus 
scrofa 
OX=9823 
GN=ACTA
1 

ACT
A1 

4
2.
0
5
1     0.98     0.845     1.088     1.087 

0
.
8
6   

1
.
0
0   

F1R
T25 

Sorting 
nexin 3 
OS=Sus 
scrofa 
OX=9823 
GN=SNX3 

SNX
3 

1
8.
7
6
2 0.973     0.914     0.891     1.216     

0
.
9
4   

1
.
3
7   

Q8H
ZW
2 

Myocilin 
precursor 
OS=Sus 
scrofa 

MYO
C 

5
5.
0
3                                 
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OX=9823 
GN=MYO
C 

2 

F1S
IE1 

Immunogl
obulin 
superfamil
y 
containing 
leucine 
rich repeat 
OS=Sus 
scrofa 
OX=9823 
GN=ISLR ISLR 

4
5.
9
2
3   1.637     1.504     0.666     0.543   

0
.
9
2   

0
.
8
2   

F1S
E07 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
2.
3
3
1   2.387     1.034     0.111     0.215   

0
.
4
3   

1
.
9
4   

P11
708 

Malate 
dehydroge
nase, 
cytoplasmi
c OS=Sus 
scrofa 
OX=9823 
GN=MDH
1 

MDH
1 

3
6.
4
5
4 0.643 0.68 0.668 0.556 0.592 0.632 1.183 1.179 1.536 1.817 1.748 1.242 

0
.
8
9 

##
##
##
# 

1
.
2
3 

##
##
##
# 

F1S
MS8 

Lectin, 
mannose 
binding 1 
OS=Sus 
scrofa 
OX=9823 
GN=LMAN
1 

LMA
N1 

5
8.
3
1
7 0.631 0.796 0.822 0.499 0.687 0.897 1.361 1.224 1.178 1.717 1.239 1.16 

0
.
9
3 

##
##
##
# 

1
.
0
9 

##
##
##
# 

P24 Insulin-like IGF 3 1.481 1.686 1.47 1.356 1.323 1.514 0.42 0.411 0.407 0.55 0.462 0.287 0 ## 1 ##
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853 growth 
factor-
binding 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P2 

BP2 3.
9
3
7 

.
9
0 

##
##
# 

.
0
5 

##
##
# 

F1S
C82 

Myoferlin 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
F 

MYO
F 

2
3
4.
0
4 0.568     0.658     1.427     1.403     

1
.
1
6   

0
.
9
8   

I3L
NG8 

Stress 
induced 
phosphopr
otein 1 
OS=Sus 
scrofa 
OX=9823 
GN=STIP1 

STIP
1 

6
2.
4
6
3 0.715 0.79 0.449 0.795 0.64 0.59 1.09 1.235 1.444 1.448 1.581 1.548 

1
.
0
4 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
287
BNZ
1 

GIPC PDZ 
domain 
containing 
family 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=GIPC
2 

GIP
C2 

3
4.
5
1
2   1.049     0.843     1.053     1.25   

0
.
8
0   

1
.
1
9   

A0A
286
ZZB
7 

Histone 
cluster 1 
H1 family 
member e 
OS=Sus 

HIST
1H1
E 

2
1.
9
9
3 1.003 0.498 0.535 0.436 1.996 0.44 0.684 0.77 0.833 0.778 0.969 1.259 

1
.
4
1 

##
##
##
# 

1
.
3
1 

##
##
##
# 
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scrofa 
OX=9823 
GN=HIST
1H1E 

A0A
287
AYN
4 

Golgi 
glycoprotei
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=GLG1 

GLG
1 

1
1
9.
5
4 0.982 1.625   1.017 1.02   0.983 0.65   0.99 0.572   

0
.
7
8 

##
##
##
# 

0
.
9
6 

##
##
##
# 

I3LL
97 

Cysteine 
and 
glycine 
rich 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=CSRP
1 

CSR
P1 

2
0.
6
4
4 0.7 1.154   0.596 0.504   1.169 0.941   1.618 1.618   

0
.
5
9 

##
##
##
# 

1
.
5
3 

##
##
##
# 

Q06
AU7 

Ras-
related 
protein 
Rab-1B 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
B 

RAB
1B 

2
2.
1
1
2   0.786 0.858   0.684 0.804   1.079 1.126   1.469 1.299 

0
.
9
1 

##
##
##
# 

1
.
2
6 

##
##
##
# 

A0A
287
BFJ
2 

Clathrin 
light chain 
OS=Sus 
scrofa 
OX=9823 
GN=CLTA 

CLT
A 

2
3.
2
3
7 0.822 0.724 0.741 0.662 0.706 0.699 1.092 1.176 1.224 1.547 1.693 1.423 

0
.
9
0 

##
##
##
# 

1
.
3
4 

##
##
##
# 

Q9T
V69 

Trans-1,2-
dihydrobe

DHD
H 

3
6.                                 
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nzene-1,2-
diol 
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=DHD
H 

5
2
7 

K7G
LQ2 

SWI/SNF 
related, 
matrix 
associated
, actin 
dependent 
regulator 
of 
chromatin, 
subfamily 
a, member 
1 OS=Sus 
scrofa 
OX=9823 
GN=SMA
RCA1 

SMA
RCA
1 

1
1
6.
5
1                                 

F1S
S01 

Arp2/3 
complex 
34 kDa 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=ARPC
2 

ARP
C2 

3
4.
3
2 0.955 1.043   0.899 1.107   0.95 1.005   1.249 1.28   

1
.
0
0 

##
##
##
# 

1
.
2
9 

##
##
##
# 

A0A
287
A86
3 

Peptidylpr
olyl 
isomerase 
G OS=Sus 

PPI
G 

8
7.
5
2   1.182     1.429     0.722     0.408   

1
.
2
1   

0
.
5
7   
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scrofa 
OX=9823 
GN=PPIG 

4 

I3L
DA5 

EH 
domain 
containing 
4 OS=Sus 
scrofa 
OX=9823 
GN=EHD4 

EHD
4 

6
1.
1
9
9 0.914 0.81 0.87 0.915 0.949 0.901 1.051 1.099 1.154 1.241 1.163 1.129 

1
.
0
7 

##
##
##
# 

1
.
0
7 

##
##
##
# 

Q2E
HH7 

Serine/thre
onine-
protein 
phosphata
se 
OS=Sus 
scrofa 
OX=9823 
GN=PPP1
CC 

PPP
1CC 

3
6.
9
8
3 1.052     0.877     0.761     1.278     

0
.
8
3   

1
.
6
8   

A0A
286
ZJR
7 

Crystallin 
gamma C 
OS=Sus 
scrofa 
OX=9823 
GN=CRY
GC 

CRY
GC 

1
9.
9
4
4 1.972     0.659     1.197     0.853     

0
.
3
3   

0
.
7
1   

F1R
Y96 

Chromoso
me 6 open 
reading 
frame 222 
OS=Sus 
scrofa 
OX=9823 
GN=C6orf
222 

C6or
f222 

6
7.
1
3
7 1.211 1.707   1.361 0.936   0.978 0.804   0.861 0.638   

0
.
7
9 

##
##
##
# 

0
.
8
4 

##
##
##
# 

F1S
IE5 

AT-rich 
interaction 

ARI
D3B 

6
1. 0.348 0.236   0.32 0.229   1.593 1.744   2.038 1.907   

0
.

##
##

1
.

##
##
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domain 3B 
OS=Sus 
scrofa 
OX=9823 
GN=ARID
3B 

2
5
1 

9
4 

##
# 

1
8 

##
# 

A0A
286
ZVI
3 

Serine/thre
onine 
kinase 25 
OS=Sus 
scrofa 
OX=9823 
GN=STK2
5 

STK
25 

5
0.
0
5
6 0.692     0.964     1.355     1.367     

1
.
3
9   

1
.
0
1   

I3L
HE8 

RAB29, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB2
9 

RAB
29 

2
3.
0
0
1                                 

F1S
940 

Collagen 
beta(1-
O)galactos
yltransfera
se 1 
OS=Sus 
scrofa 
OX=9823 
GN=COL
GALT1 

COL
GAL
T1 

6
2.
8
8
4   1.386     1.335     0.874     0.809   

0
.
9
6   

0
.
9
3   

F6Q
469 

Alpha-1-
antichymot
rypsin 2 
precursor 

SER
PIN
A3-2 

4
6.
3
0 0.986 0.868 0.997 1.27 1.388 1.07 0.727 0.869 1.062 0.767 1.059 1.361 

1
.
3
1 

##
##
##
# 

1
.
2
0 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=SERP
INA3-2 

1 

A0A
288
CG5
8 

Glia-
derived 
nexin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INE2 

SER
PIN
E2 

3
7.
4
3
9   1.555 1.487   1.785 1.662   0.406 0.34   0.209 0.14 

1
.
1
3 

##
##
##
# 

0
.
4
7 

##
##
##
# 

A0A
140
TAK
8 

Apolipopro
tein H 
OS=Sus 
scrofa 
OX=9823 
GN=APO
H 

APO
H 

3
1.
9
4
7 1.396 2.098 1.521 1.241 0.959 1.253 0.763 0.495 0.681 0.533 0.297 0.467 

0
.
6
9 

##
##
##
# 

0
.
6
7 

##
##
##
# 

A0A
287
BG
V6 

Collagen 
type XIV 
alpha 1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL1
4A1 

COL
14A
1 

1
9
0.
5
7 1.386     1.37     0.544     0.532     

0
.
9
9   

0
.
9
8   

A0A
287
A27
5 

Tubulin 
beta chain 
OS=Sus 
scrofa 
OX=9823 
GN=TUBB
4B 

TUB
B4B 

4
9.
8
3   1.202     1.183     0.842     0.902   

0
.
9
8   

1
.
0
7   

A0A Formin FNB 6   1.065     1.257     0.925     1.038   1   1   
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286
ZYH
9 

binding 
protein 1 
like 
OS=Sus 
scrofa 
OX=9823 
GN=FNBP
1L 

P1L 3.
5
4 

.
1
8 

.
1
2 

A0A
287
AR3
3 

Protein 
tyrosine 
phosphata
se, 
receptor 
type T 
OS=Sus 
scrofa 
OX=9823 
GN=PTPR
T 

PTP
RT 

1
2
3.
5
8 0.221     0.29     1.803     1.732     

1
.
3
1   

0
.
9
6   

A0A
287
B9Y
8 

Cortactin 
binding 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=CTTN
BP2 

CTT
NBP
2 

1
7
8.
6
5 1.383     1.994     0.583     0.488     

1
.
4
4   

0
.
8
4   

I3LB
A6 

Transgluta
minase 3 
OS=Sus 
scrofa 
OX=9823 
GN=TGM3 

TGM
3 

8
4.
1
4
6 0.927     1.045     0.973     0.957     

1
.
1
3   

0
.
9
8   

F1S
QH5 

Histidine 
decarboxyl
ase 
OS=Sus 
scrofa HDC 

7
3.
9
9     0.351     0.539     1.384     1.659 

1
.
5
4   

1
.
2
0   
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OX=9823 
GN=HDC 

A0A
287
A2C
3 

Catalase 
OS=Sus 
scrofa 
OX=9823 
GN=CAT CAT 

5
6.
6
3
5 1.027 1.158 1.618 0.903 1.15 1.259 1.059 1.092 0.546 1.15 1.155 0.473 

0
.
8
7 

##
##
##
# 

1
.
0
3 

##
##
##
# 

A0A
287
AM8
2 

Anterior 
gradient 
protein 2 
homolog 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=AGR2 

AGR
2 

1
9.
8
9
7                                 

A0A
287
AG
H9 

Serine/thre
onine/tyros
ine 
interacting 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=STYX 

STY
X 

2
1.
6
0
4   1.223     1.674     0.936     0.692   

1
.
3
7   

0
.
7
4   

F1R
UM
4 

Inter-
alpha-
trypsin 
inhibitor 
heavy 
chain H2 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH2 

ITIH
2 

1
0
4.
3 1.373 1.303 1.291 1.204 1.11 1.229 0.779 0.861 0.86 0.809 0.928 0.72 

0
.
8
9 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
BJR

Acyl-CoA-
binding 
protein DBI 

7.
9
6 0.379 0.618 0.356 0.437 0.546 0.276 1.549 1.377 1.402 1.762 1.526 1.802 

0
.
9

##
##
##

1
.
1

##
##
##
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8 OS=Sus 
scrofa 
OX=9823 
GN=DBI 

2 3 # 8 # 

A0A
287
B7U
9 

N-
acetylgala
ctosamine-
6-sulfatase 
OS=Sus 
scrofa 
OX=9823 
GN=GALN
S 

GAL
NS 

5
3.
7
5
4 1.713 1.321 1.483 1.446 1.409 1.512 0.572 0.575 0.625 0.465 0.443 0.523 

0
.
9
7 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A0A
286
ZQT
4 

ADAMTS 
like 1 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
MTSL1 

ADA
MTS
L1 

1
9
2.
2
9 0.989 1.297 0.486 0.841 0.791 0.801 1.21 0.846 1.394 1.281 1.147 1.443 

0
.
8
8 

##
##
##
# 

1
.
1
2 

##
##
##
# 

I3L
C80 

Semaphori
n 7A (John 
Milton 
Hagen 
blood 
group) 
OS=Sus 
scrofa 
OX=9823 
GN=SEM
A7A 

SEM
A7A 

8
0.
0
4
7 0.576 0.728 0.917 0.654 0.898 0.988 1.45 1.269 0.967 1.383 1.204 1.025 

1
.
1
4 

##
##
##
# 

0
.
9
8 

##
##
##
# 

F1R
ZM4 

Laminin 
subunit 
alpha 4 
OS=Sus 
scrofa 
OX=9823 
GN=LAMA

LAM
A4 

2
0
0.
1
5 1.416 2.028 1.428 1.324 0.799 1.411 0.431 0.641 0.585 0.47 0.559 0.432 

0
.
7
3 

##
##
##
# 

0
.
8
8 

##
##
##
# 
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4 

F1R
L06 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00523213 

LOC
1005
2321
3 

2
2.
7
1
2 1.608 1.768 1.295 1.84 1.536 1.542 0.419 0.407 0.537 0.219 0.276 0.581 

1
.
0
5 

##
##
##
# 

0
.
7
9 

##
##
##
# 

F1R
IA4 

Transmem
brane 
protein 
132A 
OS=Sus 
scrofa 
OX=9823 
GN=TME
M132A 

TME
M13
2A 

1
0
8.
8
1     1.15     1.493     0.886     0.791 

1
.
3
0   

0
.
8
9   

I3LA
Y5 

Cbl proto-
oncogene 
B OS=Sus 
scrofa 
OX=9823 
GN=CBLB 

CBL
B 

1
0
4.
3
9 0.762 0.066 0.567 0.364 0.081 0.143 2.123 2.403 2.229 1.507 1.542 0.33 

0
.
4
2 

##
##
##
# 

0
.
5
0 

##
##
##
# 

A0A
286
ZQS
4 

MIA family 
member 3, 
ER export 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=MIA3 

MIA
3 

1
1
6.
6     1.33     1.408     0.67     0.595 

1
.
0
6   

0
.
8
9   

F1S
JW8 

Plasma 
protease 
C1 
inhibitor 
precursor 
OS=Sus 

SER
PIN
G1 

5
4.
5
2
5 0.927 1.251 0.839 1.115 1.119 0.862 0.988 1.254 1.243 0.999 0.954 1.368 

1
.
0
3 

##
##
##
# 

0
.
9
5 

##
##
##
# 
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scrofa 
OX=9823 
GN=SERP
ING1 

P22
298 

Antileukop
roteinase 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=SLPI SLPI 

1
3.
8
0
8                                 

I3L
U40 

FAM20C, 
golgi 
associated 
secretory 
pathway 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=FAM2
0C 

FAM
20C 

6
6.
1
3
9 1.419 1.117 1.293 1.126 1.744 1.276 0.856 0.694 0.872 0.65 0.429 0.631 

1
.
0
8 

##
##
##
# 

0
.
7
1 

##
##
##
# 

A0A
287
B4B
7 

Rab GDP 
dissociatio
n inhibitor 
OS=Sus 
scrofa 
OX=9823 
GN=GDI2 

GDI
2 

4
3.
2
7     0.511     0.582     1.442     1.618 

1
.
1
4   

1
.
1
2   

F1R
QK4 

Pleckstrin 
homology 
domain 
interacting 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PHIP 

PHI
P 

2
0
6.
8
7   1.386     1.632     0.671     0.508   

1
.
1
8   

0
.
7
6   
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A0A
287
AG
M8 

Dolichyl-
diphospho
oligosacch
aride--
protein 
glycosyltra
nsferase 
48 kDa 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=DDO
ST 

DDO
ST 

4
8.
7
6
7                                 

Q52
NJ1 

Ras-
related 
protein 
Rab-11A 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
1A 

RAB
11A 

2
4.
3
9
3 0.708 0.78 0.817 0.696 0.866 0.796 1.316 1.175 1.125 1.644 1.447 1.214 

1
.
0
2 

##
##
##
# 

1
.
1
9 

##
##
##
# 

F1S
FI6 

Fetuin B 
OS=Sus 
scrofa 
OX=9823 
GN=FETU
B 

FET
UB 

4
1.
2
2
4 1.227 1.251 0.99 1.013 1.189 1.163 0.752 0.85 1.022 0.99 0.844 1.06 

0
.
9
7 

##
##
##
# 

1
.
1
0 

##
##
##
# 

F1S
L49 

Tripartite 
motif 
containing 
42 
OS=Sus 
scrofa 
OX=9823 
GN=TRIM
42 

TRI
M42 

7
7.
4
7
7   1.366     2.305     0.18     0.171   

1
.
6
9   

0
.
9
5   
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A0A
287
B53
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
1
4
4   0.359 0.923   0.466 0.853   1.332 0.994   1.947 1.064 

1
.
0
3 

##
##
##
# 

1
.
2
9 

##
##
##
# 

A0A
287
BKH
1 

ATP 
binding 
cassette 
subfamily 
A member 
13 
OS=Sus 
scrofa 
OX=9823 
GN=ABCA
13 

ABC
A13 

3
2
8.
9
9   0.195 0.21   0.693 0.777   0.5 0.296   0.288 0.191 

3
.
6
3 

##
##
##
# 

0
.
6
0 

##
##
##
# 

I3LS
Q0 

Calcium 
binding 
and coiled-
coil 
domain 1 
OS=Sus 
scrofa 
OX=9823 
GN=CALC
OCO1 

CAL
COC
O1 

7
6.
9
6     0.928     2.911     0.37     0.298 

3
.
1
4   

0
.
8
1   

A0A
287
B3
W8 

ATP-
citrate 
synthase 
isoform 2 
OS=Sus 
scrofa 
OX=9823 
GN=ACLY 

ACL
Y 

1
1
0.
8
7                                 

B5A
PU6 

Actin-
related 
protein 2/3 

ARP
C1B 

4
0.
9                                 
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complex 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=ARPC
1B 

7
4 

F2Z
5M9 

Signal 
recognition 
particle 54 
kDa 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=SRP5
4 

SRP
54 

5
5.
7
0
4                                 

I3L
G75 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
2.
2
4
2   1.571 1.361   1.286 1.156   0.692 0.85   0.639 0.623 

0
.
8
3 

##
##
##
# 

0
.
8
2 

##
##
##
# 

F1S
LL1 

Interleukin
-6 receptor 
subunit 
beta 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=IL6ST 

IL6S
T 

1
0
3.
8   1.518 1.255   1.037 1.121   0.862 0.851   0.792 0.863 

0
.
7
8 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
BS4 

Compleme
nt C3 
OS=Sus 
scrofa 
OX=9823 
GN=C3 C3 

1
8
7.
0
3 0.819 0.776   0.86 0.885   1.204 1.547   1.113 1.235   

1
.
0
9 

##
##
##
# 

0
.
8
5 

##
##
##
# 
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F1S
FI7 

Alpha-2-
HS-
glycoprotei
n OS=Sus 
scrofa 
OX=9823 
GN=AHS
G 

AHS
G 

3
8.
7
8
9 1.079 0.79 1.322 1.252 1.319 1.283 0.821 0.889 0.812 0.899 0.984 0.721 

1
.
2
1 

##
##
##
# 

1
.
0
3 

##
##
##
# 

K7G
T68 

Integrin 
subunit 
alpha 6 
OS=Sus 
scrofa 
OX=9823 
GN=ITGA
6 

ITG
A6 

1
2
1.
4
4 1.057   1.376 1.035   1.3 0.955   0.664 0.909   0.628 

0
.
9
6 

##
##
##
# 

0
.
9
5 

##
##
##
# 

Q52
NJ6 

Ras-
related 
protein 
Rab-14 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
4 

RAB
14 

2
3.
9
2
7                                 

K7G
QD4 

Protein 
S100 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
7
7
8     1.09     1.46     0.782     0.725 

1
.
3
4   

0
.
9
3   

F6Q
1M2 

Asparagin
e 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=ASNS 

ASN
S 

6
4.
2
8
6                                 

A0A Perilipin PLIN 4 0.921 0.924 0.862 0.874 0.985 0.951 1.065 1.018 1.05 1.166 1.209 1.178 1 ## 1 ##
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287
AAY
1 

OS=Sus 
scrofa 
OX=9823 
GN=PLIN2 

2 9.
1
8
5 

.
0
4 

##
##
# 

.
1
3 

##
##
# 

P48
819 

Vitronectin 
OS=Sus 
scrofa 
OX=9823 
GN=VTN VTN 

5
2.
5
7
1 1.23 1.756 1.345 1.377 1.365 1.243 0.827 0.426 0.764 0.811 0.422 0.713 

0
.
9
2 

##
##
##
# 

0
.
9
7 

##
##
##
# 

A0A
2C9
F38
0 

Phosphoa
cetylgluco
samine 
mutase 
OS=Sus 
scrofa 
OX=9823 
GN=PGM
3 

PGM
3 

5
9.
3
4
6   1.563 0.831   0.868 0.958   0.767 1.045   1.056 1.237 

0
.
7
6 

##
##
##
# 

1
.
2
7 

##
##
##
# 

A0A
287
ABD
9 

CSC1-like 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=TME
M63A 

TME
M63
A 

8
5.
2
1
7                                 

F1R
HW
4 

RAS 
related 
OS=Sus 
scrofa 
OX=9823 
GN=RRAS 

RRA
S 

2
3.
7
6
7 0.562 0.52   0.69 0.467   2.266 1.535   1.18 1.713   

1
.
0
7 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
287
ACY
4 

Saposin-
B-Val 
OS=Sus 
scrofa 
OX=9823 
GN=PSAP 

PSA
P 

5
3.
0
8
8 1.518 1.544 1.512 1.261 1.426 1.246 0.591 0.698 0.553 0.536 0.484 0.45 

0
.
8
6 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A Y-box YBX 3                                 
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287
AJD
3 

binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=YBX1 

1 0.
4
3
6 

F2Z
5I8 

Ras-
related 
protein 
Rab-8A 
OS=Sus 
scrofa 
OX=9823 
GN=RAB8
A 

RAB
8A 

2
6.
6
3 0.893 1.418 0.905 0.778 1.098 0.973 1.151 0.903 1.163 1.144 0.629 0.803 

0
.
8
9 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A
287
A34
2 

Galectin 
OS=Sus 
scrofa 
OX=9823 
GN=LGAL
S9 

LGA
LS9 

3
3.
8
6
7 0.729 0.629 0.65 0.849 0.643 1.091 1.211 1.389 1.224 1.65 1.593 1.137 

1
.
2
9 

##
##
##
# 

1
.
1
5 

##
##
##
# 

I3L
Q17 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PZP PZP 

1
5
0.
4
8 0.56 0.366 0.757 0.803 0.599 0.728 1.36 1.868 1.418 1.429 1.818 1.344 

1
.
2
7 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
287
BKB
9 

Calcyphosi
ne like 
OS=Sus 
scrofa 
OX=9823 
GN=CAPS
L 

CAP
SL 

2
4.
4
0
9                                 

Q2X
QA0 

Amyloid 
protein 
variant 1 APP 

7
8.
6                                 
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OS=Sus 
scrofa 
OX=9823 
GN=APP 

1
4 

A0A
286
ZTK
5 

N-
acylethano
lamine 
acid 
amidase 
OS=Sus 
scrofa 
OX=9823 
GN=NAAA 

NAA
A 

3
8.
3
8
2 0.862 0.595 1.124 1.283 1.432 0.767 1.207 1.263 1.226 1.281 1.325 1.166 

1
.
3
5 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1R
N40 

Coagulatio
n factor VII 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=F7 F7 

4
9.
2
4
1 1.232 1.238 1.304 1.083 1.437 1.278 0.915 0.846 0.866 0.87 0.677 0.772 

1
.
0
1 

##
##
##
# 

0
.
8
8 

##
##
##
# 

Q29
594 

Creatine 
kinase B-
type 
OS=Sus 
scrofa 
OX=9823 
GN=CKB CKB 

4
2.
6
5
7 0.649 0.753 0.682 0.594 0.567 0.824 1.344 1.219 1.354 1.578 1.586 1.297 

0
.
9
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 

A0A
286
ZKZ
9 

Protein 
tyrosine 
kinase 7 
(inactive) 
OS=Sus 
scrofa 
OX=9823 
GN=PTK7 

PTK
7 

1
1
0.
7
4   1.257 1.159   1.182 0.964   0.74 0.927   0.908 0.887 

0
.
8
9 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3L7
28 

Uncharact
erized 
protein --- 

1
5.
0 1.121 1.556 1.327 1.271 1.461 1.281 0.832 0.422 0.488 0.844 0.464 0.513 

1
.
0

##
##
##

1
.
0

##
##
##
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OS=Sus 
scrofa 
OX=9823 

5
7 

0 # 5 # 

A0A
287
AR6
7 

Sorcin 
isoform 2 
OS=Sus 
scrofa 
OX=9823 
GN=SRI SRI 

2
0.
3
4
5                                 

F1S
UQ5 

Ubiquitin 
protein 
ligase E3 
componen
t n-
recognin 4 
OS=Sus 
scrofa 
OX=9823 
GN=UBR4 

UBR
4 

5
7
2.
7
7   0.605     0.822     2.487     1.221   

1
.
3
6   

0
.
4
9   

A0A
286
ZPX
6 

Myosin-7 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00736765 

LOC
1007
3676
5 

2
1
8.
3                                 

O46
560 

Pyridoxal 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=PDXK 

PDX
K 

3
5.
6
1
3 0.738 1.377 0.57 0.651 0.908 1.023 0.927 0.628 1.527 1.231 1.082 1.126 

0
.
9
6 

##
##
##
# 

1
.
1
2 

##
##
##
# 

F1S
QN1 

T-complex 
protein 1 
subunit 
delta 
OS=Sus 
scrofa 
OX=9823 

CCT
4 

5
8.
0
5
6 0.844   0.478 0.767   0.538 1.038   1.646 1.372   1.49 

0
.
9
9 

##
##
##
# 

1
.
0
7 

##
##
##
# 
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GN=CCT4 

A0A
287
AD
H9 

Chloride 
intracellula
r channel 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CLIC
4 

CLIC
4 

2
8.
7
2
7 0.982 1.22 0.89 0.797 0.957 0.787 1.035 1.004 1.318 1.177 0.923 1.146 

0
.
8
2 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
UV0 

Autophagy 
related 16 
like 2 
OS=Sus 
scrofa 
OX=9823 
GN=ATG1
6L2 

ATG
16L2 

6
8.
5
6
1                                 

I3L7
42 

RuvB-like 
helicase 
OS=Sus 
scrofa 
OX=9823 
GN=RUVB
L1 

RUV
BL1 

4
3.
8
2
6 0.533     0.758     1.335     1.539     

1
.
4
2   

1
.
1
5   

P80
928 

Macropha
ge 
migration 
inhibitory 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=MIF MIF 

1
2.
4
5
1 0.915 0.883 0.859 0.944 0.977 0.934 0.99 1.182 1.173 1.273 1.298 1.091 

1
.
0
8 

##
##
##
# 

1
.
1
0 

##
##
##
# 

A0A
287
A20
0 

Tyrosine-
protein 
phosphata
se 

LOC
1006
2489
4 

9
5.
0
7 0.532 0.447 0.688 0.637 0.583 0.835 1.159 1.824 1.371 1.602 1.489 1.358 

1
.
2
3 

##
##
##
# 

1
.
0
2 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00624894 

9 

F1S
FJ8 

DnaJ 
homolog 
subfamily 
B member 
11 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
B11 

DNA
JB11 

4
0.
4
9
7 0.888 1.463 1.429 1.212 1.18 1.202 0.763 0.725 0.737 0.473 0.577 0.609 

0
.
9
5 

##
##
##
# 

0
.
7
5 

##
##
##
# 

D0G
7F6 

Triosepho
sphate 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=TPI1 TPI1 

2
6.
6
6
7   0.748 1.082   0.834 0.977   1.139 0.988   1.703 0.814 

0
.
9
9 

##
##
##
# 

1
.
1
8 

##
##
##
# 

A0A
287
AJT
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
8 

RPL
28 

1
5.
7
3 0.382     0.405     1.244     2.068     

1
.
0
6   

1
.
6
6   

A0A
287
BM1
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC3

LOC
3966
84 

4
5.
3
9
8 1.254 1.704 1.274 1.26 0.935 1.005 0.883 0.916 1.219 0.672 0.629 0.78 

0
.
7
6 

##
##
##
# 

0
.
6
9 

##
##
##
# 
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96684 

F1S
RC5 

Aconitate 
hydratase, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=ACO2 

ACO
2 

8
5.
4
4
7     0.754     0.74     0.765     1.677 

0
.
9
8   

2
.
1
9   

Q0Z
8R0 

Cystatin 
OS=Sus 
scrofa 
OX=9823 
GN=CST3 

CST
3 

1
5.
7
3
4 0.626 0.725 0.58 0.668 0.611 0.597 1.257 1.44 1.585 1.327 1.369 1.217 

0
.
9
7 

##
##
##
# 

0
.
9
1 

##
##
##
# 

I3L
DJ1 

Folate 
receptor 
alpha 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FOLR
1 

FOL
R1 

3
3.
3
5
8 0.91 0.915 1.057 0.8 0.691 0.741 1.215 1.201 1.117 1.143 1.304 1.292 

0
.
7
7 

##
##
##
# 

1
.
0
6 

##
##
##
# 

A0A
286
ZRB
5 

Arrestin 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=ARR
DC1 

ARR
DC1 

4
5.
6
8
6   1.491     1.365     0.681     0.563   

0
.
9
2   

0
.
8
3   

A0A
287
BFQ
5 

Lymphocyt
e antigen 
6 family 
member H 
OS=Sus 
scrofa 
OX=9823 

LY6
H 

1
7.
0
6
6 0.483 0.804 1.298 0.48 1.01 1.428 1.618 1.273 0.741 1.628 1.106 0.515 

1
.
1
3 

##
##
##
# 

0
.
9
0 

##
##
##
# 
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GN=LY6H 

A0A
287
B92
0 

Sucrase-
isomaltase
, intestinal 
OS=Sus 
scrofa 
OX=9823 
GN=SI SI 

1
8
9.
1
3                                 

K7G
Q86 

Stromal 
antigen 2 
OS=Sus 
scrofa 
OX=9823 
GN=STAG
2 

STA
G2 

1
3
4.
0
5 0.802 0.667 0.781 1.099 1.145 0.953 1.303 1.297 1.265 1.047 1.212 1.222 

1
.
4
2 

##
##
##
# 

0
.
9
0 

##
##
##
# 

P10
775 

Ribonucle
ase 
inhibitor 
OS=Sus 
scrofa 
OX=9823 
GN=RNH1 

RNH
1 

4
9.
0
2
3 0.898     1.142     1.121     1.069     

1
.
2
7   

0
.
9
5   

F1S
JS8 

Transgelin 
OS=Sus 
scrofa 
OX=9823 
GN=TAGL
N 

TAG
LN 

2
2.
5
8
1                                 

A2T
EQ2 

Nectin-2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=prr2 prr2 

5
1.
5
2
5 1.245 1.197 1.253 1.121 1.066 1.191 0.798 0.885 0.843 0.883 0.924 0.66 

0
.
9
1 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
A85
3 

G protein 
subunit 
alpha 13 
OS=Sus 

GNA
13 

4
4.
0
2 0.437 0.425 0.775 0.546 0.521 0.648 1.501 1.445 1.334 1.673 1.709 1.435 

1
.
0
5 

##
##
##
# 

1
.
1
3 

##
##
##
# 
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scrofa 
OX=9823 
GN=GNA1
3 

8 

F1S
KY2 

Omega-
amidase 
NIT2 
OS=Sus 
scrofa 
OX=9823 
GN=NIT2 NIT2 

3
1.
1
9
1 0.964 1.133 1.105 0.817 1.827 1.06 0.926 0.723 1.065 1.427 0.779 0.961 

1
.
1
6 

##
##
##
# 

1
.
1
7 

##
##
##
# 

I3L
DC7 

Isocitrate 
dehydroge
nase 
[NADP] 
OS=Sus 
scrofa 
OX=9823 
GN=IDH1 IDH1 

4
6.
7
7
6   0.78     0.747     1.211     1.391   

0
.
9
6   

1
.
1
5   

Q9T
UQ3 

Compleme
nt 
componen
t C7 
OS=Sus 
scrofa 
OX=9823 
GN=C7 C7 

9
3.
0
6
1 1.527 1.449 1.449 1.237 1.213 1.328 0.71 0.803 0.727 0.656 0.669 0.531 

0
.
8
5 

##
##
##
# 

0
.
8
3 

##
##
##
# 

F1R
TT3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=COL9
A1 

COL
9A1 

1
5.
2
6 1.534 1.547 1.291 1.76 2.07 1.274 0.415 0.349 0.513 0.35 0.33 0.312 

1
.
1
7 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
287
BTH

Apolipopro
tein R 
precursor 

C4B
PA 

6
3.
9                                 
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4 OS=Sus 
scrofa 
OX=9823 
GN=C4BP
A 

3
8 

F1S
DQ7 

Matrilin 4 
OS=Sus 
scrofa 
OX=9823 
GN=MAT
N4 

MAT
N4 

6
8.
2
6
6 1.539 1.515 1.605 1.2 1.233 1.227 0.58 0.813 0.571 0.479 0.708 0.386 

0
.
7
9 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0P
FK5 

Capping 
protein 
(Actin 
filament) 
muscle Z-
line, alpha 
1 OS=Sus 
scrofa 
OX=9823 
GN=CP 
alpha1 CP 

3
3.
0
1
6 1.062 1.011 1.049 0.84 1.101 1.283 1.047 1.078 0.982 1.209 1.18 0.862 

1
.
0
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 

A0A
286
ZM
D8 

Cullin 4B 
OS=Sus 
scrofa 
OX=9823 
GN=CUL4
B 

CUL
4B 

9
0.
3
9   0.661     0.852     1.203     1.158   

1
.
2
9   

0
.
9
6   

F1R
F11 

72 kDa 
type IV 
collagenas
e 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=MMP
2 

MM
P2 

6
5.
6
2
1                                 
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F1S
Q14 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
5
1
2   0.326 0.419   0.461 0.474   1.484 1.539   2.156 1.697 

1
.
2
6 

##
##
##
# 

1
.
2
8 

##
##
##
# 

F1S
FA7 

Collagen 
alpha-2(I) 
chain 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=COL1
A2 

COL
1A2 

1
0
4.
4
4 1.477     0.716     1.405     0.789     

0
.
4
9   

0
.
5
6   

F1R
FP8 

Acetoacet
yl-CoA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=AACS 

AAC
S 

8
8.
0
4
5                                 

F1S
8B6 

Attractin 
OS=Sus 
scrofa 
OX=9823 
GN=ATRN 

ATR
N 

1
5
6.
9 1.183     1.133     0.832     0.684     

0
.
9
6   

0
.
8
2   

Q52
NJ3 

GTP-
binding 
protein 
SAR1a 
OS=Sus 
scrofa 
OX=9823 
GN=SAR1
A 

SAR
1A 

2
2.
4
0
9 0.281 0.114 0.334 0.346 0.245 0.401 1.728 1.615 1.506 1.822 2.176 1.804 

1
.
3
6 

##
##
##
# 

1
.
2
0 

##
##
##
# 

F1S
4K7 

Phosphogl
ucomutase 

PGM
2 

6
9. 0.199 0.189 0.403 0.246 0.233 0.421 1.379 1.626 1.784 2.29 2.521 1.487 

1
.

##
##

1
.

##
##
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2 OS=Sus 
scrofa 
OX=9823 
GN=PGM
2 

6
4
3 

1
4 

##
# 

3
2 

##
# 

A0A
287
BR
R9 

BAI1 
associated 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=BAIA
P2 

BAIA
P2 

5
7.
3
0
1 0.892 1.034 0.991 0.955 0.991 0.872 1.042 1.265 1.152 1.23 1.088 1.039 

0
.
9
7 

##
##
##
# 

0
.
9
7 

##
##
##
# 

I3L5
B2 

40S 
ribosomal 
protein S7 
OS=Sus 
scrofa 
OX=9823 
GN=RPS7 

RPS
7 

2
0.
7
6
2 0.453 0.818 0.947 0.457 0.642 0.904 0.984 1.153 1.268 1.124 1.505 0.92 

0
.
9
0 

##
##
##
# 

1
.
0
4 

##
##
##
# 

A0A
287
BQ
E3 

Signal 
peptidase 
complex 
subunit 3 
OS=Sus 
scrofa 
OX=9823 
GN=SPCS
3 

SPC
S3 

1
7.
6
1
1                                 

Q8
MI6
9 

WAP four-
disulfide 
core 
domain 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=WFD

WFD
C2 

1
2.
7
5
6 1.758 2.026 1.667 1.179 0.98 1.422 0.408 0.385 0.403 0.357 0.732 0.255 

0
.
6
6 

##
##
##
# 

1
.
1
2 

##
##
##
# 
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C2 

F1S
BL4 

Fermitin 
family 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=FER
MT1 

FER
MT1 

7
7.
3
2
3                                 

I3L8
87 

Protein 
tyrosine 
phosphata
se type 
IVA, 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=PTP4
A1 

PTP
4A1 

1
7.
0
8
7 0.86     0.875     1.163     1.268     

1
.
0
2   

1
.
0
9   

F1R
G51 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00524016 

LOC
1005
2401
6 

4
4.
4
4
1                                 

A0A
2C9
F36
3 

ADP-
ribosylatio
n factor 6 
OS=Sus 
scrofa 
OX=9823 
GN=ARF6 

ARF
6 

1
7.
0
7
3 0.799 0.381   0.829 0.673   1.219 1.514   1.357 1.645   

1
.
2
7 

##
##
##
# 

1
.
1
0 

##
##
##
# 

F1R
F36 

Adhesion 
G-protein 
coupled 

ADG
RG1 

7
7.
3 0.488   0.714 0.465   0.599 1.459   1.135 1.965   1.74 

0
.
8

##
##
##

1
.
4

##
##
##
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receptor 
G1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ADG
RG1 

0
8 

9 # 3 # 

P50
828 

Hemopexi
n OS=Sus 
scrofa 
OX=9823 
GN=HPX HPX 

5
1.
3
0
5 1.093 1.226 1.107 1.312 1.181 1.204 0.719 0.841 0.817 0.75 0.659 0.884 

1
.
0
8 

##
##
##
# 

0
.
9
7 

##
##
##
# 

A0A
287
B1X
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TPD5
2L2 

TPD
52L2 

2
1.
8
4
5 1.078     0.784     0.838     1.053     

0
.
7
3   

1
.
2
6   

I3L6
D2 

Ras-
related 
protein 
Rab-1A 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
A 

RAB
1A 

2
1.
7
3
7 0.598 0.731 0.528 0.519 0.747 0.569 1.408 1.31 1.603 1.479 1.305 1.325 

0
.
9
9 

##
##
##
# 

0
.
9
5 

##
##
##
# 

A0A
287
AJK
1 

ATPase 
H+ 
transportin
g 
accessory 
protein 2 
OS=Sus 
scrofa 

ATP
6AP
2 

3
9.
1
6
2 1.57   1.645 1.419   1.429 0.713   0.511 0.58   0.526 

0
.
8
9 

##
##
##
# 

0
.
9
0 

##
##
##
# 
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OX=9823 
GN=ATP6
AP2 

A0A
287
ASL
3 

Ral 
guanine 
nucleotide 
dissociatio
n 
stimulator-
like 2 
OS=Sus 
scrofa 
OX=9823 
GN=RGL2 

RGL
2 

7
0.
1
6
6 1.167     1.529     0.984     0.73     

1
.
3
1   

0
.
7
4   

F1S
KJ1 

Myosin 
heavy 
chain 9 
OS=Sus 
scrofa 
OX=9823 
GN=MYH9 

MYH
9 

2
2
6.
2
2 0.673 0.666 0.688 0.595 0.853 0.679 0.9 0.905 1.203 1.447 1.886 1.253 

1
.
0
5 

##
##
##
# 

1
.
5
3 

##
##
##
# 

A0A
287
AKV
4 

T-complex 
protein 1 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=TCP1 

TCP
1 

5
1.
3
5
5                                 

A0A
286
ZPN
4 

Heat 
shock 
cognate 
71 kDa 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA

HSP
A8 

6
8.
0
0
3 0.687 0.715   0.676 0.67   1.174 1.227   1.533 1.651   

0
.
9
6 

##
##
##
# 

1
.
3
3 

##
##
##
# 
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8 

A0A
286
ZPL
3 

Receptor 
expression
-
enhancing 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=REEP
3 

REE
P3 

2
4.
7
5
9   1.294     1.977     0.338     0.328   

1
.
5
3   

0
.
9
7   

Q70
KH2 

Glucosylce
ramidase 
OS=Sus 
scrofa 
OX=9823 
GN=GBA GBA 

5
9.
8
7
4 0.847 0.621 0.749 0.961 0.922 0.77 1.295 1.503 1.372 1.23 1.347 1.49 

1
.
2
0 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
A6R
4 

Serine/thre
onine-
protein 
phosphata
se 
OS=Sus 
scrofa 
OX=9823 
GN=PPP1
CC 

PPP
1CC 

3
3.
5
0
3   0.879     1.068     0.918     1.188   

1
.
2
2   

1
.
2
9   

A0A
287
B5T
8 

Crystallin 
beta A1 
OS=Sus 
scrofa 
OX=9823 
GN=CRYB
A1 

CRY
BA1 

2
5.
1
5
2                                 

F1S
6Q0 

Testis-
specific 
serine 
kinase 6 

TSS
K6 

3
0.
2
1 2.253   2.218 1.549   1.105 0.142   0.057 0.071   0.08 

0
.
5
9 

##
##
##
# 

0
.
7
6 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=TSSK
6 

F1S
ID4 

Proteasom
e 26S 
subunit, 
ATPase 3 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
C3 

PSM
C3 

4
9.
5
7
3 1.12 2.053   1.013 1.219   0.773 0.295   1.162 0.252   

0
.
7
0 

##
##
##
# 

1
.
3
2 

##
##
##
# 

A0A
287
AZT
1 

Peptidyl 
arginine 
deiminase 
2 OS=Sus 
scrofa 
OX=9823 
GN=PADI
2 

PAD
I2 

7
1.
4
7
6 1.021 1.12   1.077 0.982   0.832 0.937   0.972 1.082   

0
.
9
6 

##
##
##
# 

1
.
1
6 

##
##
##
# 

A0A
287
BKA
9 

WNT1 
inducible 
signaling 
pathway 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=WISP
3 

WIS
P3 

3
9.
4
6
3 1.309     1.461     0.828     0.751     

1
.
1
2   

0
.
9
1   

P49
934 

Protegrin-
5 OS=Sus 
scrofa 
OX=9823 
GN=NPG5 

NPG
5 

1
6.
6
0
4                                 

A0A Syntaxin 3 STX 3 0.684 1.082 0.663 0.582 0.687 0.714 1.431 1.13 1.358 1.415 1.317 1.369 0 ## 1 ##
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287
AH5
9 

OS=Sus 
scrofa 
OX=9823 
GN=STX3 

3 0.
2 

.
8
2 

##
##
# 

.
0
5 

##
##
# 

O18
934 

Calseques
trin-2 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=CAS
Q2 

CAS
Q2 

1
8.
9
9                                 

F1S
MJ6 

Compleme
nt 
componen
t C9 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C9 C9 

6
2.
4
4
1 1.14 1.232 1.225 1.255 1.163 1.242 0.745 0.801 0.869 0.779 0.797 0.886 

1
.
0
2 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
FI4 

Kininogen 
1 OS=Sus 
scrofa 
OX=9823 
GN=KNG1 

KNG
1 

6
9.
8
5
3   1.286     1.102     0.955     1.057   

0
.
8
6   

1
.
1
1   

F1S
LP7 

Endothelia
l cell 
specific 
molecule 1 
OS=Sus 
scrofa 
OX=9823 
GN=ESM1 

ESM
1 

2
0.
1
0
5 1.494 2.358 1.457 1.687 1.115 1.651 0.276 0.253 0.307 0.216 0.183 0.127 

0
.
8
4 

##
##
##
# 

0
.
6
3 

##
##
##
# 

A7J
149 

BPI fold-
containing 
family B 
member 1 

BPIF
B1 

5
1.
9
5 0.874 0.785 0.686 0.607 0.547 0.809 0.89 0.97 1.582 1.659 1.69 1.195 

0
.
8
4 

##
##
##
# 

1
.
3
2 

##
##
##
# 
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precursor 
OS=Sus 
scrofa 
OX=9823 
GN=BPIF
B1 

6 

A0A
287
A2R
9 

Tyrosine 
3-
monooxyg
enase/tryp
tophan 5-
monooxyg
enase 
activation 
protein 
epsilon 
OS=Sus 
scrofa 
OX=9823 
GN=YWH
AE 

YW
HAE 

2
9.
1
7
4 0.64 0.644 0.783 0.656 0.673 0.766 1.228 1.23 1.37 1.792 1.644 1.248 

1
.
0
1 

##
##
##
# 

1
.
2
2 

##
##
##
# 

A0A
287
BG1
6 

Beta-1,4-
galactosylt
ransferase 
1 OS=Sus 
scrofa 
OX=9823 
GN=B4GA
LT1 

B4G
ALT
1 

4
4.
3
3
1 1.222 1.339 1.131 1.245 1.286 1.186 0.863 0.786 0.849 0.82 0.696 0.735 

1
.
0
1 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
BRA
3 

Agrin 
OS=Sus 
scrofa 
OX=9823 
GN=AGR
N 

AGR
N 

2
1
6.
0
6   1.33     1.148     0.882     0.901   

0
.
8
6   

1
.
0
2   

F1R
YZ1 

Tetraspani
n OS=Sus 
scrofa 

CD1
51 

2
7.
9     0.982     0.893     1.23     0.987 

0
.
9   

0
.
8   



 

www.megajournalofcasereports.com 
1775 

OX=9823 
GN=CD15
1 

7
5 

1 0 

A0A
287
BR5
8 

Insulin-like 
growth 
factor-
binding 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P3 

IGF
BP3 

1
2.
2
7 0.453 0.506 0.469 0.458 0.563 0.534 1.492 1.679 1.806 1.429 1.206 1.365 

1
.
0
9 

##
##
##
# 

0
.
8
0 

##
##
##
# 

I3L
H84 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
2.
3
6
9 1.378     1.374     0.646     0.63     

1
.
0
0   

0
.
9
8   

A0A
287
B3S
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
0
6
4 1.375 1.856 1.518 1.498 1.537 1.501 0.416 0.341 0.468 0.186 0.198 0.32 

0
.
9
6 

##
##
##
# 

0
.
5
8 

##
##
##
# 

F1R
GS0 

Thrombos
pondin 3 
OS=Sus 
scrofa 
OX=9823 
GN=THBS
3 

THB
S3 

1
0
4.
1
3   1.191 1.573   1.062 1.484   0.874 0.407   1.287 0.21 

0
.
9
2 

##
##
##
# 

1
.
1
7 

##
##
##
# 

I3LS
05 

Neuregulin 
2 OS=Sus 
scrofa 
OX=9823 
GN=NRG2 

NRG
2 

7
7.
6
9
7 2.026     1.025     0.607     0.382     

0
.
5
1   

0
.
6
3   

A0A Alpha- MAN 1 1.096     1.092     0.911     0.893     1   0   
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287
BIY
1 

mannosida
se 
OS=Sus 
scrofa 
OX=9823 
GN=MAN2
A1 

2A1 2
3.
3
5 

.
0
0 

.
9
8 

A0A
287
A1E
0 

Eukaryotic 
translation 
elongation 
factor 2 
OS=Sus 
scrofa 
OX=9823 
GN=EEF2 

EEF
2 

9
3.
7
4
1 0.537 0.573 0.392 0.612 0.499 0.471 1.205 1.184 1.557 1.857 1.989 1.603 

1
.
0
5 

##
##
##
# 

1
.
3
8 

##
##
##
# 

A0A
287
AW
S4 

60S 
ribosomal 
protein 
L27a 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
7A 

RPL
27A 

1
2.
5
6
2 0.54 0.836 0.705 0.546 0.793 0.867 1.023 0.947 1.22 1.871 1.693 1.183 

1
.
0
6 

##
##
##
# 

1
.
4
9 

##
##
##
# 

P14
477 

Fibrinogen 
beta chain 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=FGB FGB 

2.
2
0
0
3   1.258     0.925     1.094     1.052   

0
.
7
4   

0
.
9
6   

Q29
290 

Cystatin-B 
OS=Sus 
scrofa 
OX=9823 
GN=CSTB 

CST
B 

1
1.
1
3   1.123     0.727     1.212     1.279   

0
.
6
5   

1
.
0
6   

O97
763 

NPC 
intracellula

NPC
2 

1
6. 1.026 0.566 0.688 0.935 0.898 0.609 1.19 1.344 1.03 1.125 1.191 1.432 

1
.

##
##

1
.

##
##
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r 
cholesterol 
transporter 
2 OS=Sus 
scrofa 
OX=9823 
GN=NPC2 

2
8
8 

0
7 

##
# 

0
5 

##
# 

Q6P
P07 

Adiponecti
n 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ADIP
OQ 

ADI
POQ 

2
6.
3
6
9                                 

F1S
EP6 

Coiled-coil 
serine rich 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=CCSE
R2 

CCS
ER2 

7
7.
4
6
2     1.71     1.647     0.24     0.07 

0
.
9
6   

0
.
2
9   

Q4P
LW0 

Perilipin-2 
OS=Sus 
scrofa 
OX=9823 
GN=PLIN2 

PLIN
2 

5
0.
1
9
5 0.803 1.432 1.124 0.708 0.754 0.852 1.233 0.801 0.937 1.437 1.067 1.195 

0
.
6
9 

##
##
##
# 

1
.
2
5 

##
##
##
# 

K9I
VW
4 

Myotrophi
n OS=Sus 
scrofa 
OX=9823 
GN=MTP
N 

MTP
N 

1
2.
8
9
5                                 

O46
655 

Whey 
acidic 
protein 
OS=Sus WAP 

1
3.
9
5 0.416 0.48 0.402 0.381 0.332 0.486 1.665 1.656 1.661 1.291 1.22 1.397 

0
.
9
2 

##
##
##
# 

0
.
7
8 

##
##
##
# 
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scrofa 
OX=9823 
GN=WAP 

6 

C3V
PJ4 

Claudin 
OS=Sus 
scrofa 
OX=9823 
GN=CLDN
7 

CLD
N7 

2
2.
3
1
9                                 

A0A
286
ZXH
8 

Elastase, 
neutrophil 
expressed 
OS=Sus 
scrofa 
OX=9823 
GN=ELAN
E 

ELA
NE 

2
7.
4
3
8 1.293     0.847     0.762     0.814     

0
.
6
6   

1
.
0
7   

A0A
2C9
F38
7 

Alpha-S2-
casein 
OS=Sus 
scrofa 
OX=9823 
GN=CSN1
S2 

CSN
1S2 

2
7.
1
0
3 1.122 1.415 1.011 1.23 1.099 1.313 0.88 0.914 0.883 0.669 0.756 0.662 

1
.
0
3 

##
##
##
# 

0
.
7
8 

##
##
##
# 

I3L
HH5 

Sulfotransf
erase 
OS=Sus 
scrofa 
OX=9823 
GN=HS3S
T1 

HS3
ST1 

3
6.
2
5 1.829 1.291 1.511 1.707 1.656 1.57 0.396 0.493 0.492 0.334 0.383 0.394 

1
.
0
7 

##
##
##
# 

0
.
8
0 

##
##
##
# 

I3LF
M6 

URI1, 
prefoldin 
like 
chaperone 
OS=Sus 
scrofa 
OX=9823 URI1 

5
9.
6
3     0.428     0.283     1.91     1.742 

0
.
6
6   

0
.
9
1   
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GN=URI1 

I3L7
21 

Dedicator 
of 
cytokinesis 
4 OS=Sus 
scrofa 
OX=9823 
GN=DOC
K4 

DOC
K4 

9
5.
4
3
3                                 

A0A
287
BD
G5 

Kinesin 
family 
member 
20B 
OS=Sus 
scrofa 
OX=9823 
GN=KIF20
B 

KIF2
0B 

2
0
3.
1
3 1.325 1.013   0.767 1.114   0.935 1.048   0.895 0.841   

0
.
8
1 

##
##
##
# 

0
.
8
8 

##
##
##
# 

K7G
KE3 

Glutathion
e 
hydrolase 
1 
proenzym
e OS=Sus 
scrofa 
OX=9823 
GN=GGT1 

GGT
1 

5
6.
0
1
8 1.144 1.04 0.949 0.885 1.111 1.021 1.052 1.302 0.918 0.824 0.816 0.91 

0
.
9
6 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
287
BD1
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CFH CFH 

1
3
8.
6
2 0.95     0.862     0.581     0.453     

0
.
9
1   

0
.
7
8   

A0A
287
B0Z
7 

Compleme
nt C1q 
subcompo
nent 

C1Q
A 

2
6.
3
6 1.423 0.947 1.501 1.426 1.956 1.461 0.697 0.476 0.67 0.598 0.275 0.545 

1
.
2
5 

##
##
##
# 

0
.
7
7 

##
##
##
# 
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subunit A 
OS=Sus 
scrofa 
OX=9823 
GN=C1QA 

5 

F2Z
5Q2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
4 

RPL
24 

1
7.
7
7
9 0.57 0.7 0.533 0.656 0.718 0.567 1.273 1.139 1.536 1.557 1.648 1.18 

1
.
0
8 

##
##
##
# 

1
.
1
1 

##
##
##
# 

I3L
N32 

40S 
ribosomal 
protein 
S3a 
OS=Sus 
scrofa 
OX=9823 
GN=RPS3
A 

RPS
3A 

2
8.
3
2
2   0.268     0.302     0.357     0.452   

1
.
1
3   

1
.
2
7   

A0A
287
BE3
4 

Adhesion 
G protein-
coupled 
receptor 
L2 
OS=Sus 
scrofa 
OX=9823 
GN=ADG
RL2 

ADG
RL2 

1
2
5.
6
4   3.409 1.226   1.049 1.219   0.415 0.822   0.343 0.582 

0
.
4
9 

##
##
##
# 

0
.
7
5 

##
##
##
# 

A0A
287
B5Y
7 

E3 
ubiquitin-
protein 
ligase 
RNF168 
OS=Sus 

RNF
168 

6
5.
8
0
5 1.328     1.907     0.437     0.301     

1
.
4
4   

0
.
6
9   
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scrofa 
OX=9823 
GN=RNF1
68 

F1S
LV6 

Compleme
nt C1r 
OS=Sus 
scrofa 
OX=9823 
GN=C1R C1R 

6
8.
3
8
7 1.505 0.847 0.903 1.027 1.012 0.851 0.735 1.252 1.106 0.56 0.78 1 

0
.
8
9 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
287
BN0
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PZP PZP 

1
5
8.
2
3                                 

I3LP
78 

60S 
ribosomal 
protein L9 
OS=Sus 
scrofa 
OX=9823 
GN=RPL9 

RPL
9 

2
1.
8
6
3 0.745 0.602 0.5 0.823 0.6 0.334 1.024 1.084 1.281 1.538 2.041 1.454 

0
.
9
5 

##
##
##
# 

1
.
4
9 

##
##
##
# 

F1S
UP9 

Chordin 
like 2 
OS=Sus 
scrofa 
OX=9823 
GN=CHR
DL2 

CHR
DL2 

4
7.
5
6 1.513 1.857 1.464 1.353 1.221 1.322 0.469 0.513 0.498 0.352 0.362 0.278 

0
.
8
1 

##
##
##
# 

0
.
6
7 

##
##
##
# 

F1R
QZ0 

Granulins 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=GRN GRN 

6
2.
9
5
2 0.986 1.091 0.972 0.951 0.998 0.812 0.938 0.967 1.173 0.954 0.816 1.076 

0
.
9
1 

##
##
##
# 

0
.
9
3 

##
##
##
# 

F1S Leukotrien LTA 6 1.065 0.946 0.649 0.694 1.172 0.657 0.935 1.055 1.024 1.274 1.552 1.158 0 ## 1 ##
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QR8 e A(4) 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=LTA4
H 

4H 9.
0
4
7 

.
9
5 

##
##
# 

.
3
2 

##
##
# 

I4IY
B5 

Tachykinin 
4 OS=Sus 
scrofa 
OX=9823 
GN=tac4 tac4 

1
1.
6
7
6 1.274 1.645 0.909 1.008 0.912 1.209 0.714 0.617 0.717 0.688 0.848 0.729 

0
.
8
2 

##
##
##
# 

1
.
1
1 

##
##
##
# 

F1S
GG
1 

Keratin 18 
OS=Sus 
scrofa 
OX=9823 
GN=KRT1
8 

KRT
18 

4
7.
4
1
7     1.578     1.132     1.07     0.848 

0
.
7
2   

0
.
7
9   

Q5S
1U1 

Heat 
shock 
protein 
beta-1 
OS=Sus 
scrofa 
OX=9823 
GN=HSPB
1 

HSP
B1 

2
2.
9
4
1 0.807 1.226 0.433 0.634 0.894 0.504 1.155 0.917 1.681 1.386 1.177 0.971 

0
.
8
2 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
287
B8Z
4 

Protein 
tyrosine 
phosphata
se type 
IVA 2 
OS=Sus 
scrofa 
OX=9823 
GN=PTP4
A2 

PTP
4A2 

1
5.
6
6
9                                 

Q29 Triosepho TPI1 2 0.952     0.658     0.927     1.184     0   1   
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371 sphate 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=TPI1 

6.
7
2
9 

.
6
9 

.
2
8 

I3LA
61 

Guanine 
nucleotide-
binding 
protein 
G(i) 
subunit 
alpha-2 
OS=Sus 
scrofa 
OX=9823 
GN=GNAI
2 

GNA
I2 

3
9.
9
7
9 1.486 1.399 1.538 1.137 0.906 1.275 0.696 0.578 0.677 0.8 0.954 0.623 

0
.
7
5 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F1S
PN1 

Peptidylpr
olyl 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=FKBP
11 

FKB
P11 

2
5.
5
8 0.538 0.804 0.393 0.801 0.495 0.234 1.367 1.066 1.512 1.554 1.679 1.545 

0
.
8
8 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
287
BCY
6 

Growth 
arrest 
specific 1 
OS=Sus 
scrofa 
OX=9823 
GN=GAS1 

GAS
1 

3
6.
1
7
1   2.124 1.466   1.713 1.478   0.188 0.291   0.18 0.231 

0
.
8
9 

##
##
##
# 

0
.
8
6 

##
##
##
# 

A0A
286
ZRH
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

CXA
DR 

3
7.
1
4
1 0.726     0.881     1.391     1.388     

1
.
2
1   

1
.
0
0   
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OX=9823 
GN=CXAD
R 

F1S
DL7 

Additional 
sex combs 
like 2, 
transcriptio
nal 
regulator 
OS=Sus 
scrofa 
OX=9823 
GN=ASXL
2 

ASX
L2 

1
6
5.
1 0.31 0.287 0.157 0.28 0.299 0.182 2.221 2.224 2.715 1.559 1.551 1.714 

1
.
0
1 

##
##
##
# 

0
.
6
7 

##
##
##
# 

Q5I
SC6 

Heme-
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=HEBP
1 

HEB
P1 

2
1.
0
7 0.698 0.543   0.811 0.707   1.579 1.029   1.379 1.696   

1
.
2
2 

##
##
##
# 

1
.
1
8 

##
##
##
# 

F1S
CC9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
06504545 

LOC
1065
0454
5 

4
6.
3
9
1 0.92 0.928 0.916 0.998 1.061 0.794 1.015 1.343 1.232 0.982 1.174 1.239 

1
.
0
3 

##
##
##
# 

0
.
9
5 

##
##
##
# 

A0A
287
A7V
3 

Beta-
hexosamin
idase 
OS=Sus 
scrofa 
OX=9823 
GN=HEXA 

HEX
A 

6
2.
5
9
7 1.113 1.019 1.207 1.04 1.17 1.201 0.955 0.915 0.827 0.987 1.08 0.868 

1
.
0
2 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A Tumor TPD 1                                 
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287
A9S
3 

protein 
D52 
OS=Sus 
scrofa 
OX=9823 
GN=TPD5
2 

52 9.
9
0
2 

F2Z
557 

Polyadenyl
ate-
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PABP
C1 

PAB
PC1 

7
0.
6
7   1.057     0.765     1.056     1.233   

0
.
7
2   

1
.
1
7   

F1S
B62 

Acetyl-
CoA 
acetyltrans
ferase 2 
OS=Sus 
scrofa 
OX=9823 
GN=ACAT
2 

ACA
T2 

4
0.
2
4
9 1.088     1.274     0.823     0.953     

1
.
1
7   

1
.
1
6   

F1R
GR6 

Dolichyl-
phosphate 
mannosyltr
ansferase 
subunit 3 
OS=Sus 
scrofa 
OX=9823 
GN=DPM3 

DPM
3 

1
0.
1
1
6 0.972 0.683 0.769 1.146 0.836 0.683 1.022 1.219 1.399 1 1.443 1.394 

1
.
1
0 

##
##
##
# 

1
.
0
5 

##
##
##
# 

Q0Z
8U2 

40S 
ribosomal 
protein S3 
OS=Sus 

RPS
3 

2
6.
6
8 0.862 0.949 0.667 0.869 0.736 0.748 1.068 1.053 1.242 1.361 1.449 1.35 

0
.
9
5 

##
##
##
# 

1
.
2
4 

##
##
##
# 
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scrofa 
OX=9823 
GN=RPS3 

8 

A0A
287
B4D
9 

HRas 
proto-
oncogene, 
GTPase 
OS=Sus 
scrofa 
OX=9823 
GN=HRAS 

HRA
S 

2
1.
2
2
3 0.889 0.868   0.895 0.889   1.125 1.149   1.174 1.292   

1
.
0
2 

##
##
##
# 

1
.
0
8 

##
##
##
# 

A0A
287
B84
7 

Werner 
syndrome 
RecQ like 
helicase 
OS=Sus 
scrofa 
OX=9823 
GN=WRN 

WR
N 

1
5
3.
9
9 0.347 0.391 0.482 1.289 1.406 0.965 2.339 2.391 2.323 1.355 1.344 1.183 

3
.
0
0 

##
##
##
# 

0
.
5
5 

##
##
##
# 

A0A
287
B45
7 

SPARC 
related 
modular 
calcium 
binding 2 
OS=Sus 
scrofa 
OX=9823 
GN=SMO
C2 

SMO
C2 

5
0.
6
8
7 1.169     0.836     0.74     0.555     

0
.
7
2   

0
.
7
5   

A0A
287
A7R
6 

Dynamin 2 
OS=Sus 
scrofa 
OX=9823 
GN=DNM
2 

DNM
2 

9
6.
7
5
4                                 

A0A
287
A1H

40S 
ribosomal 
protein S9 

RPS
9 

2
2.
5 0.275 0.71 0.613 0.325 1.427 0.967 1.455 1.053 1.143 2.216 0.62 1.05 

1
.
7

##
##
##

1
.
0

##
##
##
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3 OS=Sus 
scrofa 
OX=9823 
GN=RPS9 

9
1 

0 # 6 # 

P00
346 

Malate 
dehydroge
nase, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=MDH
2 

MDH
2 

3
5.
4
8
4                                 

I3LS
S2 

Charged 
multivesic
ular body 
protein 2A 
OS=Sus 
scrofa 
OX=9823 
GN=CHM
P2A 

CHM
P2A 

2
5.
1
4
6 1.628 1.224 1.346 1.248 1.181 1.349 0.787 0.813 0.706 0.52 0.61 0.688 

0
.
9
0 

##
##
##
# 

0
.
7
9 

##
##
##
# 

A0A
287
B3Q
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=C14H
5orf52 

C14
H5or
f52 

2
1.
7
7
4 0.465     0.564     2.351     1.718     

1
.
2
1   

0
.
7
3   

F1S
LQ4 

Follistatin 
OS=Sus 
scrofa 
OX=9823 
GN=FST FST 

3
7.
8
6
3 0.376 0.888   0.477 0.653   1.758 1.199   1.802 1.641   

0
.
8
9 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1R
ZH3 

Disintegrin 
and 

ADA
M10 

7
8.     1.681     1.547     0.431     0.255 

0
.   

0
.   
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metallopro
teinase 
domain-
containing 
protein 10 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
M10 

3
4
2 

9
2 

5
9 

P61
288 

Translatio
nally-
controlled 
tumor 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TPT1 

TPT
1 

1
9.
5
9
5 0.81 0.305 0.449 0.907 0.56 0.493 1.012 1.605 1.524 1.419 2.015 1.658 

1
.
2
5 

##
##
##
# 

1
.
2
3 

##
##
##
# 

A0A
287
A6V
9 

Carboxym
ethylenebu
tenolidase 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=CMBL 

CMB
L 

2
8.
1
5
3                                 

Q59
HI8 

Toll-like 
receptor 2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=TLR2 

TLR
2 

8
9.
6
3
8 0.575 0.666 0.724 0.542 0.613 0.776 1.567 1.303 1.303 1.391 1.39 1.413 

0
.
9
8 

##
##
##
# 

1
.
0
1 

##
##
##
# 

F1S
CG2 

Protein 
phosphata
se 4 
regulatory 

PPP
4R4 

8
6.
9
4                                 
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subunit 4 
OS=Sus 
scrofa 
OX=9823 
GN=PPP4
R4 

7 

F1S
PJ1 

Matrix 
metallopep
tidase 19 
OS=Sus 
scrofa 
OX=9823 
GN=MMP
19 

MM
P19 

5
4.
9
8                                 

A0A
287
AID
2 

Tropomyo
sin alpha-3 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=TPM3 

TPM
3 

3
2.
9
2
9                                 

A5G
HK8 

Par-6 
partitioning 
defective 6 
homolog 
beta (C. 
elegans) 
OS=Sus 
scrofa 
OX=9823 
GN=PARD
6B 

PAR
D6B 

4
1.
2
0
1                                 

I3L
U89 

Charged 
multivesic
ular body 
protein 1a 
OS=Sus 
scrofa 

CHM
P1A 

2
1.
6
8
6 1.522     1.217     0.706     0.578     

0
.
8
0   

0
.
8
2   
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OX=9823 
GN=CHM
P1A 

Q2Y
GT9 

60S 
ribosomal 
protein L6 
OS=Sus 
scrofa 
OX=9823 
GN=RPL6 

RPL
6 

3
2.
1
9 0.568   0.493 0.584   0.615 1.036   1.376 1.84   1.414 

1
.
1
3 

##
##
##
# 

1
.
3
5 

##
##
##
# 

F1S
4L8 

Chromoso
me 4 open 
reading 
frame 19 
OS=Sus 
scrofa 
OX=9823 
GN=C4orf
19 

C4or
f19 

3
3.
6
5
9   0.565     0.712     1.35     1.485   

1
.
2
6   

1
.
1
0   

I3LJ
42 

Guanine 
nucleotide-
binding 
protein 
subunit 
gamma 
OS=Sus 
scrofa 
OX=9823 
GN=GNG
2 

GNG
2 

7.
8
5
0
1 1.231     1.397     0.797     0.682     

1
.
1
4   

0
.
8
6   

A0A
287
B22
6 

ARL2-
SNX15 
readthroug
h (NMD 
candidate) 
OS=Sus 
scrofa 
OX=9823 

ARL
2-
SNX
15 

2
3.
9
3
6     0.727     0.571     1.109     1.464 

0
.
7
9   

1
.
3
2   
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GN=ARL2
-SNX15 

B0L
Y42 

Basigin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=BSG BSG 

2
9.
4
2
1 0.738 0.951 0.696 0.824 0.901 1.733 1.249 1.226 0.687 1.3 1.179 1.128 

1
.
4
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 

F1R
IP6 

Nucleobin
din-1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=NUC
B1 

NUC
B1 

4
9.
3
8
5 1.285 1.424 1.214 1.272 1.44 1.206 0.711 0.562 0.744 0.52 0.431 0.578 

1
.
0
0 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
287
AC
N2 

Adipogene
sis 
regulatory 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=ADIR
F 

ADI
RF 

7.
7
8
7
6 0.41 0.452 0.321 0.466 0.428 0.367 1.317 1.872 1.922 1.253 1.213 0.817 

1
.
0
7 

##
##
##
# 

0
.
6
4 

##
##
##
# 

A1Z
623 

Selenoprot
ein F 
OS=Sus 
scrofa 
OX=9823 
GN=SELE
NOF 

SEL
ENO
F 

1
7.
8
4
3 0.988 0.843 0.833 1.098 0.995 1.201 0.95 1.23 1.186 0.925 1.261 1.093 

1
.
2
4 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
ML4 

Staphyloc
occal 
nuclease 
and tudor 
domain 
containing 

SND
1 

1
0
1.
9 0.69 0.701 0.651 0.672 0.617 0.671 1.116 1.328 1.239 1.563 1.549 1.233 

0
.
9
6 

##
##
##
# 

1
.
1
8 

##
##
##
# 
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1 OS=Sus 
scrofa 
OX=9823 
GN=SND1 

A0A
287
B11
0 

Tissue 
specific 
transplant
ation 
antigen 
P35B 
OS=Sus 
scrofa 
OX=9823 
GN=TSTA
3 

TST
A3 

3
6.
1
5
6   1.118     1.283     0.968     0.994   

1
.
1
5   

1
.
0
3   

I3LL
U0 

Glycerol-3-
phosphate 
dehydroge
nase 
[NAD(+)] 
OS=Sus 
scrofa 
OX=9823 
GN=GPD1
L 

GPD
1L 

3
8.
2
2
4 0.87     0.762     1.281     1.481     

0
.
8
8   

1
.
1
6   

A0A
287
A6X
6 

GTP-
binding 
protein 
Rheb 
OS=Sus 
scrofa 
OX=9823 
GN=RHEB 

RHE
B 

1
7.
7
9
2 0.587 0.616 0.364 0.56 0.597 0.36 1.534 1.298 1.588 1.535 1.444 1.818 

0
.
9
7 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
287
B3Y
1 

Eukaryotic 
translation 
initiation 
factor 3 
subunit I 

EIF3
I 

3
0.
8
9
8                                 
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OS=Sus 
scrofa 
OX=9823 
GN=EIF3I 

I3LJ
W2 

Fibrinogen 
gamma 
chain 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FGG FGG 

4
9.
6
1
8 0.792 0.857 0.75 0.792 0.72 0.803 1.123 1.241 1.199 1.427 1.366 1.309 

0
.
9
7 

##
##
##
# 

1
.
1
5 

##
##
##
# 

P31
950 

Protein 
S100-A11 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A11 

S10
0A1
1 

1
1.
1
8 0.967 0.544 0.475 0.334 1.382 0.363 1.073 1.17 1.485 0.964 1.426 0.882 

1
.
0
5 

##
##
##
# 

0
.
8
8 

##
##
##
# 

A0A
286
ZW
U5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

8
5.
0
3
6                                 

A0A
287
AW
K0 

Apolipopro
tein C-IV 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=APO
C4 

APO
C4 

1
4.
3
0
3                                 

A0A
287
BJ5
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

LOC
1005
1648
0 

9.
1
5
6
4 0.453 0.405 0.377 2.792 2.654 2.901   0.136   0.045 0.075 0.064 

6
.
7
6 

##
##
##
# 

0
.
4
5   
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OX=9823 
GN=LOC1
00516480 

F1S
1M4 

Tetraspani
n OS=Sus 
scrofa 
OX=9823 
GN=TSPA
N6 

TSP
AN6 

2
7.
4
9
2 0.445   0.335 0.672   0.308 1.46   2.111 1.778   1.687 

1
.
2
6 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1R
SJ7 

DEAD-box 
helicase 
42 
OS=Sus 
scrofa 
OX=9823 
GN=DDX4
2 

DDX
42 

9
1.
0
9
2                                 

I3L6
U3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
7
5
5                                 

F1S
9T2 

Interferon-
induced 
protein 44 
OS=Sus 
scrofa 
OX=9823 
GN=IFI44 IFI44 

4
0.
8
6
8   1.331     1.479     0.66     0.638   

1
.
1
1   

0
.
9
7   

A0A
287
BM5
3 

60S 
ribosomal 
protein 
L7a 
OS=Sus 
scrofa 
OX=9823 
GN=RPL7

RPL
7A 

2
9.
9
9
5 0.643 0.933 0.676 0.583 0.706 0.882 1.051 0.993 1.184 1.505 1.552 1.207 

0
.
9
6 

##
##
##
# 

1
.
3
2 

##
##
##
# 
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A 

A0A
287
A8P
8 

UDP-
galactose-
4-
epimerase 
OS=Sus 
scrofa 
OX=9823 
GN=GALE 

GAL
E 

3
4.
1
6
9 1.149   0.531 1.134   0.664 0.812   1.225 0.889   1.602 

1
.
0
7 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F2Z
536 

Dynein 
light chain 
OS=Sus 
scrofa 
OX=9823 
GN=DYNL
L2 

DYN
LL2 

1
0.
3
5 0.816 0.805   0.775 0.68   1.067 1.23   1.827 1.474   

0
.
9
0 

##
##
##
# 

1
.
4
4 

##
##
##
# 

A0A
287
AG1
5 

Penta-EF-
hand 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=PEF1 

PEF
1 

3
0.
4
5
2 0.973 0.982   1.018 1.021   0.857 1.029   1.08 1.228   

1
.
0
4 

##
##
##
# 

1
.
2
2 

##
##
##
# 

P04
574 

Calpain 
small 
subunit 1 
OS=Sus 
scrofa 
OX=9823 
GN=CAPN
S1 

CAP
NS1 

2
8.
0
6
8 0.763     0.901     0.928     1.463     

1
.
1
8   

1
.
5
8   

I3LL
D5 

Eukaryotic 
initiation 
factor 4A-I 
OS=Sus 
scrofa 
OX=9823 

EIF4
A1 

4
4.
4
9
2 0.85   0.708 0.836   0.806 1.11   1.188 1.449   1.236 

1
.
0
5 

##
##
##
# 

1
.
1
7 

##
##
##
# 
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GN=EIF4A
1 

A0A
075
B7J
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
2
4
9 1.339 1.359 1.584 1.955 1.718 1.638 0.537 0.564 0.374 0.335 0.322 0.327 

1
.
2
4 

##
##
##
# 

0
.
6
7 

##
##
##
# 

A0A
286
ZPA
4 

Polypyrimi
dine tract-
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=PTBP
1 

PTB
P1 

4
9.
1
5
9 1.123     0.968     0.963     1.018     

0
.
8
6   

1
.
0
6   

I3L6
Y6 

AP 
complex 
subunit 
beta 
OS=Sus 
scrofa 
OX=9823 
GN=AP2B
1 

AP2
B1 

1
0
1.
0
4 0.821 0.987   0.801 0.659   1.209 0.985   1.348 1.135   

0
.
8
1 

##
##
##
# 

1
.
1
3 

##
##
##
# 

F1R
YZ0 

60S acidic 
ribosomal 
protein P2 
OS=Sus 
scrofa 
OX=9823 
GN=RPLP
2 

RPL
P2 

1
1.
6
9
3 0.687 0.808 0.712 0.767 0.724 0.756 1.122 1.172 1.34 1.389 1.772 1.265 

1
.
0
2 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F1R
WC
5 

Kinesin-
like protein 
OS=Sus 
scrofa 

KIF5
B 

1
0
9.
7 1.05     0.662     1.056     1.318     

0
.
6
3   

1
.
2
5   
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OX=9823 
GN=KIF5B 

6 

F1S
C57 

Phospholi
pid 
transfer 
protein 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=PLTP 

PLT
P 

5
4.
8
3
7 1.625     1.048     0.702     0.466     

0
.
6
5   

0
.
6
6   

A0A
287
A3J
4 

SEL1L 
ERAD E3 
ligase 
adaptor 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=SEL1
L 

SEL
1L 

8
8.
6
8
3   0.625     0.64     1.449     1.439   

1
.
0
2   

0
.
9
9   

A0A
287
APH
7 

Ubiquitin 
specific 
peptidase 
9, X-linked 
OS=Sus 
scrofa 
OX=9823 
GN=USP9
X 

USP
9X 

2
6
2.
1
5                                 

A0A
287
AJI4 

Serpin 
family F 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INF2 

SER
PINF
2 

5
3.
2
2
1 1.116 1.166 1.186 1.055 1.18 1.242 0.836 0.933 0.731 0.739 0.75 0.826 

1
.
0
0 

##
##
##
# 

0
.
9
3 

##
##
##
# 
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F2Z
5D2 

Actin-
related 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=ACTR
3 

ACT
R3 

4
7.
3
7
1 1.214     0.952     0.686     0.948     

0
.
7
8   

1
.
3
8   

A0A
287
BC4
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
3
9
1 1.915 1.803 1.772 1.553 1.627 1.619 0.313 0.252 0.39 0.163 0.191 0.286 

0
.
8
7 

##
##
##
# 

0
.
6
7 

##
##
##
# 

F1R
ZL4 

ADAM 
metallopep
tidase 
domain 9 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
M9 

ADA
M9 

9
0.
5
1
1 1.119 1.193 1.171 1.325 0.903 0.981 0.68 0.899 0.904 0.74 0.854 0.88 

0
.
9
2 

##
##
##
# 

1
.
0
0 

##
##
##
# 

F1S
5Z3 

Seryl-
tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=SARS 

SAR
S 

5
8.
5
7
1 0.528   0.842 0.645   0.844 1.228   1.57 1.599   0.954 

1
.
0
9 

##
##
##
# 

0
.
9
1 

##
##
##
# 

F2Z
5F2 

Ras-
related 
protein 
Rab-10 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1

RAB
10 

2
2.
5
4
1 0.628 0.803 0.741 0.634 0.57 0.682 1.552 1.245 1.197 1.45 1.353 1.066 

0
.
8
7 

##
##
##
# 

0
.
9
7 

##
##
##
# 
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0 

I3L5
U0 

POU 
domain 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=POU2
F3 

POU
2F3 

4
5.
3
7
2                                 

A0A
286
ZUY
2 

Protease 
associated 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=PRAD
C1 

PRA
DC1 

1
7.
6
9
7 1.345 1.609 1.195 1.059 0.948 1.04 0.882 0.812 0.935 0.852 0.752 0.935 

0
.
7
3 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
663 

Laminin 
subunit 
gamma-1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LAMC
1 

LAM
C1 

1
6
2.
8
4 1.418 1.589 1.202 1.232 1.198 1.157 0.785 0.633 0.788 0.664 0.523 0.68 

0
.
8
5 

##
##
##
# 

0
.
8
5 

##
##
##
# 

A0A
287
BQ7
3 

Myotubula
rin related 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=MTM
R4 

MTM
R4 

1
3
2.
3
5                                 

A0A
287
B4G

Ras-
related C3 
botulinum 

RAC
1 

2
1.
4 0.71 1.759 1.264 0.943 0.848 1.092 1.05 0.695 0.724 1.163 0.915 0.81 

0
.
7

##
##
##

1
.
1

##
##
##
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4 toxin 
substrate 
1 OS=Sus 
scrofa 
OX=9823 
GN=RAC1 

5 7 # 7 # 

A0A
286
ZTD
8 

Adapter 
molecule 
crk 
OS=Sus 
scrofa 
OX=9823 
GN=CRK CRK 

3
3.
8
0
9 0.947     0.688     1.068     1.262     

0
.
7
3   

1
.
1
8   

Q8
MJ3
9 

Matrix Gla 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MGP MGP 

1
2.
1
4
2 1.759 1.957 1.605 1.411 1.422 1.426 0.363 0.394 0.348 0.258 0.247 0.276 

0
.
8
0 

##
##
##
# 

0
.
7
1 

##
##
##
# 

K7G
Q95 

Protein 
S100 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A2 

S10
0A2 

1
0.
9
6 0.415 0.506 0.476 0.429 0.499 0.311 0.986 1.287 1.547 2.493 2.684 1.384 

0
.
8
9 

##
##
##
# 

1
.
7
2 

##
##
##
# 

A0A
286
ZNK
1 

Mitochond
rial 
ribosomal 
protein 
L18 
OS=Sus 
scrofa 
OX=9823 
GN=MRPL
18 

MRP
L18 

2
0.
5
4
9   1.77     1.519     0.37     0.15   

0
.
8
6   

0
.
4
1   

P51
524 

Prophenin 
and --- 

2
3.                                 
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tritrpticin 
precursor 
(Fragment
) OS=Sus 
scrofa 
OX=9823 

9
5
5 

F1R
T87 

RAB2A, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB2
A 

RAB
2A 

2
3.
5
1
8 0.654 0.6 0.545 0.615 0.652 0.682 1.318 1.397 1.427 1.534 1.668 1.403 

1
.
0
8 

##
##
##
# 

1
.
1
1 

##
##
##
# 

I3L7
Y1 

60S 
ribosomal 
protein 
L26 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
6 

RPL
26 

1
7.
2
5
8 0.202 0.562 0.404 0.286 0.415 0.471 1.102 1.166 1.367 2.474 2.141 1.461 

1
.
0
0 

##
##
##
# 

1
.
6
7 

##
##
##
# 

A0A
287
AP9
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
7
6
1                                 

A0A
286
ZTT
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
1
5
8 1.381 1.909 1.4 1.533 1.354 1.306 0.614 0.498 0.625 0.335 0.506 0.535 

0
.
8
9 

##
##
##
# 

0
.
7
9 

##
##
##
# 

A0A RAB7A, RAB 2 0.738 0.624 0.692 0.704 0.63 0.717 1.284 1.411 1.179 1.288 1.635 1.551 1 ## 1 ##
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286
ZP6
9 

member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB7
A 

7A 3.
5
4 

.
0
0 

##
##
# 

.
1
6 

##
##
# 

F1S
CD1 

Alpha-1-
antichymot
rypsin 2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INA3-2 

SER
PIN
A3-2 

4
6.
8
1
5                                 

K7G
LU6 

Aminopept
idase 
OS=Sus 
scrofa 
OX=9823 
GN=ERAP
1 

ERA
P1 

1
0
7.
4
9 0.687 0.796 0.831 1.102 1.161 0.997 1.386 1.152 1.091 1.147 1.132 1.299 

1
.
4
1 

##
##
##
# 

0
.
9
9 

##
##
##
# 

F1R
RJ9 

Latent 
transformi
ng growth 
factor beta 
binding 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=LTBP
3 

LTB
P3 

1
3
8.
8
2                                 

I3L
C73 

Fatty acid 
synthase 

FAS
N 

2
7 0.556 0.626 0.436 0.543 0.48 0.429 1.248 1.13 1.424 1.756 1.535 1.704 

0
.

##
##

1
.

##
##
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OS=Sus 
scrofa 
OX=9823 
GN=FASN 

2.
0
2 

9
0 

##
# 

3
1 

##
# 

F1S
CN0 

Proto-
oncogene 
vav 
OS=Sus 
scrofa 
OX=9823 
GN=VAV1 

VAV
1 

9
3.
9
9
9 0.43     0.712     2.429     1.234     

1
.
6
6   

0
.
5
1   

A0A
287
BBZ
9 

Pleckstrin 
homology 
like 
domain 
family B 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=PHLD
B1 

PHL
DB1 

1
5
0.
2
5 1.588     1.471     0.511     0.373     

0
.
9
3   

0
.
7
3   

A0A
287
BKK
7 

Coiled-coil 
domain 
containing 
137 
OS=Sus 
scrofa 
OX=9823 
GN=CCD
C137 

CCD
C13
7 

3
3.
1
1 1.363 1.359 1.466 1.664 1.712 1.215 0.435 0.64 0.479 0.316 0.46 0.275 

1
.
1
0 

##
##
##
# 

0
.
6
8 

##
##
##
# 

D2D
0D8 

Acetyl-
CoA 
carboxylas
e 1 
OS=Sus 
scrofa 
OX=9823 

ACA
CA 

2
6
5.
3
4 0.553 0.648 0.469 0.711 0.558 0.567 1.311 1.098 1.386 1.643 1.585 1.653 

1
.
1
0 

##
##
##
# 

1
.
2
9 

##
##
##
# 
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GN=ACAC
A 

A0A
287
B9B
7 

Lipocalin 
15 
OS=Sus 
scrofa 
OX=9823 
GN=LCN1
5 

LCN
15 

1
7.
1
9
8 0.831 0.819 0.988 0.664 1.373 1.353 1.04 0.763 1.048 1.266 1.598 1.578 

1
.
2
9 

##
##
##
# 

1
.
5
6 

##
##
##
# 

A0A
287
A9H
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=VAM
P2 

VAM
P2 

1
2.
6
4
9 0.98 1.535   0.837 0.757   0.914 0.904   1.064 0.92   

0
.
6
3 

##
##
##
# 

1
.
0
9 

##
##
##
# 

F1S
LU6 

Ubiquitin 
carboxyl-
terminal 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=USP5 

USP
5 

9
5.
9
0
2                                 

Q86
3Z0 

Proteasom
e activator 
complex 
subunit 2 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
E2 

PSM
E2 

2
7.
2
9
5                                 

F1S
CZ6 

Multiple 
inositol-
polyphosp
hate 

MIN
PP1 

5
5.
0
8 0.997 1.205   1.417 1.321   0.955 0.832   0.782 0.671   

1
.
2
4 

##
##
##
# 

0
.
8
1 

##
##
##
# 
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phosphata
se 1 
OS=Sus 
scrofa 
OX=9823 
GN=MINP
P1 

4 

I3L
CF4 

Minichrom
osome 
maintenan
ce 
complex 
componen
t 3 
associated 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MCM
3AP 

MC
M3A
P 

2
1
7.
6
8     1.062     1.225     0.957     0.671 

1
.
1
5   

0
.
7
0   

Q6
QAT
0 

60S 
ribosomal 
protein 
L32 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
2 

RPL
32 

1
5.
8
6 0.248 0.26 0.332 0.275 0.321 0.346 1.229 1.273 1.435 2.315 2.602 1.697 

1
.
1
2 

##
##
##
# 

1
.
6
8 

##
##
##
# 

A0A
286
ZLN
2 

Fibulin-1 
OS=Sus 
scrofa 
OX=9823 
GN=FBLN
1 

FBL
N1 

8
6.
7
7
5   0.726     0.779     1.587     1.314   

1
.
0
7   

0
.
8
3   

F1R
KC7 

Phospholi
pase B-

PLB
D2 

6
5. 1.261 1.265 1.433 1.32 1.368 1.332 0.699 0.754 0.678 0.597 0.749 0.698 

1
.

##
##

0
.

##
##
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like 
OS=Sus 
scrofa 
OX=9823 
GN=PLBD
2 

8
3
6 

0
2 

##
# 

9
6 

##
# 

K7G
KC0 

40S 
ribosomal 
protein 
S16 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
6 

RPS
16 

1
2.
6
6
9   0.918     0.889     1.065     1.457   

0
.
9
7   

1
.
3
7   

A5G
FN4 

Meiotic 
recombina
tion 
protein 
SPO11 
OS=Sus 
scrofa 
OX=9823 
GN=SPO1
1 

SPO
11 

4
0.
0
6
2 1.459     2.175     0.365     0.259     

1
.
4
9   

0
.
7
1   

A0A
287
BFD
2 

SH3 
domain 
containing 
GRB2 like 
1, 
endophilin 
A2 
OS=Sus 
scrofa 
OX=9823 
GN=SH3G
L1 

SH3
GL1 

3
3.
9
9
9   1.255     0.593     1.432     1.305   

0
.
4
7   

0
.
9
1   

I3L Uncharact --- 2 0.584     0.74     1.434     1.283     1   0   
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UN5 erized 
protein 
OS=Sus 
scrofa 
OX=9823 

1.
4
8
1 

.
2
7 

.
9
0 

A0A
287
BDX
3 

Furin, 
paired 
basic 
amino acid 
cleaving 
enzyme 
OS=Sus 
scrofa 
OX=9823 
GN=FURI
N 

FUR
IN 

7
8.
4
0
7 1.269 1.268 1.105 1.069 1.224 1.297 1.004 1.035 1.092 0.861 0.755 0.646 

0
.
9
9 

##
##
##
# 

0
.
7
2 

##
##
##
# 

D0G
0C8 

Chaperoni
n 
containing 
TCP1, 
subunit 2 
(Beta) 
OS=Sus 
scrofa 
OX=9823 
GN=CCT2 

CCT
2 

5
7.
4
4
4 0.628 0.822   0.681 1.731   1.481 1.094   1.367 1.085   

1
.
6
6 

##
##
##
# 

0
.
9
5 

##
##
##
# 

P00
355 

Glyceralde
hyde-3-
phosphate 
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=GAP
DH 

GAP
DH 

3
5.
8
3
6     0.829     0.771     0.938     1.092 

0
.
9
3   

1
.
1
6   

A0A
287

Tumor 
protein 

TP5
3BP

1
2 1.63     1.572     0.244     0.177     

0
.   

0
.   
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BM
Q7 

p53 
binding 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=TP53
BP2 

2 4.
1
8 

9
6 

7
3 

I3LA
J6 

RAS like 
proto-
oncogene 
A OS=Sus 
scrofa 
OX=9823 
GN=RALA 

RAL
A 

2
3.
5
2
1 0.659 0.521 0.589 1 0.766 0.638 1.191 1.361 1.819 1.15 1.1 1.228 

1
.
3
6 

##
##
##
# 

0
.
8
0 

##
##
##
# 

F6Q
194 

Fibroleukin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FGL2 

FGL
2 

5
6.
2
4
8 0.584 0.628 0.63 0.66 0.688 0.679 1.433 1.471 1.221 1.248 1.234 1.475 

1
.
1
0 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
287
BQF
9 

Histone 
deacetylas
e OS=Sus 
scrofa 
OX=9823 
GN=HDA
C4 

HDA
C4 

1
1
8.
4
3 1.302     1.11     0.81     0.757     

0
.
8
5   

0
.
9
4   

A0A
287
A8T
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
4
4
8 2.032 2.277 1.434 1.036 0.923 1.455 0.468 0.218 0.599 0.462 0.464 0.373 

0
.
5
9 

##
##
##
# 

1
.
0
1 

##
##
##
# 

P14
460 

Fibrinogen 
alpha 
chain 
(Fragment FGA 

1.
7
6
1 1.385 1.262 1.463 1.624 1.567 1.508 0.586 0.574 0.454 0.669 0.768 0.617 

1
.
1
4 

##
##
##
# 

1
.
2
7 

##
##
##
# 
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) OS=Sus 
scrofa 
OX=9823 
GN=FGA 

9 

Q76
7L7 

Tubulin 
beta chain 
OS=Sus 
scrofa 
OX=9823 
GN=TUBB 

TUB
B 

4
9.
6
7     0.681     0.638     1.271     1.23 

0
.
9
4   

0
.
9
7   

F1S
4I1 

Golgi 
membrane 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=GOL
M1 

GOL
M1 

4
5.
1
0
3     0.947     1.262     0.944     0.973 

1
.
3
3   

1
.
0
3   

A0A
287
A88
8 

Programm
ed cell 
death 6 
OS=Sus 
scrofa 
OX=9823 
GN=PDC
D6 

PDC
D6 

2
0.
0
1
2 0.861     1.113     1.401     0.866     

1
.
2
9   

0
.
6
2   

A0A
2C9
F3F
8 

Dystroglyc
an 
OS=Sus 
scrofa 
OX=9823 
GN=DAG1 

DAG
1 

9
5.
4
6
3 1.578 1.891 1.431 1.289 1.253 1.388 0.545 0.519 0.488 0.406 0.42 0.367 

0
.
8
0 

##
##
##
# 

0
.
7
7 

##
##
##
# 

F1S
I04 

Sushi, 
nidogen 
and EGF 
like 
domains 1 
OS=Sus 

SNE
D1 

1
4
7.
5
2 1.664   1.406 1.397   1.459 0.536   0.503 0.513   0.473 

0
.
9
3 

##
##
##
# 

0
.
9
5 

##
##
##
# 
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scrofa 
OX=9823 
GN=SNED
1 

F1R
M78 

Lipolysis 
stimulated 
lipoprotein 
receptor 
OS=Sus 
scrofa 
OX=9823 
GN=LSR LSR 

6
6.
1
0
3 1.408 1.504 1.333 1.077 1.187 1.084 0.741 0.737 0.84 0.733 0.704 0.715 

0
.
7
9 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
287
B82
7 

Mannose-
binding 
protein C 
OS=Sus 
scrofa 
OX=9823 
GN=MBL2 

MBL
2 

2
5.
4
8
5                                 

F1R
KY8 

Phosphom
annomuta
se 
OS=Sus 
scrofa 
OX=9823 
GN=PMM
2 

PM
M2 

2
8.
0
1
4                                 

Q06
AT6 

RHOG 
OS=Sus 
scrofa 
OX=9823 
GN=RHO
G 

RHO
G 

2
1.
3
1 1.187 0.973 1.146 1.098 1.044 1.02 0.916 0.917 0.858 0.932 1.022 1.173 

0
.
9
6 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1R
XI2 

Collagen 
type IV 
alpha 5 
chain 
OS=Sus 

COL
4A5 

1
5
8.
6
7 1.261 1.407 1.01 1.319 1.401 1.402 0.888 0.513 0.719 0.586 0.595 0.546 

1
.
1
2 

##
##
##
# 

0
.
8
2 

##
##
##
# 
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scrofa 
OX=9823 
GN=COL4
A5 

A0A
287
BLN
4 

RAB3D, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB3
D 

RAB
3D 

2
2.
9
5   1.004 0.868   0.794 0.809   1.022 1.092   1.32 1.178 

0
.
8
6 

##
##
##
# 

1
.
1
8 

##
##
##
# 

P80
031 

Glutathion
e S-
transferas
e P 
OS=Sus 
scrofa 
OX=9823 
GN=GSTP
1 

GST
P1 

2
3.
4
9
7 1.058 1.127 1.183 0.996 1.299 1.218 0.907 0.944 0.677 1.2 0.911 0.475 

1
.
0
4 

##
##
##
# 

1
.
0
2 

##
##
##
# 

A0A
287
AFN
6 

Filamin A 
interacting 
protein 1 
like 
OS=Sus 
scrofa 
OX=9823 
GN=FILIP
1L 

FILI
P1L 

1
3
6.
1
2 0.902     1.02     1.107     0.896     

1
.
1
3   

0
.
8
1   

F1R
FN6 

DEAH-box 
helicase 
37 
OS=Sus 
scrofa 
OX=9823 

DHX
37 

1
2
9.
0
8 1.705 1.852 1.603 1.472 1.463 0.939 0.203 0.825 1.078 0.383 0.512 0.686 

0
.
7
5 

##
##
##
# 

0
.
7
5 

##
##
##
# 
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GN=DHX3
7 

F1R
N64 

Family 
with 
sequence 
similarity 
174 
member A 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
74A 

FAM
174
A 

2
0.
3
3
1 1.518 1.877   1.359 1.123   0.675 0.731   0.566 0.536   

0
.
7
3 

##
##
##
# 

0
.
7
8 

##
##
##
# 

P11
841 

Kappa-
casein 
OS=Sus 
scrofa 
OX=9823 
GN=CSN3 

CSN
3 

2
1.
1
2
2 1.071 1.058 0.955 0.718 0.671 1.009 0.918 0.937 0.803 1.094 1.278 0.96 

0
.
7
8 

##
##
##
# 

1
.
2
5 

##
##
##
# 

F1S
0Y7 

Torsin 
OS=Sus 
scrofa 
OX=9823 
GN=TOR1
B 

TOR
1B 

3
7.
0
2
8                                 

F1S
R02 

Vesicle 
transport 
protein 
GOT1B 
OS=Sus 
scrofa 
OX=9823 
GN=GOLT
1B 

GOL
T1B 

1
5.
4
2
5 1.399 0.93 1.236 1.638 1.274 1.377 0.653 0.939 0.714 0.629 0.831 0.71 

1
.
2
0 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
286
ZKH
8 

Sorting 
nexin 12 
OS=Sus 
scrofa 

SNX
12 

1
8.
6   1.158     0.933     1.043     1.238   

0
.
8
1   

1
.
1
9   
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OX=9823 
GN=SNX1
2 

A2S
W51 

Monocyte 
differentiati
on antigen 
CD14 
OS=Sus 
scrofa 
OX=9823 
GN=CD14 

CD1
4 

3
9.
7
7 1.087 0.909 0.735 0.779 0.723 0.862 0.973 2.006 1.255 1.046 1.151 1.134 

0
.
8
7 

##
##
##
# 

0
.
7
9 

##
##
##
# 

F1S
2D0 

Sterol-4-
alpha-
carboxylat
e 3-
dehydroge
nase, 
decarboxyl
ating 
OS=Sus 
scrofa 
OX=9823 
GN=NSD
HL 

NSD
HL 

4
0.
5
0
1     0.617     0.68     1.85     1.257 

1
.
1
0   

0
.
6
8   

I3L
GU4 

Zinc finger 
SWIM-
type 
containing 
6 OS=Sus 
scrofa 
OX=9823 
GN=ZSWI
M6 

ZSW
IM6 

1
3
6.
6
8     1.26     2.404     0.318     0.133 

1
.
9
1   

0
.
4
2   

I3L
UM
9 

Eukaryotic 
translation 
initiation 
factor 2 
subunit 3 

EIF2
S3 

5
1.
0
6
5     0.658     0.528     1.395     1.373 

0
.
8
0   

0
.
9
8   
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OS=Sus 
scrofa 
OX=9823 
GN=EIF2S
3 

A0A
287
BSA
0 

DnaJ heat 
shock 
protein 
family 
(Hsp40) 
member 
C5 
OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
C5 

DNA
JC5 

1
8.
8
1
5 0.664     0.926     1.344     1.134     

1
.
4
0   

0
.
8
4   

A0A
287
BH
C0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

4
3.
6
3
1   1.974     1.445     0.211     0.19   

0
.
7
3   

0
.
9
0   

A0A
286
ZRB
3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
6
3
3 1.04 1.384   0.497 3.878   0.733 0.213   0.786 0.153   

1
.
8
1 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
287
BCS
3 

Drosha 
ribonuclea
se III 
OS=Sus 
scrofa 
OX=9823 
GN=DRO
SHA 

DRO
SHA 

1
4
8.
3
7 1.113 1.192 1.152 1.126 1.082 1.13 1.153 0.859 0.778 0.875 0.774 0.824 

0
.
9
7 

##
##
##
# 

0
.
8
9 

##
##
##
# 

F1S MIS18 MIS 1 0.887     0.975     1.088     1.301     1   1   
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I12 binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=MIS1
8BP1 

18B
P1 

1
6.
0
4 

.
1
0 

.
2
0 

F1S
JY5 

CREB3 
regulatory 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=CREB
RF 

CRE
BRF 

7
2.
0
8
5   1.274     1.419     0.84     0.455   

1
.
1
1   

0
.
5
4   

F1S
QU8 

Motile 
sperm 
domain-
containing 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=MOS
PD2 

MOS
PD2 

5
4.
9
4
8   0.796     0.934     1.294     1.367   

1
.
1
7   

1
.
0
6   

F1R
QP0 

Peroxiredo
xin-5, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
5 

PRD
X5 

1
7.
2
6
6 0.625 0.744 0.567 0.607 0.691 0.688 1.308 1.231 1.437 1.671 1.604 1.461 

1
.
0
3 

##
##
##
# 

1
.
1
9 

##
##
##
# 

I3LE
C5 

Myelin 
regulatory 
factor-like 
OS=Sus 

MYR
FL 

9
1.
6
9   0.733     0.887     1.661     1.125   

1
.
2
1   

0
.
6
8   
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scrofa 
OX=9823 
GN=MYR
FL 

2 

F1R
PA3 

G protein-
coupled 
receptor 
class C 
group 5 
member B 
OS=Sus 
scrofa 
OX=9823 
GN=GPR
C5B 

GPR
C5B 

4
3.
0
7
9 0.797 1.013 0.922 0.895 0.662 0.67 1.382 1.198 1.151 1.07 1.343 1.365 

0
.
8
2 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
BS4
1 

Transformi
ng growth 
factor 
beta-2 
OS=Sus 
scrofa 
OX=9823 
GN=TGFB
2 

TGF
B2 

4
7.
7
0
7     1.531     1.499     0.516     0.293 

0
.
9
8   

0
.
5
7   

I3L
GD4 

Clathrin 
heavy 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=CLTC 

CLT
C 

1
8
9.
3
9 0.647 0.712 0.501 0.774 0.642 0.677 1.119 1.076 1.358 1.475 1.855 1.378 

1
.
1
3 

##
##
##
# 

1
.
3
3 

##
##
##
# 

A0A
286
ZU5
5 

Apolipopro
tein R 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C4BP

C4B
PA 

6
7.
3
4 1.085 0.831 0.706 1.112 0.68 0.57 1.237 1.172 1.345 0.834 1.454 1.343 

0
.
9
0 

##
##
##
# 

0
.
9
7 

##
##
##
# 
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A 

A0A
287
BHL
7 

Extracellul
ar matrix 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=ECM1 

ECM
1 

6
0.
4
6
8 0.907 0.763 0.814 0.749 0.824 0.884 1.39 1.585 1.328 0.984 1.108 1.275 

0
.
9
9 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
286
ZSQ
8 

ST6 beta-
galactosid
e alpha-
2,6-
sialyltransf
erase 1 
OS=Sus 
scrofa 
OX=9823 
GN=ST6G
AL1 

ST6
GAL
1 

4
6.
3
1
3   1.635 1.271   1.167 1.255   0.722 0.743   0.629 0.638 

0
.
8
3 

##
##
##
# 

0
.
8
7 

##
##
##
# 

A0A
286
ZSB
5 

Transition
al 
endoplasm
ic 
reticulum 
ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=VCP VCP 

8
4.
4
9
3 0.506   0.922 0.493   0.9 1.461   1.135 1.687   1.117 

0
.
9
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3L5
94 

Eukaryotic 
translation 
initiation 
factor 4H 
isoform 1 
OS=Sus 
scrofa 
OX=9823 
GN=EIF4

EIF4
H 

2
5.
1
8
2 1.214     0.944     0.839     0.937     

0
.
7
8   

1
.
1
2   
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H 

A0A
287
AEA
2 

Peptidyl-
prolyl cis-
trans 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=PPIC 

PPI
C 

2
2.
7
4
3 1.194 1.077 1.553 1.195 0.841 1.231 0.883 1.155 0.707 0.834 0.97 0.559 

0
.
8
5 

##
##
##
# 

0
.
8
6 

##
##
##
# 

F1S
LT8 

Coiled-coil 
domain 
containing 
80 
OS=Sus 
scrofa 
OX=9823 
GN=CCD
C80 

CCD
C80 

1
0
8.
4
8                                 

A0A
287
A27
8 

D-
dopachro
me 
decarboxyl
ase 
OS=Sus 
scrofa 
OX=9823 
GN=DDT DDT 

1
2.
8
8
8                                 

I3LJ
C9 

Hyalurona
n and 
proteoglyc
an link 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=HAPL
N3 

HAP
LN3 

4
2.
2
8
7 1.264 1.37 1.104 1.151 1.127 1.227 0.905 0.78 0.928 0.785 0.738 0.812 

0
.
9
4 

##
##
##
# 

0
.
8
9 

##
##
##
# 

P03 Transition VCP 8   0.854     0.63     1.215     1.678   0   1   



 

www.megajournalofcasereports.com 
1819 

974 al 
endoplasm
ic 
reticulum 
ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=VCP 

9.
2
8
8 

.
7
4 

.
3
8 

A0A
287
BG8
7 

Thioredoxi
n-like 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=TXNL
1 

TXN
L1 

2
8.
2
2
9   0.777     0.622     1.267     1.542   

0
.
8
0   

1
.
2
2   

F1S
8X0 

Lysyl 
oxidase 
like 4 
OS=Sus 
scrofa 
OX=9823 
GN=LOXL
4 

LOX
L4 

7
5.
6
0
8 1.687 1.641 1.465 1.304 1.186 1.565 0.379 0.55 0.512 0.293 0.336 0.42 

0
.
8
5 

##
##
##
# 

0
.
7
3 

##
##
##
# 

A0A
287
B3D
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
3.
7
7
4   0.994     1.137     1.015     0.959   

1
.
1
4   

0
.
9
5   

Q6I
TQ4 

PDZK1-
interacting 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=PDZK

PDZ
K1IP
1 

1
2.
4
0
1 0.815 0.995   1.021 1.051   1.097 1.203   1.135 1.009   

1
.
1
5 

##
##
##
# 

0
.
9
3 

##
##
##
# 
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1IP1 

I3L5
K0 

Serum 
paraoxona
se/aryleste
rase 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=PON1 

PON
1 

3
6.
9
6 1.051 0.871 1.197 1.222 1.184 1.104 0.97 1.005 0.892 1.09 0.925 0.859 

1
.
1
3 

##
##
##
# 

1
.
0
0 

##
##
##
# 

Q2P
KF4 

Guanine 
nucleotide-
binding 
protein 
G(q) 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=GNA
Q 

GNA
Q 

4
2.
1
4
2 0.74 0.948 0.784 0.745 0.908 0.852 1.436 0.996 1.186 1.525 1.184 1.137 

1
.
0
1 

##
##
##
# 

1
.
0
6 

##
##
##
# 

F1S
IC5 

Neuroplast
in OS=Sus 
scrofa 
OX=9823 
GN=NPTN 

NPT
N 

3
1.
4
2
9 0.207 0.235 0.545 0.219 0.203 0.556 1.732 1.482 1.347 2.019 2.278 1.568 

0
.
9
9 

##
##
##
# 

1
.
2
9 

##
##
##
# 

K7G
K75 

Cofilin-1 
OS=Sus 
scrofa 
OX=9823 
GN=CFL1 

CFL
1 

1
6.
8
2
7 0.67 0.822 0.713 0.749 1.01 0.681 1.12 1.073 1.271 1.337 1.304 1.238 

1
.
1
1 

##
##
##
# 

1
.
1
2 

##
##
##
# 

P39
036 

Alpha-S2-
casein 
OS=Sus 
scrofa 
OX=9823 
GN=CSN1

CSN
1S2 

2
7.
5
7 0.808 0.928 0.694 0.82 0.779 0.872 1.283 1.165 1.262 1.3 1.278 1.3 

1
.
0
2 

##
##
##
# 

1
.
0
5 

##
##
##
# 
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S2 

F1R
I15 

Heat 
shock 
protein 
family A 
(Hsp70) 
member 4 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA
4 

HSP
A4 

9
2.
3
5
3 0.784   0.835 0.81   0.871 1.128   1.438 1.423   1.427 

1
.
0
4 

##
##
##
# 

1
.
1
1 

##
##
##
# 

F1S
3P6 

Connectiv
e tissue 
growth 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=CTGF 

CTG
F 

3
7.
9
3
4 1.87 1.199 1.204 1.282 1.382 1.344 0.362 0.805 0.552 0.47 0.703 0.413 

0
.
9
4 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
286
ZW
L0 

Tubulin 
gamma 
complex 
associated 
protein 6 
OS=Sus 
scrofa 
OX=9823 
GN=TUBG
CP6 

TUB
GCP
6 

1
7
6.
4
1   1.619     1.387     0.714     0.795   

0
.
8
6   

1
.
1
1   

Q29
549 

Clusterin 
OS=Sus 
scrofa 
OX=9823 
GN=CLU CLU 

5
1.
7
7
4 1.189 1.056 1.23 1.296 1.4 1.297 0.734 1.034 0.767 0.995 0.864 0.585 

1
.
1
5 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
286
ZZM

AE binding 
protein 1 
OS=Sus 

AEB
P1 

1
2
6. 1.556 1.404 1.232 1.59 1.537 1.482 0.574 0.497 0.48 0.364 0.386 0.378 

1
.
1

##
##
##

0
.
7

##
##
##
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9 scrofa 
OX=9823 
GN=AEBP
1 

0
2 

0 # 3 # 

F1S
EY8 

Polymeric 
immunoglo
bulin 
receptor 
OS=Sus 
scrofa 
OX=9823 
GN=PIGR 

PIG
R 

8
1.
6
3
7 0.728 0.738 0.737 0.749 0.675 0.707 1.531 1.623 1.338 1.146 1.176 1.395 

0
.
9
7 

##
##
##
# 

0
.
8
3 

##
##
##
# 

F1S
1J9 

Eukaryotic 
translation 
initiation 
factor 3 
subunit H 
OS=Sus 
scrofa 
OX=9823 
GN=EIF3
H 

EIF3
H 

3
7.
1
4
4                                 

F1S
FV3 

Protein 
S100-A14 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A14 

S10
0A1
4 

1
1.
4
4
4                                 

F1S
B81 

Plasminog
en 
OS=Sus 
scrofa 
OX=9823 
GN=PLG PLG 

9
1.
2
7
5                                 

A5G
FU7 

GNAS 
complex 
locus 

GNA
S 

4
5.
7 0.377 0.634 0.668 0.538 0.615 0.713 1.608 1.469 1.365 1.68 1.458 1.411 

1
.
1

##
##
##

1
.
0

##
##
##
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OS=Sus 
scrofa 
OX=9823 
GN=GNA
S 

5
1 

1 # 2 # 

A0A
286
ZS4
1 

Leucine 
rich repeat 
containing 
75A 
OS=Sus 
scrofa 
OX=9823 
GN=LRRC
75A 

LRR
C75
A 

3
7.
6
7                                 

F1S
6S9 

Proteinase 
3 OS=Sus 
scrofa 
OX=9823 
GN=PRTN
3 

PRT
N3 

2
9.
0
8
4                                 

F1R
MW
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CD17
7 

CD1
77 

4
6.
6
1 0.461   0.745 0.54   0.833 0.932   1.103 0.878   1.206 

1
.
1
4 

##
##
##
# 

1
.
0
2 

##
##
##
# 

I3L9
P2 

Ubiquitin 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=UBTD
1 

UBT
D1 

2
1.
1
1
9                                 

D5K
897 

Spermatog
enesis 

SPA
TA2

4
1.   1.892     1.099     0.424     0.645   

0
.   

1
.   
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associated 
22 
OS=Sus 
scrofa 
OX=9823 
GN=SPAT
A22 

2 3
0
9 

5
8 

5
2 

F1S
TC2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
6
6
1 2.319 1.928 1.573 1.677 1.73 1.164 0.335 0.26 0.427 0.195 0.192 0.246 

0
.
7
9 

##
##
##
# 

0
.
6
2 

##
##
##
# 

I3L6
T2 

Ubiquitin-
conjugatin
g enzyme 
E2 variant 
2 OS=Sus 
scrofa 
OX=9823 
GN=UBE2
V2 

UBE
2V2 

1
6.
3
7
7   0.72 0.903   0.851 0.698   1.115 1.192   1.359 1.211 

0
.
9
5 

##
##
##
# 

1
.
1
1 

##
##
##
# 

A0A
286
ZMJ
9 

Alpha-
mannosida
se 
OS=Sus 
scrofa 
OX=9823 
GN=MAN2
A2 

MAN
2A2 

1
3
0.
6
2                                 

A0A
287
BLK
9 

Chromodo
main 
helicase 
DNA 
binding 
protein 6 
OS=Sus 
scrofa 

CHD
6 

2
6
8.
9
6     1.416     1.596     0.669     0.483 

1
.
1
3   

0
.
7
2   
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OX=9823 
GN=CHD6 

A0A
287
ALC
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

6
5.
0
6
2 1.381 1.558 1.172 1.124 1.083 1.459 0.712 0.673 0.699 0.581 0.588 0.645 

0
.
8
9 

##
##
##
# 

0
.
8
7 

##
##
##
# 

Q04
967 

Heat 
shock 70 
kDa 
protein 6 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA
6 

HSP
A6 

7
1.
1
0
8 0.544 0.648 0.663 0.654 0.665 0.65 1.183 1.212 1.369 1.668 1.669 1.315 

1
.
0
6 

##
##
##
# 

1
.
2
4 

##
##
##
# 

P15
468 

Ribonucle
ase 4 
OS=Sus 
scrofa 
OX=9823 
GN=RNAS
E4 

RNA
SE4 

1
6.
8
6
3 1.105 1.156 0.944 0.968 1.066 0.881 1.03 0.956 0.973 0.949 1.064 1.211 

0
.
9
1 

##
##
##
# 

1
.
0
9 

##
##
##
# 

P83
686 

NADH-
cytochrom
e b5 
reductase 
3 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=CYB5
R3 

CYB
5R3 

3
0.
8
3 0.877   0.83 0.847   0.876 1.32   1.19 1.187   1.219 

1
.
0
1 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
287
BD5

Calcium 
uptake 
protein 1, 

MIC
U1 

4
7.
6 0.562 0.559 0.553 0.517 0.4 0.442 1.429 1.323 1.485 1.436 1.649 1.562 

0
.
8

##
##
##

1
.
1

##
##
##
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2 mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=MICU
1 

4
4 

1 # 0 # 

A0A
2C9
F35
3 

ERO1-like 
protein 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=ERO1
A 

ERO
1A 

5
0.
7
6                                 

F1S
EH4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=HTRA
1 

HTR
A1 

1
8.
1
5
9 1.49 1.426   1.437 1.428   0.687 0.577   0.553 0.553   

0
.
9
8 

##
##
##
# 

0
.
8
8 

##
##
##
# 

A0A
287
AJH
7 

Autophagy 
related 
101 
OS=Sus 
scrofa 
OX=9823 
GN=ATG1
01 

ATG
101 

2
5.
0
1
6     1.922     1.63     0.242     0.149 

0
.
8
5   

0
.
6
2   

A0A
287
ACZ
6 

DnaJ heat 
shock 
protein 
family 
(Hsp40) 
member 
C12 

DNA
JC1
2 

2
3.
5
0
4 0.347     0.399     1.589     1.72     

1
.
1
5   

1
.
0
8   
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OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
C12 

I3L
R59 

Family 
with 
sequence 
similarity 
83 
member C 
OS=Sus 
scrofa 
OX=9823 
GN=FAM8
3C 

FAM
83C 

7
9.
4
3
5 2.268     1.408     0.13           

0
.
6
2       

F1S
MI5 

Tenascin 
OS=Sus 
scrofa 
OX=9823 
GN=TNC TNC 

2
2
1.
0
1   2.354     1.233     0.454     0.342   

0
.
5
2   

0
.
7
5   

F1S
PA3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

4
0.
2
0
9   0.56 0.846   0.682 0.687   1.41 1.071   1.355 1.564 

0
.
9
7 

##
##
##
# 

1
.
1
8 

##
##
##
# 

F1S
E61 

GS 
homeobox 
2 OS=Sus 
scrofa 
OX=9823 
GN=GSX2 

GSX
2 

3
1.
9
8
3                                 

F1R
G66 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

PITP
NB 

3
1.
2
9
3 0.713   0.743 0.582   0.781 1.333   1.248 1.515   1.398 

0
.
9
4 

##
##
##
# 

1
.
1
3 

##
##
##
# 
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OX=9823 
GN=PITP
NB 

F1S
982 

Coatomer 
subunit 
beta 
OS=Sus 
scrofa 
OX=9823 
GN=COP
B1 

COP
B1 

1
0
7.
1
4 0.628   1.304 0.694   0.865 1.045   1.194 1.747   0.857 

0
.
8
1 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1R
QC9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MRPL
22 

MRP
L22 

2
4.
2
6
8                                 

F1S
LQ2 

ADP 
ribosylatio
n factor 
like 
GTPase 
15 
OS=Sus 
scrofa 
OX=9823 
GN=ARL1
5 

ARL
15 

1
8.
2
7
7   1.434 1.148   1.073 0.983   0.866 0.969   0.868 0.964 

0
.
8
0 

##
##
##
# 

1
.
0
0 

##
##
##
# 

F1S
EX1 

Cysteine 
rich 
angiogenic 
inducer 61 
OS=Sus 
scrofa 
OX=9823 
GN=CYR6

CYR
61 

4
1.
7
4
8 1.317 1.27 1.304 1.021 0.951 1.289 0.573 0.811 0.797 0.993 0.953 0.457 

0
.
8
4 

##
##
##
# 

1
.
1
0 

##
##
##
# 
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1 

F1S
062 

Obg-like 
ATPase 1 
OS=Sus 
scrofa 
OX=9823 
GN=OLA1 

OLA
1 

4
4.
6
4
2     0.754     0.665     1.274     1.297 

0
.
8
8   

1
.
0
2   

I3LF
S8 

Flotillin 2 
OS=Sus 
scrofa 
OX=9823 
GN=FLOT
2 

FLO
T2 

4
1.
3
7
8 0.761 1.118 1.087 0.991 0.939 1.056 1.349 1.058 0.951 1.065 0.938 0.755 

1
.
0
1 

##
##
##
# 

0
.
8
2 

##
##
##
# 

F6Q
3G2 

Beta-
synuclein 
OS=Sus 
scrofa 
OX=9823 
GN=SNCB 

SNC
B 

1
9.
0
3
1     1.701     1.543     0.36     0.086 

0
.
9
1   

0
.
2
4   

A8
W64
9 

Aquaporin-
5 OS=Sus 
scrofa 
OX=9823 
GN=AQP5 

AQP
5 

2
8.
1
4
6 1.008 0.942   0.843 0.945   1.213 1.063   0.945 0.821   

0
.
9
2 

##
##
##
# 

0
.
7
8 

##
##
##
# 

F1S
5Z2 

KIAA1324 
OS=Sus 
scrofa 
OX=9823 
GN=KIAA
1324 

KIAA
1324 

1
1
1.
1
2                                 

F1S
7X6 

Regulator 
of G 
protein 
signaling 
17 
OS=Sus 
scrofa 
OX=9823 

RGS
17 

2
4.
4
5
3                                 
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GN=RGS1
7 

F1R
UM
1 

Afamin 
OS=Sus 
scrofa 
OX=9823 
GN=AFM AFM 

6
9.
1
3
2 0.653 1.014 0.709 0.619 0.636 0.87 1.15 1.233 1.12 1.513 1.298 1.551 

0
.
8
9 

##
##
##
# 

1
.
2
5 

##
##
##
# 

K7G
NH0 

Acyloxyac
yl 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=AOA
H 

AOA
H 

6
0.
2
5
3 2.106 1.78 1.829 1.648 1.438 1.591 0.304 0.328 0.367 0.193 0.242 0.211 

0
.
8
2 

##
##
##
# 

0
.
6
5 

##
##
##
# 

A0A
286
ZF
W3 

Apolipopro
tein H 
OS=Sus 
scrofa 
OX=9823 
GN=APO
H 

APO
H 

3
8.
2
7
5 1.335 1.613 1.212 1.218 1.126 1.228 0.718 0.765 0.759 0.642 0.594 0.666 

0
.
8
6 

##
##
##
# 

0
.
8
5 

##
##
##
# 

P79
382 

Microsoma
l 
glutathione 
S-
transferas
e 1 
OS=Sus 
scrofa 
OX=9823 
GN=MGS
T1 

MGS
T1 

1
7.
6
5 0.363 0.815 0.568 0.37 0.431 0.533 1.347 0.831 1.285 2.162 2.223 1.426 

0
.
7
6 

##
##
##
# 

1
.
6
8 

##
##
##
# 

F6P
ZQ8 

Synapsin-
1 OS=Sus 
scrofa 
OX=9823 
GN=SYN1 

SYN
1 

7
4.
2
8
3 1.568 1.807 1.754 1.312 1.012 1.108 1.023 1.392 1.484 0.375 0.498 0.257 

0
.
6
7 

##
##
##
# 

0
.
2
9 

##
##
##
# 
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F1R
RV7 

CMP-N-
acetylneur
aminate-
beta-
galactosa
mide-
alpha-2,3-
sialyltransf
erase 1 
OS=Sus 
scrofa 
OX=9823 
GN=ST3G
AL1 

ST3
GAL
1 

3
5.
0
2
5 1.276 1.369 1.675 1.344 1.185 1.596 0.69 0.714 0.351 0.758 0.668 0.19 

0
.
9
6 

##
##
##
# 

0
.
9
2 

##
##
##
# 

F1S
IM7 

DnaJ heat 
shock 
protein 
family 
(Hsp40) 
member 
B9 
OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
B9 

DNA
JB9 

2
5.
6
8 0.996 0.78 0.761 1.065 0.946 0.863 1.179 1.027 1.13 1.112 1.231 1.506 

1
.
1
3 

##
##
##
# 

1
.
1
5 

##
##
##
# 

A0A
286
ZQE
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=DAP DAP 

1
1.
0
9     1.024     0.8     1.341     0.794 

0
.
7
8   

0
.
5
9   

D3K
5N3 

Midkine 
precursor 
OS=Sus 
scrofa 
OX=9823 MDK 

1
5.
5
9
7 1.464 1.435 1.655 1.668 1.678 1.004 0.604 0.586 0.496 0.476 0.526 0.435 

0
.
9
6 

##
##
##
# 

0
.
8
5 

##
##
##
# 
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GN=MDK 

F1S
E87 

Charged 
multivesic
ular body 
protein 5 
OS=Sus 
scrofa 
OX=9823 
GN=CHM
P5 

CHM
P5 

2
4.
5
8
9 1.296 1.44 1.241 1.231 1.388 1.243 0.699 0.705 0.778 0.677 0.656 0.865 

0
.
9
7 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
BE
Q9 

Catenin 
delta 1 
OS=Sus 
scrofa 
OX=9823 
GN=CTNN
D1 

CTN
ND1 

9
5.
8
2
6 0.745     1.039     1.283     1.166     

1
.
4
0   

0
.
9
1   

I3L
HW
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
6.
0
4
5 0.722 1.035 0.785 0.776 0.622 0.973 1.096 0.915 1.047 1.278 1.361 1.337 

0
.
9
3 

##
##
##
# 

1
.
3
0 

##
##
##
# 

A0A
287
BD2
3 

Protein O-
fucosyltran
sferase 2 
OS=Sus 
scrofa 
OX=9823 
GN=POFU
T2 

POF
UT2 

4
9.
1
9 1.578   0.714 1.045   0.931 0.813   1.22 0.605   1.32 

0
.
8
6 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1S
UZ0 

Cholinergi
c receptor 
nicotinic 
alpha 10 
subunit 
OS=Sus 
scrofa 

CHR
NA1
0 

4
8.
5
3
5 1.527 1.606 1.592 1.581 1.86 1.619 0.325 0.406 0.342 0.239 0.269 0.26 

1
.
0
7 

##
##
##
# 

0
.
7
2 

##
##
##
# 
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OX=9823 
GN=CHR
NA10 

F2Z
5K2 

Proteasom
e subunit 
alpha type 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
A5 

PSM
A5 

2
6.
4
1
1 0.61 0.926 0.307 0.728 0.863 0.471 0.941 1.089 1.384 1.742 1.556 1.95 

1
.
1
2 

##
##
##
# 

1
.
5
4 

##
##
##
# 

F1R
EY0 

Vacuolar 
protein 
sorting-
associated 
protein 
37B 
OS=Sus 
scrofa 
OX=9823 
GN=VPS3
7B 

VPS
37B 

3
5.
7
8
6 0.956   1.046 1.229   1.165 0.937   0.933 0.933   0.866 

1
.
2
0 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F2Z
4Y7 

Crystallin 
beta B3 
OS=Sus 
scrofa 
OX=9823 
GN=CRYB
B3 

CRY
BB3 

2
4.
2
5
6 1.481     1.119     1.007     0.669     

0
.
7
6   

0
.
6
6   

F1S
PP6 

Solute 
carrier 
family 38 
member 3 
OS=Sus 
scrofa 
OX=9823 
GN=SLC3
8A3 

SLC
38A
3 

5
5.
4
6
6   1.238     0.982     0.829     0.981   

0
.
7
9   

1
.
1
8   
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F1R
UK8 

Rab GDP 
dissociatio
n inhibitor 
OS=Sus 
scrofa 
OX=9823 
GN=GDI2 

GDI
2 

5
0.
3
2
6   0.515     0.646     1.393     1.557   

1
.
2
5   

1
.
1
2   

F1R
RP2 

Lactopero
xidase 
OS=Sus 
scrofa 
OX=9823 
GN=LPO LPO 

8
0.
2
6
9 0.436 0.619 0.36 0.427 0.455 0.351 1.355 1.31 1.893 1.832 1.724 1.802 

0
.
8
7 

##
##
##
# 

1
.
1
8 

##
##
##
# 

A0A
287
A89
7 

Thioredoxi
n domain 
containing 
16 
OS=Sus 
scrofa 
OX=9823 
GN=TXND
C16 

TXN
DC1
6 

9
3.
0
2                                 

I3LE
69 

Piwi-like 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=PIWIL
2 

PIWI
L2 

1
1
0.
6
7 1.253 0.988 1.105 1.33 1.314 1.073 0.883 0.927 1.037 0.722 0.884 0.967 

1
.
1
1 

##
##
##
# 

0
.
9
0 

##
##
##
# 

F1S
TN0 

Sphingom
yelin 
phosphodi
esterase 
acid like 
3B 
OS=Sus 
scrofa 
OX=9823 

SMP
DL3
B 

4
4.
7
2
3 0.66 0.63 0.622 0.778 0.822 0.734 1.142 1.441 1.198 1.311 1.336 1.323 

1
.
2
2 

##
##
##
# 

1
.
0
5 

##
##
##
# 
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GN=SMP
DL3B 

F1R
IH8 

Carbonic 
anhydrase 
6 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CA6 CA6 

3
6.
3
1
1     1.094     1.185     0.844     0.789 

1
.
0
8   

0
.
9
4   

I3L
DQ1 

Talin 2 
OS=Sus 
scrofa 
OX=9823 
GN=TLN2 

TLN
2 

2
6
7.
4
5   1.023     1.399     0.721     0.796   

1
.
3
7   

1
.
1
0   

I3LA
A0 

Retinoic 
acid 
receptor 
responder 
1 OS=Sus 
scrofa 
OX=9823 
GN=RAR
RES1 

RAR
RES
1 

3
2.
8
7
1                                 

P29
412 

Elongation 
factor 1-
beta 
OS=Sus 
scrofa 
OX=9823 
GN=EEF1
B 

EEF
1B 

1
9.
9
6
6                                 

F1S
3V5 

Tetraspani
n OS=Sus 
scrofa 
OX=9823 
GN=TSPA
N1 

TSP
AN1 

2
6.
2
9
2 0.727 1.422 0.858 0.826 0.865 0.81 1.168 0.835 1.402 1.412 0.989 1.211 

0
.
8
3 

##
##
##
# 

1
.
0
6 

##
##
##
# 
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A0A
286
ZUJ
1 

Coronin 
OS=Sus 
scrofa 
OX=9823 
GN=COR
O1A 

COR
O1A 

4
2.
7
8
3 0.973   0.19 0.38   0.246 0.912   0.917 0.871   1.725 

0
.
5
4 

##
##
##
# 

1
.
4
2 

##
##
##
# 

A0A
287
BJY
7 

Alpha-1,4 
glucan 
phosphoryl
ase 
OS=Sus 
scrofa 
OX=9823 
GN=PYGL 

PYG
L 

8
9.
8
0
5 0.852     0.85     0.771     0.985     

1
.
0
0   

1
.
2
8   

F1R
NN0 

Vacuolar 
protein 
sorting-
associated 
protein 29 
OS=Sus 
scrofa 
OX=9823 
GN=VPS2
9 

VPS
29 

2
0.
4
9
2                                 

A0A
287
B49
9 

Zinc finger 
protein 
106 
OS=Sus 
scrofa 
OX=9823 
GN=ZNF1
06 

ZNF
106 

1
1
7.
4
5                                 

A0A
287
BRF
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 

LOC
1102
5830
9 

2
0.
4
4
6 1.16 1.172 1.239 1.296 1.23 1.255 0.823 0.941 0.905 0.877 0.851 0.741 

1
.
0
6 

##
##
##
# 

0
.
9
3 

##
##
##
# 
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GN=LOC1
10258309 

A0A
287
AXK
4 

MOB 
kinase 
activator 
1A 
OS=Sus 
scrofa 
OX=9823 
GN=MOB
1A 

MOB
1A 

2
5.
0
7
9 0.858 1.348 0.595 0.801 0.734 0.572 1.241 1.004 1.463 1.097 1.033 1.485 

0
.
7
5 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
BQ
X1 

Tyrosine-
protein 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=YES1 

YES
1 

6
0.
6
2
2   1.115     1.104     0.829     0.995   

0
.
9
9   

1
.
2
0   

A0A
287
BKE
8 

Hexose-6-
phosphate 
dehydroge
nase/gluco
se 1-
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=H6PD 

H6P
D 

8
9.
5
8
5 1.155 0.728 1.281 1.432 1.456 1.375 0.925 0.982 0.843 0.816 0.876 0.855 

1
.
3
5 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
287
AVA
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00153899 

LOC
1001
5389
9 

4
6.
9
6
8 0.35 0.819 0.327 0.557 0.829 0.451 1.418 1.162 1.648 1.66 1.392 2.037 

1
.
2
3 

##
##
##
# 

1
.
2
0 

##
##
##
# 

F1S Xanthine XDH 1 0.65 0.684 0.65 0.719 0.685 0.657 1.347 1.187 1.287 1.374 1.429 1.44 1 ## 1 ##
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3Y7 dehydroge
nase/oxida
se 
OS=Sus 
scrofa 
OX=9823 
GN=XDH 

4
7.
3
2 

.
0
4 

##
##
# 

.
1
1 

##
##
# 

F1R
YY6 

Transaldol
ase 
OS=Sus 
scrofa 
OX=9823 
GN=TALD
O1 

TAL
DO1 

3
7.
4
1
8 1.032 0.818 0.726 0.756 1.249 0.685 0.854 1.02 1.142 1.198 1.35 1.275 

1
.
0
4 

##
##
##
# 

1
.
2
7 

##
##
##
# 

F1R
SC3 

Carboxype
ptidase 
OS=Sus 
scrofa 
OX=9823 
GN=SCPE
P1 

SCP
EP1 

5
1.
2
1
8   1.12     0.922     0.972     0.867   

0
.
8
2   

0
.
8
9   

F1R
GR9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MUC
1 

MUC
1 

6
3.
2
9
7 0.409 0.327 0.436 0.305 0.327 0.502 1.722 1.687 1.537 1.702 1.804 1.757 

0
.
9
7 

##
##
##
# 

1
.
0
6 

##
##
##
# 

A0A
287
A50
3 

TNF 
receptor 
superfamil
y member 
6b 
OS=Sus 
scrofa 
OX=9823 
GN=TNFR

TNF
RSF
6B 

3
2.
6
5
5 0.657 1.314 1.446 0.695 0.835 1.62 1.469 0.883 0.609 1.178 0.954 0.545 

0
.
9
2 

##
##
##
# 

0
.
9
0 

##
##
##
# 
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SF6B 

F1S
9J3 

Peroxidasi
n OS=Sus 
scrofa 
OX=9823 
GN=PXDN 

PXD
N 

1
6
6.
1
1                                 

F1R
NX2 

Programm
ed cell 
death 
protein 5 
OS=Sus 
scrofa 
OX=9823 
GN=PDC
D5 

PDC
D5 

1
4.
2
2
7                                 

F1R
N44 

Lysosome-
associated 
membrane 
glycoprotei
n 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LAMP
1 

LAM
P1 

4
3.
9
3
1                                 

A0A
286
ZY2
9 

Lactadheri
n OS=Sus 
scrofa 
OX=9823 
GN=MFG
E8 

MFG
E8 

5
1.
1
6
8 0.757 0.726 0.608 0.715 0.75 0.675 1.576 1.6 1.391 1.2 1.038 1.604 

1
.
0
2 

##
##
##
# 

0
.
8
4 

##
##
##
# 

A0A
287
ACS
9 

Guanine 
nucleotide-
binding 
protein 
subunit 
gamma --- 

6.
3
4
9
2   0.654 0.263   0.394 0.327   1.277 1.884   1.519 1.7 

0
.
7
9 

##
##
##
# 

1
.
0
2 

##
##
##
# 



 

www.megajournalofcasereports.com 
1840 

OS=Sus 
scrofa 
OX=9823 

F6Q
8Z7 

Eukaryotic 
initiation 
factor 4A-II 
OS=Sus 
scrofa 
OX=9823 
GN=EIF4A
2 

EIF4
A2 

3
6.
2
2
4                                 

A0A
287
AYC
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
2
4
5                                 

F1S
NL8 

Beta-Ala-
His 
dipeptidas
e OS=Sus 
scrofa 
OX=9823 
GN=CND
P1 

CND
P1 

5
4.
3
5
1                                 

F1S
4Y0 

Acetyl-
coenzyme 
A 
synthetase
, 
cytoplasmi
c OS=Sus 
scrofa 
OX=9823 
GN=ACSS
2 

ACS
S2 

7
8.
7
3
8   0.532 0.78   0.434 0.589   1.272 1.457   1.823 1.144 

0
.
7
8 

##
##
##
# 

1
.
0
9 

##
##
##
# 

F1S
6B4 

Proline 
and 

PRE
LP 

4
3.   0.801     1.788     0.838     0.507   

2
.   

0
.   
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arginine 
rich end 
leucine 
rich repeat 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PREL
P 

7
1
2 

2
3 

6
1 

I3L8
12 

Tripeptidyl 
peptidase 
1 OS=Sus 
scrofa 
OX=9823 
GN=TPP1 

TPP
1 

6
2.
0
9
9 1.133 1.055 0.931 1.131 1.055 1.024 1.133 1.009 1.093 0.901 0.846 0.907 

1
.
0
3 

##
##
##
# 

0
.
8
2 

##
##
##
# 

I3LF
H1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
7
9
1 0.733 0.754 0.729 0.989 0.949 0.751 1.357 1.218 1.174 1.046 1.074 1.441 

1
.
2
1 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1S
6B5 

Fibromodu
lin 
OS=Sus 
scrofa 
OX=9823 
GN=FMO
D 

FMO
D 

4
3.
1
9
7 1.569 1.826 1.476 1.447 1.423 1.47 0.348 0.367 0.474 0.291 0.303 0.304 

0
.
8
9 

##
##
##
# 

0
.
7
6 

##
##
##
# 

I3L
GC2 

Ribosome 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=RRBP
1 

RRB
P1 

1
6
0.
7
5                                 

F1R Alpha- MAN 1   0.822 0.951   0.956 0.912   1.267 1.204   1.002 1.095 1 ## 0 ##
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M55 mannosida
se 
OS=Sus 
scrofa 
OX=9823 
GN=MAN2
A1 

2A1 3
1.
4
6 

.
0
5 

##
##
# 

.
8
5 

##
##
# 

A0A
287
AJ9
6 

Catenin 
alpha 1 
OS=Sus 
scrofa 
OX=9823 
GN=CTNN
A1 

CTN
NA1 

1
0
6.
9
6 1.064     1.416     0.607     1.035     

1
.
3
3   

1
.
7
1   

A0A
287
AU
M1 

Additional 
sex combs 
like 1, 
transcriptio
nal 
regulator 
OS=Sus 
scrofa 
OX=9823 
GN=ASXL
1 

ASX
L1 

1
3
8.
6
3 1.666 2.33   1.122 0.962   0.42 0.155   0.271 0.094   

0
.
5
2 

##
##
##
# 

0
.
6
4 

##
##
##
# 

A0A
286
ZRR
3 

Selenium 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=SELE
NBP1 

SEL
ENB
P1 

5
0.
7
2
8 1.015 1.36 0.727 1.126 1.18 0.776 0.93 0.769 1.32 1.173 0.869 1.458 

0
.
9
9 

##
##
##
# 

1
.
1
6 

##
##
##
# 

Q6
QA
P7 

40S 
ribosomal 
protein 
S17 
OS=Sus 

RPS
17 

1
5.
5
2
4     0.782     0.7     1.548     1.116 

0
.
9
0   

0
.
7
2   
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scrofa 
OX=9823 
GN=RPS1
7 

A0A
286
ZJU
5 

Malignant 
T-cell-
amplified 
sequence 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00738684 

LOC
1007
3868
4 

2
0.
5
4
6                                 

A0A
287
A4
W5 

Isoleucyl-
tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=IARS 

IAR
S 

1
3
0.
3
7                                 

F1S
R80 

Tubulin 
alpha 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00158003 

LOC
1001
5800
3 

4
9.
3
2
2     0.526     0.6     1.465     1.43 

1
.
1
4   

0
.
9
8   

F1S
2F5 

Lipoma 
HMGIC 
fusion 
partner-
like 2 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LHFP

LHF
PL2 

2
4.
5
8
1 0.951 0.867 0.932 1.273 1.21 1.01 1.02 0.997 1.142 0.752 0.795 0.877 

1
.
2
7 

##
##
##
# 

0
.
7
7 

##
##
##
# 
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L2 

I3L
H14 

TNF 
receptor 
superfamil
y member 
11b 
OS=Sus 
scrofa 
OX=9823 
GN=TNFR
SF11B 

TNF
RSF
11B 

4
2.
0
3 0.521 0.615 0.513 0.703 0.668 0.743 1.678 1.231 1.148 1.384 1.593 1.373 

1
.
2
8 

##
##
##
# 

1
.
0
7 

##
##
##
# 

A0A
287
AG
N9 

Spondin 1 
OS=Sus 
scrofa 
OX=9823 
GN=SPO
N1 

SPO
N1 

8
4.
6
7
1                                 

Q2E
N74 

Epidermal 
fatty acid-
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=FABP
5 

FAB
P5 

1
5.
2
0
9                                 

A0A
287
A05
8 

Ankyrin 
repeat 
domain 40 
OS=Sus 
scrofa 
OX=9823 
GN=ANKR
D40 

ANK
RD4
0 

4
0.
5
3
5 1.242     0.525     1.119     1.337     

0
.
4
2   

1
.
2
0   

I3L7
81 

Collagen 
alpha-2(I) 
chain 
precursor 

COL
1A2 

1
2
9.
0                                 
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OS=Sus 
scrofa 
OX=9823 
GN=COL1
A2 

9 

P20
305 

Gelsolin 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=GSN GSN 

8
4.
7
7
4     1.412     1.404     0.654     0.551 

0
.
9
9   

0
.
8
4   

A0A
286
ZI97 

Peptidogly
can-
recognition 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PGLY
RP1 

PGL
YRP
1 

2
4.
1
8
7 1.327 1.203 1.172 1.192 1.282 1.212 0.866 0.83 0.762 0.691 0.709 0.723 

1
.
0
0 

##
##
##
# 

0
.
8
6 

##
##
##
# 

I3L
HC8 

3-
hydroxybut
yrate 
dehydroge
nase 2 
OS=Sus 
scrofa 
OX=9823 
GN=BDH2 

BDH
2 

2
6.
6
6                                 

F1R
WJ6 

Aminopept
idase 
OS=Sus 
scrofa 
OX=9823 
GN=NPEP
PS 

NPE
PPS 

1
0
3.
6
2 0.696 0.875 0.663 0.522 0.838 0.801 1.142 0.9 1.102 1.562 1.323 1.376 

0
.
9
7 

##
##
##
# 

1
.
3
6 

##
##
##
# 

P32
196 

Protegrin-
3 OS=Sus 

NPG
3 

1
6. 1.429 1.008   0.565 1.129   0.446 0.686   0.652 1.276   

0
.

##
##

1
.

##
##
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scrofa 
OX=9823 
GN=NPG3 

5
7
8 

7
0 

##
# 

7
0 

##
# 

I3LT
81 

60S 
ribosomal 
protein 
L17 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
7-
C18orf32 

RPL
17-
C18
orf32 

2
1.
3
9
7 0.585 0.63 0.65 0.606 0.836 0.581 1.077 0.963 1.194 1.909 2.026 1.261 

1
.
0
9 

##
##
##
# 

1
.
6
1 

##
##
##
# 

A0A
286
ZW
70 

Peptidyl-
prolyl cis-
trans 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=PPIB PPIB 

2
3.
7
8
4 1.027 0.928 0.954 0.972 1.023 0.985 1.043 1.098 1.122 0.999 0.935 1.048 

1
.
0
2 

##
##
##
# 

0
.
9
1 

##
##
##
# 

F1R
QH9 

CD109 
molecule 
OS=Sus 
scrofa 
OX=9823 
GN=CD10
9 

CD1
09 

1
5
5.
0
3     0.958     1.208     1.176     0.82 

1
.
2
6   

0
.
7
0   

A0A
287
AXR
5 

14-3-3 
protein 
zeta/delta 
OS=Sus 
scrofa 
OX=9823 
GN=YWH
AZ 

YW
HAZ 

2
6.
6
8
3 0.456 0.7 0.443 0.49 0.597 0.423 1.262 1.242 1.464 1.694 1.669 1.323 

0
.
9
4 

##
##
##
# 

1
.
1
8 

##
##
##
# 

Q2H
XZ9 

Serum 
amyloid A 

SAA
3 

1
4. 0.722 0.734 0.517 0.698 0.641 0.572 1.197 1.419 1.301 1.374 1.566 1.444 

0
.

##
##

1
.

##
##
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protein 
OS=Sus 
scrofa 
OX=9823 
GN=SAA3 

5
1
1 

9
7 

##
# 

1
2 

##
# 

A0A
286
ZYS
2 

Aspartyl-
tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=DARS 

DAR
S 

5
3.
4
9
9                                 

P26
042 

Moesin 
OS=Sus 
scrofa 
OX=9823 
GN=MSN MSN 

6
7.
6
6 0.673 0.675 0.558 0.623 0.913 0.867 1.249 1.41 1.151 1.522 1.273 1.153 

1
.
2
6 

##
##
##
# 

1
.
0
4 

##
##
##
# 

I3L
DY2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00625049 

LOC
1006
2504
9 

3
2.
5
8
5 0.546 1.037 0.349 0.62 0.801 0.452 1.292 1.082 1.516 1.585 1.08 1.862 

0
.
9
7 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1S
PB1 

ADP-
ribosylargi
nine 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=ADPR
H 

ADP
RH 

3
9.
9
3
7                                 

F1S
FZ5 

Mucin 15, 
cell 
surface 
associated 

MUC
15 

3
6.
1
0 1.008 0.978 0.882 0.978 0.746 0.869 1.174 1.299 1.169 1.061 1.132 1.153 

0
.
9
0 

##
##
##
# 

0
.
9
2 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=MUC
15 

6 

F1S
3D5 

Lectin, 
mannose 
binding 2 
OS=Sus 
scrofa 
OX=9823 
GN=LMAN
2 

LMA
N2 

4
0.
4
1
9 1.126   1.008 1.395   1.161 0.635   0.832 0.764   0.909 

1
.
2
0 

##
##
##
# 

1
.
1
4 

##
##
##
# 

A0A
286
ZPT
0 

Coatomer 
subunit 
beta' 
OS=Sus 
scrofa 
OX=9823 
GN=COP
B2 

COP
B2 

1
0
2.
3
4 0.651 0.675 0.578 0.645 0.571 0.615 1.148 1.239 1.386 1.748 1.735 1.293 

0
.
9
6 

##
##
##
# 

1
.
2
7 

##
##
##
# 

A0A
286
ZYQ
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
4
4
5 2.163 2.319 1.58 1.224 0.91 1.418 0.235 0.182 0.361 0.172 0.108 0.254 

0
.
5
9 

##
##
##
# 

0
.
6
9 

##
##
##
# 

I3LE
I5 

Carboxylic 
ester 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=CES3 

CES
3 

6
2.
3
9
3 0.945 0.592   1.275 0.538   1.11 2.611   0.98 1.349   

1
.
1
8 

##
##
##
# 

0
.
6
3 

##
##
##
# 

A0A
287
A7G
8 

Histone 
H2B 
OS=Sus 
scrofa --- 

1
6.
7
1 1.19 0.803   0.603 2.918   0.638 0.516   0.587 0.805   

1
.
7
7 

##
##
##
# 

1
.
2
1 

##
##
##
# 
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OX=9823 9 

F2Z
5G3 

Calmoduli
n OS=Sus 
scrofa 
OX=9823 
GN=CALM
2 

CAL
M2 

1
6.
8
3
7   0.432 0.259   0.797 0.276   1.384 1.729   1.622 1.685 

1
.
5
5 

##
##
##
# 

1
.
0
6 

##
##
##
# 

F1S
VB2 

All-trans-
retinol 
13,14-
reductase 
OS=Sus 
scrofa 
OX=9823 
GN=RETS
AT 

RET
SAT 

6
7.
2
0
6 0.365 0.498 0.356 0.467 0.564 0.32 1.775 1.639 1.957 1.612 1.599 1.936 

1
.
1
1 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
287
BAN
0 

INO80 
complex 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=INO8
0 

INO
80 

1
6
1.
8
1     1.256     1.107     1.065     0.312 

0
.
8
8   

0
.
2
9   

P23
687 

Prolyl 
endopepti
dase 
OS=Sus 
scrofa 
OX=9823 
GN=PREP 

PRE
P 

8
0.
7
6
9                                 

P51
779 

Compleme
nt factor D 
OS=Sus 
scrofa 
OX=9823 
GN=CFD CFD 

2
7.
7
6
3 0.974 0.953 0.852 0.887 0.883 1.034 1.041 1.086 1.106 1.13 1.242 0.954 

1
.
0
1 

##
##
##
# 

1
.
0
3 

##
##
##
# 

K7G TSPO TSP 1 0.269 0.356 0.314 0.204 0.322 0.248 1.441 1.274 1.448 1.806 1.366 2.309 0 ## 1 ##
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RE1 associated 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=TSPO
AP1 

OAP
1 

9
7.
6
8 

.
8
2 

##
##
# 

.
3
2 

##
##
# 

A5J
T15 

Adipose 
triglyceride 
lipase 
OS=Sus 
scrofa 
OX=9823 
GN=PNPL
A2 

PNP
LA2 

5
3.
1
6
5 0.992     1.017     1.067     0.872     

1
.
0
3   

0
.
8
2   

F1S
SL6 

Proteasom
e subunit 
alpha type 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
A3 

PSM
A3 

2
8.
4
3
3                                 

I3LL
Y3 

Alpha-
actinin-1 
OS=Sus 
scrofa 
OX=9823 
GN=ACTN
1 

ACT
N1 

1
0
2.
3
2 0.724 0.807 0.932 0.822 1.002 1.047 0.871 1.056 1.024 1.345 1.56 1.148 

1
.
1
7 

##
##
##
# 

1
.
3
7 

##
##
##
# 

P35
750 

Calpain-1 
catalytic 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=CAPN
1 

CAP
N1 

8
1.
7
3
8     1.293     1.192     0.786     0.593 

0
.
9
2   

0
.
7
5   
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A0A
287
AG3
6 

Laminin 
subunit 
alpha 1 
OS=Sus 
scrofa 
OX=9823 
GN=LAMA
1 

LAM
A1 

3
3
3.
7
8 1.648 1.443 1.36 1.321 1.493 1.436 0.695 0.736 0.617 0.438 0.677 0.533 

0
.
9
6 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A0A
287
AXI
8 

Follistatin 
like 3 
OS=Sus 
scrofa 
OX=9823 
GN=FSTL
3 

FST
L3 

2
7.
6
9
7   1.884     1.269     0.556     0.46   

0
.
6
7   

0
.
8
3   

F1S
UF5 

Nucleolar 
protein 8 
OS=Sus 
scrofa 
OX=9823 
GN=NOL8 

NOL
8 

1
3
0.
8
6   0.516     0.651     1.801     1.456   

1
.
2
6   

0
.
8
1   

F1S
431 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=AARS 

AAR
S 

1
0
5.
7
2                                 

F1S
PF9 

Coatomer 
subunit 
gamma 
OS=Sus 
scrofa 
OX=9823 
GN=COP
G1 

COP
G1 

9
6.
3
9
3 0.734     0.833     1.011     1.7     

1
.
1
4   

1
.
6
8   

F1S
3Q8 

Uncharact
erized 

VNN
3 

5
6.                                 
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protein 
OS=Sus 
scrofa 
OX=9823 
GN=VNN3 

3
4
8 

A0A
287
A3J
9 

Optineurin 
OS=Sus 
scrofa 
OX=9823 
GN=OPTN 

OPT
N 

6
1.
4
0
3                                 

A0A
286
ZPA
0 

Amine 
oxidase 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00520329 

LOC
1005
2032
9 

8
1.
6
5
4 0.733     0.577     0.606     0.472     

0
.
7
9   

0
.
7
8   

F1R
PQ3 

Proteasom
e 26S 
subunit, 
non-
ATPase 
14 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D14 

PSM
D14 

3
4.
5
7
7                                 

F1R
N41 

Coagulatio
n factor X 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=F10 F10 

5
9.
2
8
7 1.419 1.531 1.215 1.258 1.06 1.04 0.608 0.789 0.747 0.568 0.789 0.721 

0
.
8
1 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
DK1 

Nuclear 
receptor 
coactivator 

NCO
A1 

1
5
2.     1.126     0.386     0.381     0.015 

0
.
3   

0
.
0   
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OS=Sus 
scrofa 
OX=9823 
GN=NCO
A1 

5
3 

4 4 

I3LJ
A6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
3.
4
5
3                                 

F1R
QW
6 

Compleme
nt factor B 
OS=Sus 
scrofa 
OX=9823 
GN=CFB CFB 

8
5.
8
7
8 1.265 1.093 1.295 1.16 1.257 1.241 0.757 0.887 0.717 0.855 0.833 0.685 

1
.
0
0 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
A7F
6 

Prohibitin-
2 OS=Sus 
scrofa 
OX=9823 
GN=PHB2 

PHB
2 

3
2.
3
4
3 1.333 1.373   0.88 0.908   0.93 1.144   0.887 0.678   

0
.
6
6 

##
##
##
# 

0
.
7
6 

##
##
##
# 

O02
705 

Heat 
shock 
protein 
HSP 90-
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=HSP9
0AA1 

HSP
90A
A1 

8
4.
7
7
4 0.841 1.005 0.65 0.634 0.778 0.724 1.092 1.111 1.426 1.517 1.637 1.224 

0
.
8
6 

##
##
##
# 

1
.
2
1 

##
##
##
# 

I3LK
U0 

Rac family 
small 
GTPase 2 
OS=Sus 
scrofa 
OX=9823 

RAC
2 

2
1.
4
2
4     1.571     1.598     0.476     0.441 

1
.
0
2   

0
.
9
3   
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GN=RAC2 

F1R
Q05 

Vascular 
endothelial 
growth 
factor B 
OS=Sus 
scrofa 
OX=9823 
GN=VEGF
B 

VEG
FB 

2
1.
6
3     1.228     1.109     0.865     0.669 

0
.
9
0   

0
.
7
7   

A0A
287
AA2
6 

Oxidoredu
ctase NAD 
binding 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=OXN
AD1 

OXN
AD1 

3
0.
8
8
7                                 

F1S
5E1 

Fibroblast 
growth 
factor 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=FGFB
P1 

FGF
BP1 

2
6.
7
8
8 0.896 0.93 0.759 1.089 0.933 0.72 1.034 0.97 1.131 0.915 1.163 1.307 

1
.
0
6 

##
##
##
# 

1
.
0
8 

##
##
##
# 

F1R
F77 

Procollage
n-lysine,2-
oxoglutara
te 5-
dioxygena
se 1 
OS=Sus 
scrofa 

PLO
D1 

8
3.
4
7
4 1.65 1.223 1.484 1.445 1.338 1.492 0.601 0.853 0.843 0.408 0.675 0.425 

0
.
9
8 

##
##
##
# 

0
.
6
6 

##
##
##
# 
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OX=9823 
GN=PLOD
1 

F1R
ZG4 

Homeobox 
D12 
OS=Sus 
scrofa 
OX=9823 
GN=HOX
D12 

HOX
D12 

2
9.
1
0
8 1.843     2.135     0.26     0.179     

1
.
1
6   

0
.
6
9   

P28
491 

Calreticuli
n OS=Sus 
scrofa 
OX=9823 
GN=CALR 

CAL
R 

4
8.
2
8
7 0.583 0.723 0.724 0.637 0.775 0.814 1.239 1.237 1.339 1.556 1.44 1.124 

1
.
1
0 

##
##
##
# 

1
.
0
8 

##
##
##
# 

Q45
FY6 

Hypoxanth
ine-
guanine 
phosphori
bosyltransf
erase 
OS=Sus 
scrofa 
OX=9823 
GN=HPRT
1 

HPR
T1 

2
4.
5
5
5 1.071 0.883   1.017 1.075   1.127 1.149   1.119 1.261   

1
.
0
7 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1R
RR7 

Family 
with 
sequence 
similarity 
84 
member B 
OS=Sus 
scrofa 
OX=9823 
GN=FAM8
4B 

FAM
84B 

3
4.
7
5
9   0.854     0.824     1.164     1.286   

0
.
9
7   

1
.
1
1   

I3L8 alpha-1,2- MAN 7 1.225 0.952 1.297 1.01 1.118 1.291 1.04 0.979 0.868 0.886 0.832 0.691 0 ## 0 ##
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26 Mannosida
se 
OS=Sus 
scrofa 
OX=9823 
GN=MAN1
C1 

1C1 0.
4
0
9 

.
9
8 

##
##
# 

.
8
3 

##
##
# 

Q9T
T35 

Thyroxine-
binding 
globulin 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INA7 

SER
PIN
A7 

4
6.
2
1
4 1.367 1.051 1.322 1.582 1.444 1.406 0.74 0.843 0.768 0.715 0.713 0.635 

1
.
1
9 

##
##
##
# 

0
.
8
8 

##
##
##
# 

Q2X
SV9 

Guanine 
nucleotide-
binding 
protein 
subunit 
alpha-11 
OS=Sus 
scrofa 
OX=9823 
GN=GNA1
1 

GNA
11 

4
2.
0
6
4   0.633 0.823   0.755 0.772   1.053 1.193   1.385 1.357 

1
.
0
5 

##
##
##
# 

1
.
2
2 

##
##
##
# 

K9I
WA
3 

ATPase 
H+ 
transportin
g 
accessory 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=ATP6
AP1 

ATP
6AP
1 

5
1.
5
0
6 1.282 1.515 1.379 1.47 1.457 1.322 0.834 0.61 0.631 0.765 0.528 0.57 

1
.
0
2 

##
##
##
# 

0
.
9
0 

##
##
##
# 

F1S ATP ATP 4 1.098 0.993 1.027 1.018 0.471 0.692 0.933 0.996 1.278 1.162 1.649 1.233 0 ## 1 ##
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LA0 synthase 
subunit 
beta 
OS=Sus 
scrofa 
OX=9823 
GN=ATP5
F1B 

5F1
B 

8.
6
6
1 

.
7
0 

##
##
# 

.
2
6 

##
##
# 

F1S
8Y1 

Ubiquitin 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=UBTD
1 

UBT
D1 

2
3.
9
6
2     1.003     0.972     0.942     1.086 

0
.
9
7   

1
.
1
5   

F1S
QX2 

Epidermal 
growth 
factor 
receptor 
pathway 
substrate 
8 OS=Sus 
scrofa 
OX=9823 
GN=EPS8 

EPS
8 

9
1.
2
9
1     1.097     1.203     0.999     0.655 

1
.
1
0   

0
.
6
6   

A0A
287
BJI9 

Tight 
junction 
protein 
ZO-2 
OS=Sus 
scrofa 
OX=9823 
GN=TJP2 

TJP
2 

1
0
8.
7
1   0.838     0.992     1.145     1.515   

1
.
1
8   

1
.
3
2   

A0A
287
A57
9 

A-kinase 
anchor 
protein 9 
OS=Sus 

AKA
P9 

4
4
5.
5   0.409     0.46     2.748     1.596   

1
.
1
3   

0
.
5
8   
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scrofa 
OX=9823 
GN=AKAP
9 

8 

F1S
G31 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
9.
4
1
1 0.362 0.382 0.404 0.411 0.48 0.416 1.521 0.917 1.035 1.85 1.586 1.61 

1
.
1
4 

##
##
##
# 

1
.
4
5 

##
##
##
# 

A0A
287
BN3
6 

Ras-
related 
protein 
Rab-5C 
OS=Sus 
scrofa 
OX=9823 
GN=RAB5
C 

RAB
5C 

2
3.
4
6
6 0.569 0.4 0.455 0.605 0.526 0.489 1.39 1.6 1.734 1.499 1.565 1.443 

1
.
1
4 

##
##
##
# 

0
.
9
5 

##
##
##
# 

P80
272 

Non-
histone 
chromoso
mal 
protein 
HMG-17 
OS=Sus 
scrofa 
OX=9823 
GN=HMG
N2 

HM
GN2 

9.
3
7
8
5 0.804     0.404     0.548     0.725     

0
.
5
0   

1
.
3
2   

F1S
NS3 

Cache 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=CAC
HD1 

CAC
HD1 

1
3
5.
1
8                                 
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A0A
287
B7V
5 

Transcoba
lamin-1 
OS=Sus 
scrofa 
OX=9823 
GN=TCN1 

TCN
1 

4
8.
0
2
9 0.483 0.417 0.412 0.564 0.599 0.638 1.533 2.121 2.002 1.344 1.402 1.532 

1
.
3
7 

##
##
##
# 

0
.
7
6 

##
##
##
# 

Q9
GK3
7 

Corticoster
oid-binding 
globulin 
OS=Sus 
scrofa 
OX=9823 
GN=Serpi
na6 

Serp
ina6 

4
5.
1
8
8 1.33 1.416 1.527 1.354 1.33 1.406 0.837 0.738 0.854 0.68 0.773 0.74 

0
.
9
6 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
286
ZW
S6 

Phospholi
pase B1 
OS=Sus 
scrofa 
OX=9823 
GN=PLB1 

PLB
1 

1
2
9.
7                                 

F1R
QW
2 

Compleme
nt C4-A 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C4A C4A 

1
9
2.
4
3 1.142 1.028 1.2 1.119 1.071 1.052 0.969 1.062 0.974 0.923 1.007 0.827 

0
.
9
6 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
287
A6A
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
5
2
4                                 

K7G
LE1 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA

ANX
A1 

3
3.
2
6
4   0.785     2.117     0.673     1.102   

2
.
7
0   

1
.
6
4   
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1 

A0A
287
AEH
1 

Laminin 
subunit 
alpha 5 
OS=Sus 
scrofa 
OX=9823 
GN=LAMA
5 

LAM
A5 

3
9
5.
6
6 1.614 1.697 1.409 1.065 1.116 1.207 0.737 0.597 0.705 0.652 0.629 0.567 

0
.
7
2 

##
##
##
# 

0
.
9
1 

##
##
##
# 

K7G
QB9 

Growth 
arrest-
specific 
protein 6 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=GAS6 

GAS
6 

6
9.
4
9
4 1.688 1.664 1.424 1.599 1.405 1.344 0.507 0.542 0.586 0.395 0.444 0.587 

0
.
9
1 

##
##
##
# 

0
.
8
7 

##
##
##
# 

F1S
5H3 

von 
Willebrand 
factor A 
domain 
containing 
2 OS=Sus 
scrofa 
OX=9823 
GN=VWA
2 

VWA
2 

7
9.
1
0
3 1.373 1.623 1.495 1.35 1.325 1.351 0.725 0.533 0.541 0.535 0.4 0.477 

0
.
9
0 

##
##
##
# 

0
.
7
9 

##
##
##
# 

I3LV
H8 

Desmocolli
n 3 
OS=Sus 
scrofa 
OX=9823 
GN=DSC3 

DSC
3 

9
3.
4
2
4 1.121 1.39 0.794 0.987 1.107 1.067 0.9 0.822 1.309 1.038 0.775 1.009 

0
.
9
6 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
286
ZJ4
5 

EGF-
containing 
fibulin-like 
extracellul

EFE
MP1 

5
0.
3
9 1.385 1.587 1.293 1.379 1.494 1.36 0.59 0.741 0.712 0.535 0.56 0.613 

0
.
9
9 

##
##
##
# 

0
.
8
4 

##
##
##
# 
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ar matrix 
protein 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=EFEM
P1 

3 

P02
475 

Alpha-
crystallin A 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=CRYA
A 

CRY
AA 

1
9.
7
4
6 1.41   2.125 0.601   0.713 1   0.868 1.433   1.02 

0
.
3
7 

##
##
##
# 

1
.
3
1 

##
##
##
# 

Q29
384 

Proteasom
e subunit 
beta type-
4 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=PSM
B4 

PSM
B4 

1
6.
8
1
6                                 

I3L
QL8 

Glucosida
se alpha, 
acid 
OS=Sus 
scrofa 
OX=9823 
GN=GAA GAA 

1
0
3.
1 1.508 1.185 1.429 1.434 1.58 1.226 0.678 0.686 0.861 0.522 0.461 0.437 

1
.
0
3 

##
##
##
# 

0
.
6
4 

##
##
##
# 

I3LE
12 

Hydroxyst
eroid 17-
beta 
dehydroge
nase 12 

HSD
17B
12 

3
2.
5
4
3                                 
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OS=Sus 
scrofa 
OX=9823 
GN=HSD1
7B12 

F1S
2Q4 

NIMA 
related 
kinase 9 
OS=Sus 
scrofa 
OX=9823 
GN=NEK9 

NEK
9 

1
1
8.
7
8 0.103 0.302 0.351 0.094 0.177 0.453 2.105 1.874 1.677 2.024 1.892 1.973 

0
.
9
6 

##
##
##
# 

1
.
0
4 

##
##
##
# 

K9I
VV3 

Transmem
brane 9 
superfamil
y member 
OS=Sus 
scrofa 
OX=9823 
GN=TM9S
F2 

TM9
SF2 

7
5.
8
3
5                                 

I3LE
Z3 

Limbic 
system-
associated 
membrane 
protein 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LSAM
P 

LSA
MP 

3
7.
2
6 1.871 1.777 1.353 1.79 1.551 1.402 0.402 0.407 0.801 0.277 0.413 0.394 

0
.
9
5 

##
##
##
# 

0
.
6
7 

##
##
##
# 

A0A
287
BG
K0 

Transmem
brane 4 L 
six family 
member 1 
OS=Sus 
scrofa 

TM4
SF1 

2
1.
7
8 1.153 0.974 1.376 1.791 1.915 1.375 0.657 0.629 0.614 0.594 0.581 0.456 

1
.
4
5 

##
##
##
# 

0
.
8
6 

##
##
##
# 
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OX=9823 
GN=TM4S
F1 

I3L
Q79 

Major vault 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MVP MVP 

9
9.
7
0
2 0.631 0.716 0.514 0.677 0.569 0.576 1.362 1.344 1.543 1.337 1.404 1.472 

0
.
9
8 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
286
ZSS
1 

ADP 
ribosylatio
n factor 
GTPase 
activating 
protein 3 
OS=Sus 
scrofa 
OX=9823 
GN=ARFG
AP3 

ARF
GAP
3 

5
1.
8
2
3   0.714 0.539   0.487 0.635   1.314 1.408   1.58 1.31 

0
.
9
0 

##
##
##
# 

1
.
0
6 

##
##
##
# 

A0A
287
AM3
5 

Ditrans,pol
ycis-
polyprenyl 
diphosphat
e synthase 
((2E,6E)-
farnesyl 
diphosphat
e specific) 
OS=Sus 
scrofa 
OX=9823 
GN=DHD
DS 

DHD
DS 

3
8.
7
2
8                                 

F1S
814 

Phosphogl
ucomutase
-1 
OS=Sus 

PGM
1 

6
1.
5
3   0.636     1.003     1.274     1.248   

1
.
5
8   

0
.
9
8   
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scrofa 
OX=9823 
GN=PGM
1 

4 

A0A
287
AVA
1 

Casein 
kinase 1 
gamma 3 
OS=Sus 
scrofa 
OX=9823 
GN=CSNK
1G3 

CSN
K1G
3 

3
9.
7
3
9   0.852 1.088   1.277 1.073   0.987 1.048   1.17 0.967 

1
.
2
1 

##
##
##
# 

1
.
0
5 

##
##
##
# 

K7G
MK4 

Stathmin 
OS=Sus 
scrofa 
OX=9823 
GN=STM
N2 

STM
N2 

1
6.
9
8
1                                 

Q76
7M9 

Psoriasis 
susceptibili
ty 1 
candidate 
gene 2 
protein 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SPR1 

SPR
1 

1
4.
5
9 1.181 1.545   0.954 0.907   0.962 1.015   0.765 0.696   

0
.
6
8 

##
##
##
# 

0
.
7
4 

##
##
##
# 

F1R
ZN7 

Plasma 
kallikrein 
OS=Sus 
scrofa 
OX=9823 
GN=KLKB
1 

KLK
B1 

7
2.
1
4
8 1.018 1.331 1.288 1.146 1.19 1.059 0.802 0.969 0.908 0.982 0.983 0.76 

0
.
9
3 

##
##
##
# 

1
.
0
2 

##
##
##
# 

P50
578 

Alcohol 
dehydroge

AKR
1A1 

3
6. 0.519 0.376 0.35 0.41 0.477 0.534 1.243 0.981 1.67 2.648 2.682 1.777 

1
.

##
##

1
.

##
##
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nase 
[NADP(+)] 
OS=Sus 
scrofa 
OX=9823 
GN=AKR1
A1 

5
3
9 

1
4 

##
# 

8
3 

##
# 

A0A
287
B3N
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

6
7.
1
6
3     0.964     0.938     1.324     0.518 

0
.
9
7   

0
.
3
9   

F1S
ST4 

Kunitz-
type 
protease 
inhibitor 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SPIN
T1 

SPI
NT1 

5
7.
2
9
5                                 

Q29
092 

Endoplas
min 
OS=Sus 
scrofa 
OX=9823 
GN=HSP9
0B1 

HSP
90B
1 

9
2.
4
7 1.039 1.005 0.967 0.88 0.873 0.958 1.032 1.065 1.083 1.107 1.254 0.929 

0
.
9
0 

##
##
##
# 

1
.
0
4 

##
##
##
# 

I3L
C26 

WW 
domain 
binding 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=WBP

WBP
2 

2
3.
3
2
4                                 
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2 

A0A
286
ZJD
8 

Dipeptidyl 
peptidase 
7 OS=Sus 
scrofa 
OX=9823 
GN=DPP7 

DPP
7 

5
5.
5
6
2 1.231 1.755 1.552 1.199 1.346 1.205 0.777 0.666 0.816 0.534 0.593 0.47 

0
.
8
3 

##
##
##
# 

0
.
7
1 

##
##
##
# 

A0A
287
B8S
7 

Mannosyl-
oligosacch
aride 
glucosidas
e OS=Sus 
scrofa 
OX=9823 
GN=MOG
S 

MO
GS 

7
9.
9
2
7   1.22     0.905     1.054     0.866   

0
.
7
4   

0
.
8
2   

A0A
288
CFY
3 

Tropomyo
sin alpha-3 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=TPM3 

TPM
3 

2
8.
9
2
2 1.082 0.836 1.149 0.963 1.114 0.997 0.924 0.879 0.983 1.03 1.366 0.715 

1
.
0
0 

##
##
##
# 

1
.
1
2 

##
##
##
# 

F1R
WX
6 

RNA 
binding 
motif 
protein 10 
OS=Sus 
scrofa 
OX=9823 
GN=RBM1
0 

RBM
10 

9
4.
1
2 1.601     1.221     2.277     0.439     

0
.
7
6   

0
.
1
9   

F1S
021 

Collagen 
alpha-1(V) 
chain 
precursor 
OS=Sus 
scrofa 

COL
5A1 

1
8
3.
8
7     1.378     1.338     0.658     0.549 

0
.
9
7   

0
.
8
3   
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OX=9823 
GN=COL5
A1 

F1R
IG4 

Calsynteni
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=CLST
N1 

CLS
TN1 

1
0
2.
5
5     0.641     0.802     1.473     1.324 

1
.
2
5   

0
.
9
0   

G9F
6X8 

Protein 
disulfide-
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=P4HB 

P4H
B 

5
6.
3
9
8 0.935 0.922 0.817 1.005 0.894 0.861 0.968 1.09 1.185 1.149 1.173 1.091 

1
.
0
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 

P62
936 

Peptidyl-
prolyl cis-
trans 
isomerase 
A OS=Sus 
scrofa 
OX=9823 
GN=PPIA PPIA 

1
7.
8
6
9 0.593 0.719 0.573 0.574 0.659 0.533 1.423 1.3 1.486 1.618 1.491 1.553 

0
.
9
4 

##
##
##
# 

1
.
1
1 

##
##
##
# 

A0A
287
BG
N7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPS6 

RPS
6 

2
2.
5
7
5                                 

A0A
287
AQ4
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
5
3
3                                 
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F1S
4J6 

Cathepsin 
L1 
OS=Sus 
scrofa 
OX=9823 
GN=CTSL 

CTS
L 

3
7.
0
9
2                                 

Q29
545 

Inhibitor of 
carbonic 
anhydrase 
OS=Sus 
scrofa 
OX=9823 
GN=ICA ICA 

7
7.
6
3
4 1.323 1.378 1.227 1.257 1.182 1.227 0.679 0.815 0.888 0.791 0.79 0.755 

0
.
9
3 

##
##
##
# 

0
.
9
8 

##
##
##
# 

F1S
PJ6 

Growth/diff
erentiation 
factor 11 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=GDF1
1 

GDF
11 

4
4.
8
2
3 0.464 0.452   0.973 1.319   1.376 1.184   1.464 1.25   

2
.
5
0 

##
##
##
# 

1
.
0
6 

##
##
##
# 

A0A
287
AZX
6 

Ankyrin 
repeat 
domain 24 
OS=Sus 
scrofa 
OX=9823 
GN=ANKR
D24 

ANK
RD2
4 

1
0
2.
0
6 0.174   1.375     0.534 0.129   0.728     0.327 

0
.
6
9   

0
.
7
6   

F1S
1G8 

Amine 
oxidase 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10256000 

LOC
1102
5600
0 

7
6.
7
4
6 1.213 1.275 1.242 1.425 1.663 1.383 0.883 0.548 0.711 0.642 0.444 0.639 

1
.
2
0 

##
##
##
# 

0
.
8
1 

##
##
##
# 

O77 Disintegrin ADA 8 1.589 1.569   1.501 1.653   0.536 0.638   0.332 0.445   1 ## 0 ##
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633 and 
metallopro
teinase 
domain-
containing 
protein 10 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
M10 

M10 4.
3
8
2 

.
0
0 

##
##
# 

.
6
6 

##
##
# 

F1S
N68 

Alpha-1-
acid 
glycoprotei
n OS=Sus 
scrofa 
OX=9823 
GN=ORM
1 

OR
M1 

2
3.
0
4
5 0.33 0.312 0.247 0.415 0.264 0.356 1.402 1.869 1.884 1.68 1.951 1.789 

1
.
1
6 

##
##
##
# 

1
.
0
5 

##
##
##
# 

A0A
287
BM
C1 

Pleckstrin 
homology 
domain 
containing 
A1 
OS=Sus 
scrofa 
OX=9823 
GN=PLEK
HA1 

PLE
KHA
1 

4
2.
1
9
3 1.372     1.152     0.768     1.025     

0
.
8
4   

1
.
3
4   

F1S
EY1 

Alpha-
mannosida
se 
OS=Sus 
scrofa 
OX=9823 
GN=MAN2
B1 

MAN
2B1 

1
0
8.
4
4     1.213     1.249     0.935     0.661 

1
.
0
3   

0
.
7
1   

A0A Alpha- FUT 5   1.891 1.393   1.108 1.278   0.611 0.57   0.465 0.516 0 ## 0 ##
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287
BIT
3 

(1,3)-
fucosyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=FUT1
1 

11 5.
8
1
5 

.
7
3 

##
##
# 

.
8
3 

##
##
# 

F1S
MI8 

Compleme
nt 
componen
t C6 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C6 C6 

1
0
4.
6
3 0.845 1.108 1.338 1.08 1.059 1.202 0.85 1.021 0.782 1.053 1.08 0.787 

1
.
0
2 

##
##
##
# 

1
.
1
0 

##
##
##
# 

A0A
287
AT2
9 

SH3 
domain 
binding 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=SH3B
P4 

SH3
BP4 

1
0
0.
4
9                                 

A0A
286
ZLL
3 

Receptor 
of-
activated 
protein C 
kinase 1 
OS=Sus 
scrofa 
OX=9823 
GN=RACK
1 

RAC
K1 

3
0.
5
0
5 0.917 1.155   0.772 0.911   0.928 0.942   1.404 1.205   

0
.
8
1 

##
##
##
# 

1
.
4
0 

##
##
##
# 

F1S
1N1 

MHC class 
I antigen 2 

LOC
1005

4
0.                                 
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precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00513601 

1360
1 

0
3
2 

F1R
TH7 

Palmitoyltr
ansferase 
OS=Sus 
scrofa 
OX=9823 
GN=ZDHH
C9 

ZDH
HC9 

4
0.
9
2
8   0.407     0.356     1.435     1.533   

0
.
8
8   

1
.
0
7   

A0A
286
ZU4
8 

Isocitrate 
dehydroge
nase 
[NADP] 
OS=Sus 
scrofa 
OX=9823 --- 

4
1.
5
9
2 0.684 0.707 0.727 2.172 1.901 1.92 1.168 1.404 1.293 0.738 0.957 1.118 

2
.
8
3 

##
##
##
# 

0
.
7
3 

##
##
##
# 

A0A
286
ZMI
2 

Serine/thre
onine 
kinase 4 
OS=Sus 
scrofa 
OX=9823 
GN=STK4 

STK
4 

4
6.
9
0
1   2.298     0.806     0.067     0.005   

0
.
3
5   

0
.
0
8   

I3L
HS5 

Vesicle 
associated 
membrane 
protein 8 
OS=Sus 
scrofa 
OX=9823 
GN=VAM
P8 

VAM
P8 

1
1.
4
4
2 0.789   0.921 0.799   0.832 1.289   1.086 1.145   1.041 

0
.
9
5 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
287

Uncharact
erized --- 

1
4. 1.778 1.93 1.141 1.528 1.989 1.178 0.632 0.669 0.485 0.312 0.077 0.649 

0
.

##
##

0
.

##
##
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AS
W4 

protein 
OS=Sus 
scrofa 
OX=9823 

4
5
3 

9
7 

##
# 

5
8 

##
# 

F1S
268 

Cellular 
repressor 
of E1A 
stimulated 
genes 1 
OS=Sus 
scrofa 
OX=9823 
GN=CRE
G1 

CRE
G1 

2
4.
2
1
8 1.083 0.617 1.175 0.961 1.056 0.999 1.099 1.117 1.037 0.962 0.998 1.141 

1
.
0
5 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1S
P32 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RAD2
3B 

RAD
23B 

4
3.
1
5
6     0.77     0.724     1.244     1.365 

0
.
9
4   

1
.
1
0   

Q9X
SH1 

Folate 
receptor 
alpha 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FOLR
1 

FOL
R1 

2
8.
7
5
5     0.729     0.759     0.269     2.078 

1
.
0
4   

7
.
7
3   

A0A
286
ZZK
2 

Leukocyte 
surface 
antigen 
CD47 
OS=Sus 
scrofa 
OX=9823 

CD4
7 

3
0.
3
9
8 0.566 0.488 0.309 0.733 0.786 0.351 1.606 1.359 1.657 1.248 1.394 1.446 

1
.
3
7 

##
##
##
# 

0
.
8
8 

##
##
##
# 
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GN=CD47 

A0A
286
ZSF
2 

Calcium-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP2
B2 

ATP
2B2 

1
3
4.
0
4 0.353 0.528 0.254 0.337 0.389 0.367 1.681 1.665 1.902 1.716 1.575 1.833 

0
.
9
6 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
2C9
F39
1 

Major 
prion 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PRNP 

PRN
P 

2
7.
6
2
8 0.738   0.65 0.762   0.53 1.226   1.205 1.197   1.556 

0
.
9
3 

##
##
##
# 

1
.
1
3 

##
##
##
# 

F1R
NU0 

Aminopept
idase 
OS=Sus 
scrofa 
OX=9823 
GN=ERAP
2 

ERA
P2 

9
5.
9
7
4   1.111 0.992   0.978 0.928   1.232 1.015   1.155 1.164 

0
.
9
1 

##
##
##
# 

1
.
0
3 

##
##
##
# 

Q9
GL0
1 

Dolichyl-
diphospho
oligosacch
aride--
protein 
glycosyltra
nsferase 
subunit 2 
OS=Sus 
scrofa 
OX=9823 
GN=RPN2 

RPN
2 

6
9.
2
7
3 0.755     0.599     1.244     1.54     

0
.
7
9   

1
.
2
4   

A0A
286
ZV8

Uncharact
erized 
protein --- 

1
2.
3 1.7 1.178 1.123 1.445 1.425 1.468 0.737 0.798 0.685 0.827 0.688 0.62 

1
.
0

##
##
##

0
.
9

##
##
##
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6 OS=Sus 
scrofa 
OX=9823 

7
4 

8 # 6 # 

I3L7
C2 

Terpene 
cyclase/m
utase 
family 
member 
OS=Sus 
scrofa 
OX=9823 
GN=LSS LSS 

7
7.
4
0
4   0.58 0.56   0.547 0.634   1.273 1.336   1.507 1.427 

1
.
0
4 

##
##
##
# 

1
.
1
3 

##
##
##
# 

P49
923 

Lipoprotei
n lipase 
OS=Sus 
scrofa 
OX=9823 
GN=LPL LPL 

5
3.
4
5
4 0.864 1.09 0.917 0.853 0.86 0.908 1.177 1.112 1.087 1.18 1.058 1.268 

0
.
9
1 

##
##
##
# 

1
.
0
4 

##
##
##
# 

P79
403 

Neutral 
alpha-
glucosidas
e AB 
OS=Sus 
scrofa 
OX=9823 
GN=GAN
AB 

GAN
AB 

1
0
6.
6
6 0.924 0.882 1.024 1.049 1.069 1.041 1.074 1.108 0.944 1.084 1.094 1.124 

1
.
1
2 

##
##
##
# 

1
.
0
6 

##
##
##
# 

I3L9
H8 

Staufen 
double-
stranded 
RNA 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=STAU
1 

STA
U1 

5
5.
0
8
5 0.827 0.538 0.982 1.053 0.848 0.912 1.239 1.585 1.192 1.141 1.625 1.07 

1
.
2
0 

##
##
##
# 

0
.
9
6 

##
##
##
# 
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F1R
IF8 

6-
phosphogl
uconate 
dehydroge
nase, 
decarboxyl
ating 
OS=Sus 
scrofa 
OX=9823 
GN=PGD PGD 

5
2.
3 1.031 0.805 0.965 0.656 0.98 0.805 1.072 1.09 1.035 1.36 1.554 1.35 

0
.
8
7 

##
##
##
# 

1
.
3
3 

##
##
##
# 

F1S
8N4 

Serologica
lly defined 
colon 
cancer 
antigen 8 
OS=Sus 
scrofa 
OX=9823 
GN=SDC
CAG8 

SDC
CAG
8 

7
4.
0
7     1.492     1.526     0.674     0.476 

1
.
0
2   

0
.
7
1   

P79
263 

Inter-
alpha-
trypsin 
inhibitor 
heavy 
chain H4 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH4 

ITIH
4 

1
0
2.
1
4 0.833 1.196 0.512 0.777 1.06 1.035 1.096 0.967 1.323 1.194 0.854 1.08 

1
.
1
3 

##
##
##
# 

0
.
9
2 

##
##
##
# 

Q29
042 

Ficolin-1 
OS=Sus 
scrofa 
OX=9823 
GN=FCN1 

FCN
1 

3
5.
2
4
6                                 

F1S
715 

Alpha-L-
fucosidase 

FUC
A2 

5
3. 1.267 1.281 1.374 1.423 1.416 1.343 0.799 0.854 0.653 0.812 0.73 0.775 

1
.

##
##

1
.

##
##
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2 OS=Sus 
scrofa 
OX=9823 
GN=FUCA
2 

1
4
6 

0
7 

##
# 

0
1 

##
# 

A0A
287
AUE
1 

Zinc finger 
protein 
407 
OS=Sus 
scrofa 
OX=9823 
GN=ZNF4
07 

ZNF
407 

2
4
2.
5
1                                 

Q9
GL5
1 

Platelet-
activating 
factor 
acetylhydr
olase IB 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=PAFA
H1B1 

PAF
AH1
B1 

4
6.
6
5
4                                 

A0A
287
B3X
6 

Activator 
of basal 
transcriptio
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=ABT1 

ABT
1 

3
0.
9
9
1 0.587     0.492     0.577     0.434     

0
.
8
4   

0
.
7
5   

A0A
287
ACK
3 

DAB2, 
clathrin 
adaptor 
protein 
OS=Sus 

DAB
2 

5
6.
7
0
2 0.918     1.132     1.286     1.042     

1
.
2
3   

0
.
8
1   
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scrofa 
OX=9823 
GN=DAB2 

Q29
561 

UMP-CMP 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=CMP
K1 

CMP
K1 

2
2.
2
7
9 0.572 0.61 0.601 0.553 0.766 0.672 1.308 1.156 1.437 1.953 1.547 1.474 

1
.
1
2 

##
##
##
# 

1
.
2
8 

##
##
##
# 

F1S
G35 

Protein O-
fucosyltran
sferase 2 
OS=Sus 
scrofa 
OX=9823 
GN=POFU
T2 

POF
UT2 

3
9.
8
5
4   1.655     1.034     0.686     0.695   

0
.
6
3   

1
.
0
1   

A0A
287
AB8
6 

Signal 
transducer 
and 
activator of 
transcriptio
n OS=Sus 
scrofa 
OX=9823 
GN=STAT
1 

STA
T1 

7
8.
9
1
1 0.992 0.823   1.029 1.054   0.967 0.897   1.157 1.404   

1
.
1
5 

##
##
##
# 

1
.
3
7 

##
##
##
# 

Q2T
NK5 

Angiopoiet
in-related 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=ANG
PTL4 

ANG
PTL
4 

4
5.
5
3
3                                 

I3LA
V4 

MCF.2 cell 
line 

MCF
2L2 

1
1     1.559     1.297     0.361     0.347 

0
.   

0
.   
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derived 
transformi
ng 
sequence-
like 2 
OS=Sus 
scrofa 
OX=9823 
GN=MCF2
L2 

1.
2
6 

8
3 

9
6 

F1S
GR0 

Eukaryotic 
translation 
initiation 
factor 3 
subunit M 
OS=Sus 
scrofa 
OX=9823 
GN=EIF3
M 

EIF3
M 

4
2.
5
1
5                                 

Q2
QLE
3 

Testin 
OS=Sus 
scrofa 
OX=9823 
GN=TES TES 

4
7.
9
4
7   0.497     0.421     1.134     1.761   

0
.
8
5   

1
.
5
5   

A0A
287
BS3
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=IDS IDS 

6
1.
2
2
6 1.815 1.877 1.236 0.924 1.46 1.08 0.583 0.34 0.823 0.498 0.334 1.259 

0
.
7
0 

##
##
##
# 

1
.
2
0 

##
##
##
# 

Q6
Q7J
2 

Rab GDP 
dissociatio
n inhibitor 
beta 
OS=Sus 
scrofa 

GDI
2 

5
0.
2
6
7 0.892     0.785     1.274     1.291     

0
.
8
8   

1
.
0
1   
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OX=9823 
GN=GDI2 

F1S
C80 

Retinol-
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RBP4 

RBP
4 

2
3.
0
6
7 1.723 1.746 1.402 1.2 0.986 1.194 0.442 0.728 0.687 0.388 0.644 0.489 

0
.
6
9 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
286
ZZB
2 

Syntaxin 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=STXB
P1 

STX
BP1 

6
7.
5
8
4 0.506 0.57   0.802 0.647   1.696 1.579   1.586 1.514   

1
.
3
5 

##
##
##
# 

0
.
9
5 

##
##
##
# 

Q29
308 

40S 
ribosomal 
protein 
S19 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=RPS1
9 

RPS
19 

1
4.
9
8
4     0.405     0.504     1.459     1.614 

1
.
2
4   

1
.
1
1   

A0A
287
AJY
2 

T-complex 
protein 1 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=TCP1 

TCP
1 

5
8.
0
2
1   0.725     0.533     1.011     1.397   

0
.
7
4   

1
.
3
8   

A0A
287
BBI

Glyceralde
hyde-3-
phosphate 

GAP
DH 

3
5.
0 0.874 0.853   0.526 1.03   0.944 0.891   1.416 1.555   

0
.
9

##
##
##

1
.
6

##
##
##
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5 dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=GAP
DH 

5
1 

0 # 2 # 

A0A
287
BDZ
6 

Fermitin 
family 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=FER
MT2 

FER
MT2 

7
8.
7
0
2                                 

F2Z
5Q1 

Charged 
multivesic
ular body 
protein 2b 
OS=Sus 
scrofa 
OX=9823 
GN=CHM
P2B 

CHM
P2B 

2
3.
9
3
4 1.068 1.116 0.936 1.037 0.812 1.011 0.943 1.073 1.004 0.805 1.109 0.888 

0
.
9
2 

##
##
##
# 

0
.
9
3 

##
##
##
# 

Q68
RU1 

Apolipopro
tein F 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ApoN 

Apo
N 

2
8.
5
9
6 1.184 1.325 1.055 1.267 1.106 1.123 0.483 0.716 1.023 0.511 0.837 0.677 

0
.
9
8 

##
##
##
# 

0
.
9
1 

##
##
##
# 

A0A
287
AG5
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PZP PZP 

1
5
8.
6
8                                 
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F1S
I90 

ADP 
dependent 
glucokinas
e OS=Sus 
scrofa 
OX=9823 
GN=ADP
GK 

ADP
GK 

5
3.
9
9
9                                 

F1S
S93 

Cathepsin 
S OS=Sus 
scrofa 
OX=9823 
GN=CTSS 

CTS
S 

3
7.
4
9
5 0.898   0.799 1.03   0.683 1.059   1.169 1.03   1.021 

1
.
0
1 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
287
BKF
7 

Histone 
H3 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
6
7
7     0.652     0.749     0.934     1.036 

1
.
1
5   

1
.
1
1   

A0A
286
ZZX
3 

TIMP 
metallopep
tidase 
inhibitor 3 
OS=Sus 
scrofa 
OX=9823 
GN=TIMP
3 

TIM
P3 

2
4.
1
3
1 1.261 1.511   1.353 1.211   0.712 1.063   0.577 0.632   

0
.
9
3 

##
##
##
# 

0
.
6
8 

##
##
##
# 

Q29
205 

60S 
ribosomal 
protein 
L11 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
1 

RPL
11 

2
0.
2
1
2 0.844 0.847 0.704 0.791 0.642 0.666 1.098 1.27 1.281 1.217 1.452 1.189 

0
.
8
8 

##
##
##
# 

1
.
0
6 

##
##
##
# 

A0A
287

Alpha-1B-
glycoprotei

A1B
G 

5
3. 1.239 1.321 1 1.023 1.032 1.067 0.943 0.91 1.119 0.931 0.833 0.828 

0
.

##
##

0
.

##
##
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AAD
5 

n OS=Sus 
scrofa 
OX=9823 
GN=A1BG 

2
6
6 

8
8 

##
# 

8
7 

##
# 

F1R
LL9 

Collagen 
type IV 
alpha 2 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL4
A2 

COL
4A2 

1
6
7.
2
4 1.326 1.3 1.742 1.876 1.843 1.327 0.387 0.411 0.391 0.361 0.423 0.188 

1
.
1
6 

##
##
##
# 

0
.
8
2 

##
##
##
# 

I3LB
B2 

Vacuolar 
protein 
sorting-
associated 
protein 35 
OS=Sus 
scrofa 
OX=9823 
GN=VPS3
5 

VPS
35 

9
1.
6
9
2 1.281 1.162   1.077 0.909   0.578 0.857   0.907 1.271   

0
.
8
1 

##
##
##
# 

1
.
5
2 

##
##
##
# 

F1R
JV7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=ACSL
6 

ACS
L6 

7
5.
0
2
4     0.549     0.643     1.424     1.374 

1
.
1
7   

0
.
9
7   

Q6S
4N2 

Heat 
shock 70 
kDa 
protein 1B 
OS=Sus 
scrofa 
OX=9823 

HSP
A1B 

7
0.
0
9
7 0.946 0.859 0.673 0.709 0.649 0.866 0.998 1.297 1.359 1.261 1.2 0.847 

0
.
9
0 

##
##
##
# 

0
.
9
1 

##
##
##
# 
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GN=HSPA
1B 

A0A
287
BD8
1 

RAB27B, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB2
7B 

RAB
27B 

2
4.
5
9
2 0.88 0.971 1.114 0.783 0.996 1.172 1.507 1.274 0.894 1.257 0.856 0.827 

1
.
0
0 

##
##
##
# 

0
.
8
0 

##
##
##
# 

F1S
2Z5 

Rho 
GTPase 
activating 
protein 18 
OS=Sus 
scrofa 
OX=9823 
GN=ARH
GAP18 

ARH
GAP
18 

7
0.
0
9
2 0.892   1.065 0.661   0.928 1.208   0.889 1.455   1.169 

0
.
8
1 

##
##
##
# 

1
.
2
5 

##
##
##
# 

F1S
8F1 

G protein 
subunit 
alpha 15 
OS=Sus 
scrofa 
OX=9823 
GN=GNA1
5 

GNA
15 

4
3.
5
8
7                                 

A0A
2C9
F37
6 

Beta-
casein 
OS=Sus 
scrofa 
OX=9823 
GN=CSN2 

CSN
2 

2
5.
7
7
8 1.512 1.551 1.166 1.166 1.086 1.209 0.531 0.413 0.464 0.505 0.491 0.424 

0
.
8
2 

##
##
##
# 

1
.
0
1 

##
##
##
# 

C5H
0C6 

Ubiquitin 
thioesteras
e OS=Sus 

OTU
B1 

3
1.
2     0.639     0.747     1.458     1.297 

1
.
1   

0
.
8   
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scrofa 
OX=9823 
GN=OTUB
1 

8
4 

7 9 

A0A
287
B05
3 

BCL6 
corepress
or like 1 
OS=Sus 
scrofa 
OX=9823 
GN=BCO
RL1 

BCO
RL1 

1
6
5.
2
6                                 

A0A
287
AAJ
2 

Protein 
tweety 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=TTYH
2 

TTY
H2 

5
1.
8
2
1   1.408     1.26     0.663     0.725   

0
.
9
0   

1
.
0
9   

F1S
FC7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00519264 

LOC
1005
1926
4 

2
4.
3
6
7   0.978     0.935     1.105     1.855   

0
.
9
6   

1
.
6
8   

F2Z
5H6 

V-type 
proton 
ATPase 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=ATP6
V0D1 

ATP
6V0
D1 

4
0.
3
2
9                                 

F1S Ankyrin ANK 2 0.694 0.81 0.413 0.639 0.913 0.529 1.438 1.023 1.343 1.451 1.542 1.347 1 ## 1 ##



 

www.megajournalofcasereports.com 
1885 

CY9 repeat 
domain 22 
OS=Sus 
scrofa 
OX=9823 
GN=ANKR
D22 

RD2
2 

2.
0
5
6 

.
0
9 

##
##
# 

.
1
4 

##
##
# 

Q71
1S8 

Secreted 
phosphopr
otein 24 
OS=Sus 
scrofa 
OX=9823 
GN=SPP2 

SPP
2 

2
3.
0
9
7                                 

A0A
286
ZZ1
2 

2',3'-cyclic-
nucleotide 
3'-
phosphodi
esterase 
OS=Sus 
scrofa 
OX=9823 
GN=CNP CNP 

4
4.
7
2
9 0.777 0.902 0.646 0.809 0.93 0.793 1.276 1.056 1.227 1.257 1.208 1.398 

1
.
0
9 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
286
ZY9
5 

Fibronecti
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=FN1 FN1 

2
6
2.
3
2 1.018 1.063 0.798 1.052 0.943 0.892 1.098 1.238 1.202 1.046 1.008 1.122 

1
.
0
0 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
A8T
0 

60S 
ribosomal 
protein L7 
OS=Sus 
scrofa 
OX=9823 
GN=RPL7 

RPL
7 

2
9.
4
1 1.008 1.032 0.419 0.965 0.725 0.43 0.895 1.213 1.455 1.105 1.338 1.847 

0
.
8
6 

##
##
##
# 

1
.
2
0 

##
##
##
# 

F1R
JM2 

Endoplas
mic 

ERP
29 

2
9.                                 
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reticulum 
resident 
protein 29 
OS=Sus 
scrofa 
OX=9823 
GN=ERP2
9 

2
2
9 

F1S
UA0 

Fibulin 7 
OS=Sus 
scrofa 
OX=9823 
GN=FBLN
7 

FBL
N7 

6
0.
7
1
1   1.48     1.41     0.73     0.75   

0
.
9
5   

1
.
0
3   

A0A
287
ALS
2 

DiGeorge 
syndrome 
critical 
region 
gene 2 
OS=Sus 
scrofa 
OX=9823 
GN=DGC
R2 

DGC
R2 

5
2.
9
1
7     1.268     1.212     0.734     0.634 

0
.
9
6   

0
.
8
6   

F1R
U34 

Cystatin 
OS=Sus 
scrofa 
OX=9823 
GN=CST6 

CST
6 

1
6.
3
3
6                                 

A0A
286
ZP1
6 

Glutathion
e S-
transferas
e mu 2 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10260348 

LOC
1102
6034
8 

2
4.
5
7
8                                 
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F1R
II7 

Hemoglobi
n subunit 
beta 
OS=Sus 
scrofa 
OX=9823 
GN=HBB HBB 

1
6.
1
6
6 0.705 0.549 1.071 0.69 0.592 1.015 1.04 1.303 1.147 2.121 1.713 0.96 

0
.
9
9 

##
##
##
# 

1
.
3
7 

##
##
##
# 

F1S
D72 

Solute 
carrier 
family 24 
member 4 
OS=Sus 
scrofa 
OX=9823 
GN=SLC2
4A4 

SLC
24A
4 

6
8.
8
0
8 1.298 1.827   1.683 1.385   0.695 0.502   0.555 0.433   

0
.
9
8 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287
APU
4 

SH3 
binding 
domain 
protein 5 
like 
OS=Sus 
scrofa 
OX=9823 
GN=SH3B
P5L 

SH3
BP5
L 

3
6.
5
5
2                                 

Q8S
PS7 

Haptoglobi
n OS=Sus 
scrofa 
OX=9823 
GN=HP HP 

3
8.
4
8
1 1.108 1.039 1.025 1.199 1.068 0.998 1.026 1.234 1.07 0.861 0.895 0.798 

1
.
0
3 

##
##
##
# 

0
.
7
7 

##
##
##
# 

A0A
287
A0K
0 

Lymphocyt
e-specific 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=LSP1 

LSP
1 

3
2.
8
7 0.988   0.537 0.522   0.514 0.697   0.869 0.832   1.206 

0
.
6
8 

##
##
##
# 

1
.
3
0 

##
##
##
# 
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Q8
WM
Q3 

CD9 
antigen 
OS=Sus 
scrofa 
OX=9823 
GN=CD9 CD9 

2
5.
2
0
1 0.365   0.396 0.44   0.418 1.503   1.718 1.82   1.48 

1
.
1
3 

##
##
##
# 

1
.
0
3 

##
##
##
# 

P79
385 

Lactadheri
n OS=Sus 
scrofa 
OX=9823 
GN=MFG
E8 

MFG
E8 

4
5.
7
2
4                                 

Q8
MJ4
9 

Osteoclast
-
stimulating 
factor 1 
OS=Sus 
scrofa 
OX=9823 
GN=OSTF
1 

OST
F1 

2
3.
7
3
9 1.102     0.891     0.83     1.01     

0
.
8
1   

1
.
2
2   

A0A
287
B24
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
4
1
5 0.711 0.635 0.715 0.794 0.767 0.606 1.394 1.508 1.232 1.128 1.097 1.504 

1
.
0
5 

##
##
##
# 

0
.
9
0 

##
##
##
# 

F1S
4C9 

Calcium-
activated 
chloride 
channel 
regulator 1 
OS=Sus 
scrofa 
OX=9823 
GN=CLCA
1 

CLC
A1 

8
8.
1
7   1.125     0.993     0.98     0.756   

0
.
8
8   

0
.
7
7   

F1S Heart HEG 1 1.432 1.907 1.611 1.426 1.347 1.336 0.475 0.365 0.503 0.345 0.31 0.449 0 ## 0 ##
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Q60 developme
nt protein 
with EGF 
like 
domains 1 
OS=Sus 
scrofa 
OX=9823 
GN=HEG1 

1 3
8.
7
7 

.
8
3 

##
##
# 

.
8
2 

##
##
# 

A0A
287
B8S
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00517145 

LOC
1005
1714
5 

1
8
0.
9 1.367 1.244 1.087 1.332 1.225 1.15 0.819 0.788 0.934 0.765 0.825 0.939 

1
.
0
0 

##
##
##
# 

1
.
0
0 

##
##
##
# 

A0A
287
ACX
4 

Peptidylpr
olyl 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=FKBP
2 

FKB
P2 

1
5.
3
7
4                                 

A0A
286
ZQX
5 

Thyroid 
hormone-
inducible 
hepatic 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=THRS
P 

THR
SP 

1
7.
7
5
6                                 

F1R
JW5 

Immunogl
obulin 
superfamil

IGS
F8 

7
2.
3 1.06 1.02 1.037 1.286 1.172 1.014 0.989 1.19 1.271 0.687 0.926 0.933 

1
.
1

##
##
##

0
.
7

##
##
##
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y member 
8 OS=Sus 
scrofa 
OX=9823 
GN=IGSF
8 

8
4 

1 # 4 # 

A0A
075
B7H
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
6
1
7 1.715 1.371 1.405 1.431 1.369 1.427 0.723 0.634 0.697 0.345 0.426 0.602 

0
.
9
4 

##
##
##
# 

0
.
6
7 

##
##
##
# 

P15
203 

Transformi
ng growth 
factor 
beta-3 
OS=Sus 
scrofa 
OX=9823 
GN=TGFB
3 

TGF
B3 

4
6.
8
1
4 1.476 1.65 1.424 1.643 1.314 1.302 0.592 0.573 0.616 0.566 0.51 0.635 

0
.
9
4 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
287
B9J
3 

Dystonin 
OS=Sus 
scrofa 
OX=9823 
GN=DST DST 

8
1
0.
9
9   0.294     0.725     1.941     0.995   

2
.
4
7   

0
.
5
1   

A9X
FX6 

F-actin 
capping 
protein 
beta 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=Capz
b 

Cap
zb 

3
0.
6
2
8 0.821 0.637 0.6 0.939 0.984 0.792 1.069 1.108 1.356 1.271 1.364 1.182 

1
.
3
2 

##
##
##
# 

1
.
0
8 

##
##
##
# 

A0A
287

AUP1, 
lipid 

AUP
1 

4
0. 1.348   0.961 1.004   1.151 0.94   1.113 0.885   1.029 

0
.

##
##

0
.

##
##
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AEA
4 

droplet 
regulating 
VLDL 
assembly 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=AUP1 

6
7
1 

9
3 

##
# 

9
3 

##
# 

A0A
287
B3V
4 

Glycerol 
kinase 5 
(putative) 
OS=Sus 
scrofa 
OX=9823 
GN=GK5 GK5 

4
9.
5
2
5 0.557 0.542   0.626 0.538   1.7 1.233   1.603 1.834   

1
.
0
6 

##
##
##
# 

1
.
1
7 

##
##
##
# 

K9I
WI1 

Protein 
tyrosine 
phosphata
se type 
IVA 1 
OS=Sus 
scrofa 
OX=9823 
GN=PTP4
A1 

PTP
4A1 

1
9.
8
0
1                                 

F1S
UL0 

Tsukushi, 
small 
leucine 
rich 
proteoglyc
an 
OS=Sus 
scrofa 
OX=9823 
GN=TSKU 

TSK
U 

3
3.
9
3
5 1.094 1.226 1.271 1.343 1.186 0.963 0.92 1.206 1.276 0.973 0.829 0.648 

0
.
9
7 

##
##
##
# 

0
.
7
2 

##
##
##
# 

F1R
X36 

Fibrinogen 
alpha FGA 

7
2. 0.646 0.564 0.706 0.718 0.63 0.654 1.093 1.458 1.228 1.425 1.578 1.366 

1
.

##
##

1
.

##
##
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chain 
OS=Sus 
scrofa 
OX=9823 
GN=FGA 

6
1
2 

0
5 

##
# 

1
6 

##
# 

A0A
287
B7J
7 

SplA/ryano
dine 
receptor 
domain 
and SOCS 
box 
containing 
4 OS=Sus 
scrofa 
OX=9823 
GN=SPSB
4 

SPS
B4 

2
8.
5
3
7   2.089     1.613     0.318     0.144   

0
.
7
7   

0
.
4
5   

F1R
KW
9 

Myosin ID 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
1D 

MYO
1D 

1
1
2.
3
4   0.843     2.035     0.973     0.712   

2
.
4
1   

0
.
7
3   

A0A
287
AN4
8 

Radixin 
OS=Sus 
scrofa 
OX=9823 
GN=RDX RDX 

6
6.
4
9
7 0.786 0.786 0.962 0.856 0.728 0.911 1.179 1.174 1.02 1.211 1.387 0.989 

0
.
9
9 

##
##
##
# 

1
.
0
6 

##
##
##
# 

I3L
CC7 

Glutathion
e 
peroxidase 
OS=Sus 
scrofa 
OX=9823 
GN=GPX4 

GPX
4 

2
0.
5
5
4   0.923     0.933     0.993     1.117   

1
.
0
1   

1
.
1
3   

A0A
286
ZRY

Ubiquitin-
conjugatin
g enzyme 

UBE
2D3 

1
5.
7 0.861 0.836 0.612 0.669 0.801 0.714 1.154 1.18 1.323 1.357 1.498 1.494 

0
.
9

##
##
##

1
.
1

##
##
##
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5 E2 D2 
OS=Sus 
scrofa 
OX=9823 
GN=UBE2
D3 

3
2 

5 # 9 # 

A0A
286
ZKR
0 

Eukaryotic 
initiation 
factor 4A-II 
OS=Sus 
scrofa 
OX=9823 
GN=EIF4A
2 

EIF4
A2 

3
7.
4
1
5                                 

F1S
F45 

Laminin 
subunit 
beta 3 
OS=Sus 
scrofa 
OX=9823 
GN=LAMB
3 

LAM
B3 

1
2
8.
7
4 1.066   0.925 1.167   1.075 0.961   1.21 0.856   0.946 

1
.
1
3 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
286
ZX6
3 

G protein-
coupled 
receptor 
class C 
group 5 
member C 
OS=Sus 
scrofa 
OX=9823 
GN=GPR
C5C 

GPR
C5C 

4
6.
9
3
3   1.017     0.954     1.051     1.018   

0
.
9
4   

0
.
9
7   

A0S
EH3 

Compleme
nt 
componen
t C8 
gamma C8G 

2
2.
2
8
3 1.356 1.291 1.465 1.368 1.393 1.322 0.723 0.71 0.689 0.679 0.623 0.569 

0
.
9
9 

##
##
##
# 

0
.
8
8 

##
##
##
# 
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chain 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C8G 

F1S
Q51 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

4
6.
0
1
8 0.641 0.833 1.152 0.644 0.754 1.246 1.376 0.941 1.064 1.656 1.23 1.116 

1
.
0
1 

##
##
##
# 

1
.
1
8 

##
##
##
# 

A0A
287
AAH
4 

Na(+)/H(+) 
exchange 
regulatory 
cofactor 
NHE-RF 
OS=Sus 
scrofa 
OX=9823 
GN=SLC9
A3R1 

SLC
9A3
R1 

3
6.
2
8
3 0.785 0.921 0.883 0.678 0.811 0.761 1.314 1.289 1.041 1.387 1.285 1.327 

0
.
8
7 

##
##
##
# 

1
.
1
0 

##
##
##
# 

A0A
287
AFG
6 

Striatin 
OS=Sus 
scrofa 
OX=9823 
GN=STRN 

STR
N 

7
8.
4
7
2                                 

Q8H
ZJ6 

Syndecan-
4 OS=Sus 
scrofa 
OX=9823 
GN=SDC4 

SDC
4 

2
2.
0
8
1     1.322     1.258     0.977     0.731 

0
.
9
5   

0
.
7
5   

F1S
6V0 

Switching 
B cell 
complex 
subunit 
SWAP70 
OS=Sus 

SWA
P70 

6
8.
8
0
9                                 
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scrofa 
OX=9823 
GN=SWA
P70 

I3LS
W1 

Syntaxin 
19 
OS=Sus 
scrofa 
OX=9823 
GN=STX1
9 

STX
19 

3
4.
3
9   1.106 0.941   0.834 1.141   0.846 0.87   1.245 0.994 

0
.
9
7 

##
##
##
# 

1
.
3
1 

##
##
##
# 

F1R
P17 

T-complex 
protein 1 
subunit 
gamma 
OS=Sus 
scrofa 
OX=9823 
GN=CCT3 

CCT
3 

5
5.
7
9
4 0.638 0.695 1.002 0.54 0.696 0.829 1.136 1.151 1.037 1.662 1.768 0.975 

0
.
8
8 

##
##
##
# 

1
.
3
3 

##
##
##
# 

A0A
287
BN
U5 

RAB5B, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB5
B 

RAB
5B 

2
3.
7
2
1 0.674 0.629 0.776 0.621 0.774 0.698 1.438 1.481 1.298 1.282 1.203 1.151 

1
.
0
1 

##
##
##
# 

0
.
8
6 

##
##
##
# 

A0A
286
ZS1
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
2
8
2   2.229 2.132   1.348 1.506   0.283 0.166   0.263 0.102 

0
.
6
5 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A5G
FT6 

Teashirt 
homolog 2 
OS=Sus 

TSH
Z2 

1
1
4. 1.631 1.848   1.438 1.255   0.613 0.555   0.495 0.411   

0
.
7

##
##
##

0
.
7

##
##
##
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scrofa 
OX=9823 
GN=TSHZ
2 

6 7 # 8 # 

F2Z
546 

Ribosomal 
protein 
L19 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
9 

RPL
19 

2
3.
2
4
7 0.54 0.775 0.875 0.409 0.714 0.931 1.218 1.151 1.085 1.954 1.588 1.04 

0
.
9
4 

##
##
##
# 

1
.
3
3 

##
##
##
# 

A0A
286
ZXA
0 

Insulin-like 
growth 
factor-
binding 
protein 7 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P7 

IGF
BP7 

2
9.
0
0
3 1.385 1.488 1.358 1.391 1.394 1.377 0.703 0.821 0.636 0.716 0.732 0.348 

0
.
9
8 

##
##
##
# 

0
.
8
3 

##
##
##
# 

I3LV
K0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CSF2
RA 

CSF
2RA 

4
0.
6
2
2 0.391 0.662 0.794 0.456 0.461 0.765 1.336 1.462 1.212 1.349 1.6 1.302 

0
.
9
1 

##
##
##
# 

1
.
0
6 

##
##
##
# 

F1R
RD6 

Programm
ed cell 
death 6 
interacting 
protein 
OS=Sus 
scrofa 

PDC
D6IP 

8
4.
4
5
3 1.142 0.929 1.062 1.19 0.976 1.007 0.945 1.009 1.141 0.974 1.457 0.906 

1
.
0
1 

##
##
##
# 

1
.
0
8 

##
##
##
# 
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OX=9823 
GN=PDC
D6IP 

A0A
287
ATT
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
6.
0
3
4 1.445 1.756 1.341 1.378 1.357 1.478 0.482 0.586 0.553 0.346 0.412 0.414 

0
.
9
3 

##
##
##
# 

0
.
7
2 

##
##
##
# 

E2I6
L6 

Insulin-like 
growth 
factor-
binding 
protein 5 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P5 

IGF
BP5 

3
0.
3
1
1 1.27   1.238 0.904   1.047 0.748   0.931 0.918   1.048 

0
.
7
8 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
287
B62
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
5
4
3 1.288 1.479 1.261 1.35 1.18 1.283 0.725 0.746 0.723 0.566 0.535 0.638 

0
.
9
5 

##
##
##
# 

0
.
7
9 

##
##
##
# 

A0A
287
B4K
6 

40S 
ribosomal 
protein 
S3a 
OS=Sus 
scrofa 
OX=9823 
GN=RPS3
A 

RPS
3A 

2
6.
4
2
5 0.439     0.527     1.219     1.827     

1
.
2
0   

1
.
5
0   

F1R
JC6 

Matrix 
metallopep
tidase 23B 

MM
P23
B 

5
6.
2                                 
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OS=Sus 
scrofa 
OX=9823 
GN=MMP
23B 

7 

Q8
WN
R0 

High 
affinity 
copper 
uptake 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=SLC3
1A1 

SLC
31A
1 

2
0.
9
5
2   1.441     1.095     0.808     0.807   

0
.
7
6   

1
.
0
0   

P11
493 

Serine/thre
onine-
protein 
phosphata
se 2A 
catalytic 
subunit 
beta 
isoform 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=PPP2
CB 

PPP
2CB 

3
3.
6
1                                 

A0A
286
ZL6
5 

Ribosomal 
protein 
L15 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
5 

RPL
15 

2
4.
1
4
6 0.499 0.598   0.576 0.45   1.071 1.202   1.896 2.18   

0
.
9
4 

##
##
##
# 

1
.
7
9 

##
##
##
# 
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A0A
286
ZNX
1 

Cytochrom
e P450, 
family 20, 
subfamily 
A, 
polypeptid
e 1 
OS=Sus 
scrofa 
OX=9823 
GN=NBEA
L1 

NBE
AL1 

3
0
7.
9   0.271     0.369     1.888     1.732   

1
.
3
6   

0
.
9
2   

P62
279 

40S 
ribosomal 
protein 
S13 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=RPS1
3 

RPS
13 

1
2.
0
3
4   0.47 0.598   0.392 0.632   1.592 1.495   1.809 1.019 

0
.
9
6 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
286
ZKB
4 

Compleme
nt C5a 
anaphylato
xin 
OS=Sus 
scrofa 
OX=9823 
GN=C5 C5 

1
8
6.
1
8 1.108 1.16 1.347 1.49 1.529 1.293 0.729 0.746 0.744 0.682 0.716 0.584 

1
.
1
9 

##
##
##
# 

0
.
8
9 

##
##
##
# 

A0A
286
ZJM
5 

E3 
ubiquitin-
protein 
ligase 
HECW2 
OS=Sus 
scrofa 
OX=9823 

HEC
W2 

1
6
1.
0
7 1.042     1.811     0.599     0.531     

1
.
7
4   

0
.
8
9   
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GN=HEC
W2 

F1R
N62 

Solute 
carrier 
organic 
anion 
transporter 
family 
member 
OS=Sus 
scrofa 
OX=9823 
GN=SLCO
4C1 

SLC
O4C
1 

7
7.
8
5
3 0.861 0.951 0.567 0.598 0.851 0.7 1.381 1.434 1.564 1.147 1.124 1.048 

0
.
9
0 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
287
AB4
2 

Shootin 1 
OS=Sus 
scrofa 
OX=9823 
GN=SHTN
1 

SHT
N1 

6
7.
9
3
9                                 

A0A
286
ZX2
6 

Cathepsin 
D OS=Sus 
scrofa 
OX=9823 
GN=CTSD 

CTS
D 

4
4.
1
2
3 1.018     0.812     0.954     1.277     

0
.
8
0   

1
.
3
4   

A0A
287
AX8
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
5.
7
0
7     1.344     1.348     0.501     0.399 

1
.
0
0   

0
.
8
0   

I3L
RJ4 

Vitamin K-
dependent 
protein C 
OS=Sus 
scrofa 
OX=9823 
GN=PRO

PRO
C 

5
1.
9
5
6 1.464 1.124 1.358 1.298 1.269 1.361 0.714 0.878 0.733 0.659 0.759 0.655 

1
.
0
0 

##
##
##
# 

0
.
8
9 

##
##
##
# 
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C 

K7G
PK2 

DnaJ heat 
shock 
protein 
family 
(Hsp40) 
member 
A2 
OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
A2 

DNA
JA2 

4
2.
0
0
3 0.794 0.465 0.469 0.8 0.587 0.587 1.102 1.169 1.342 1.527 2.038 1.731 

1
.
1
4 

##
##
##
# 

1
.
4
7 

##
##
##
# 

A0A
287
AR
G2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
5.
3
2
6                                 

A0A
287
BA1
2 

Vacuolar 
protein 
sorting 4 
homolog B 
OS=Sus 
scrofa 
OX=9823 
GN=VPS4
B 

VPS
4B 

4
9.
4
4   0.886 0.703   0.99 0.905   1.055 1.209   1.109 1.347 

1
.
1
9 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
287
A32
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RRAS
2 

RRA
S2 

2
3.
3
9
9 0.874     1.256     1.132     1.063     

1
.
4
4   

0
.
9
4   

F1S
U22 

UDP-
glucuronic 

UXS
1 

5
1. 1.524 1.928 1.436 1.41 1.329 1.431 0.523 0.427 0.516 0.36 0.269 0.431 

0
.

##
##

0
.

##
##



 

www.megajournalofcasereports.com 
1902 

acid 
decarboxyl
ase 1 
isoform a 
OS=Sus 
scrofa 
OX=9823 
GN=UXS1 

6
6
2 

8
5 

##
# 

7
2 

##
# 

A0A
286
ZNE
4 

Sushi 
domain 
containing 
5 OS=Sus 
scrofa 
OX=9823 
GN=SUSD
5 

SUS
D5 

6
6.
7
8
9 2.538 1.125 1.554 1.098 1.022 1.408 0.344 0.651 0.61 0.077 0.316 0.522 

0
.
6
8 

##
##
##
# 

0
.
5
7 

##
##
##
# 

I3LV
34 

Protocadh
erin 
gamma 
subfamily 
B, 7 
OS=Sus 
scrofa 
OX=9823 
GN=PCD
HGB7 

PCD
HGB
7 

8
3.
4
5 1.209 1.329   1.074 0.91   0.993 0.972   0.793 0.849   

0
.
7
8 

##
##
##
# 

0
.
8
4 

##
##
##
# 

F1S
788 

Compleme
nt C8 
alpha 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=C8A C8A 

6
6.
0
6 1.336 1.196 1.471 1.268 1.342 1.379 0.77 0.795 0.678 0.68 0.671 0.495 

1
.
0
0 

##
##
##
# 

0
.
8
2 

##
##
##
# 

F1R
GT2 

Egl-9 
family 
hypoxia 
inducible 

EGL
N1 

4
5.
9
3                                 
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factor 1 
OS=Sus 
scrofa 
OX=9823 
GN=EGLN
1 

8 

A0A
287
AXS
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10258651 

LOC
1102
5865
1 

1
6.
6
9
1                                 

F1S
PS6 

Macropha
ge 
stimulating 
1 OS=Sus 
scrofa 
OX=9823 
GN=MST1 

MST
1 

8
2.
0
2
4                                 

F1S
2G3 

Tubulin-
specific 
chaperone 
A OS=Sus 
scrofa 
OX=9823 
GN=TBCA 

TBC
A 

1
2.
7
0
1     0.46     0.584     1.622     1.43 

1
.
2
7   

0
.
8
8   

F1S
EF4 

Ribokinas
e OS=Sus 
scrofa 
OX=9823 
GN=RBKS 

RBK
S 

2
9.
6
6
4 0.455 0.301   0.323 0.433   1.319 1.474   2.09 2.145   

1
.
0
0 

##
##
##
# 

1
.
5
2 

##
##
##
# 

Q52
N47 

Integral 
membrane 
protein 2B 
OS=Sus 
scrofa 

ITM2
B 

3
0.
0
6
1 0.668 0.999 0.622 0.774 0.889 0.749 1.216 1.047 1.361 1.422 1.199 1.473 

1
.
0
5 

##
##
##
# 

1
.
1
3 

##
##
##
# 
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OX=9823 
GN=ITM2
B 

Q29
041 

Ficolin-2 
OS=Sus 
scrofa 
OX=9823 
GN=FCN2 

FCN
2 

3
4.
6
8
1 1.037     0.714     1.266     1.158     

0
.
6
9   

0
.
9
2   

K7G
N89 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=IL18B
P 

IL18
BP 

2
1.
1
0
7 0.783 0.782 0.773 0.789 1.022 1.146 1.085 1.321 1.3 1.237 1.425 1.123 

1
.
2
7 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
4E2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00523310 

LOC
1005
2331
0 

5
9.
5
7
5 0.509 0.597 0.578 0.494 0.543 0.7 1.504 1.271 1.232 1.673 1.702 1.67 

1
.
0
3 

##
##
##
# 

1
.
2
6 

##
##
##
# 

P81
608 

Salivary 
lipocalin 
OS=Sus 
scrofa 
OX=9823 
GN=SAL1 

SAL
1 

2
1.
5
8
7 0.983 0.856 0.625 0.834 0.484 0.673 1.5 1.231 1.143 1.17 1.509 1.789 

0
.
8
1 

##
##
##
# 

1
.
1
5 

##
##
##
# 

P80
015 

Azurocidin 
OS=Sus 
scrofa 
OX=9823 
GN=AZU1 

AZU
1 

2
7.
0
3
9 0.891   0.699 0.937   0.932 0.688   0.676 0.753   1.258 

1
.
1
8 

##
##
##
# 

1
.
4
7 

##
##
##
# 

A0A
287
BPP

Uncharact
erized 
protein --- 

1
3.
3 1.316 1.917 1.37 1.845 1.456 1.957 0.284 0.351 0.381 0.207 0.235 0.223 

1
.
1

##
##
##

0
.
6

##
##
##
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0 OS=Sus 
scrofa 
OX=9823 

0
8 

4 # 6 # 

F1S
Q01 

Peroxiredo
xin 4 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
4 

PRD
X4 

3
0.
5
5
5 1.22 1.191   0.74 0.92   0.899 0.86   0.964 1.066   

0
.
6
9 

##
##
##
# 

1
.
1
5 

##
##
##
# 

F1S
8E8 

CUGBP 
Elav-like 
family 
member 5 
OS=Sus 
scrofa 
OX=9823 
GN=CELF
5 

CEL
F5 

4
9.
2
6
6     1.554     1.697     0.424     0.287 

1
.
0
9   

0
.
6
8   

I3L
MI6 

GULP, 
engulfmen
t adaptor 
PTB 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=GULP
1 

GUL
P1 

3
0.
8
9
5                                 

Q6I
M70 

Reticulon 
OS=Sus 
scrofa 
OX=9823 
GN=RTN4 

RTN
4 

2
2.
4
2
5     0.211     0.294     1.558     2.064 

1
.
3
9   

1
.
3
3   

A0A
287
B2U

Synaptoso
mal-
associated 

SNA
P23 

2
3.
2 0.994 1.136 0.91 0.924 0.897 0.903 1.037 0.932 1.092 1.035 1.026 1.171 

0
.
9

##
##
##

1
.
0

##
##
##
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6 protein 
OS=Sus 
scrofa 
OX=9823 
GN=SNAP
23 

5
8 

0 # 6 # 

P80
310 

Protein 
S100-A12 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A12 

S10
0A1
2 

1
0.
7
4
5 2.256 0.863 1.197 0.735 3.202 0.776 0.619 0.548 0.659 0.483 0.371 1.109 

1
.
0
9 

##
##
##
# 

1
.
0
8 

##
##
##
# 

A0A
287
AZC
9 

Follistatin 
like 1 
OS=Sus 
scrofa 
OX=9823 
GN=FSTL
1 

FST
L1 

3
1.
1
5
9 0.735 1.96 1.207 1.009 0.673 0.709 1.237 0.601 1.135 1.1 0.406 1.054 

0
.
6
1 

##
##
##
# 

0
.
8
6 

##
##
##
# 

A0A
287
AN
N7 

Eukaryotic 
translation 
elongation 
factor 1 
delta 
OS=Sus 
scrofa 
OX=9823 
GN=EEF1
D 

EEF
1D 

3
1.
0
3
2                                 

A0A
287
A3S
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10259951 

LOC
1102
5995
1 

5
1.
9
4 0.459     0.202     1.648     1.882     

0
.
4
4   

1
.
1
4   
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A0A
287
BS5
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00153783 

LOC
1001
5378
3 

3
7.
5
4
2   0.375 0.55   0.458 0.586   1.663 1.29   1.616 1.542 

1
.
1
3 

##
##
##
# 

1
.
0
7 

##
##
##
# 

F1R
T83 

Syntenin-1 
CG9291-
PB 
OS=Sus 
scrofa 
OX=9823 
GN=SDCB
P 

SDC
BP 

3
2.
4
2
9 1.043 1.005 1.363 1.17 1.087 1.109 1.017 0.825 0.852 0.961 0.811 0.692 

0
.
9
9 

##
##
##
# 

0
.
9
2 

##
##
##
# 

A0A
287
B2F
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
9.
4
3 1.553 1.551 1.505 1.651 1.678 1.434 0.381 0.351 0.399 0.211 0.234 0.407 

1
.
0
3 

##
##
##
# 

0
.
7
5 

##
##
##
# 

A0A
287
AAR
4 

Actin, 
cytoplasmi
c 1 
OS=Sus 
scrofa 
OX=9823 
GN=ACTB 

ACT
B 

4
0.
0
1
5 0.987 1.171 1.048 0.844 1.067 0.907 0.985 0.908 1.049 1.047 1.098 1.017 

0
.
8
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

Q6
QR6
7 

Resistin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=RETN 

RET
N 

1
1.
6
9
3 0.887 0.682 0.361 0.479 1.088 0.324 0.737 1.035 0.829 0.824 1.402 1.406 

0
.
9
8 

##
##
##
# 

1
.
4
0 

##
##
##
# 

A0A
287
AY6

GLI 
pathogene
sis related 

GLIP
R2 

1
7.
2   1.352 1.254   1.136 1.126   0.858 0.738   0.888 0.826 

0
.
8

##
##
##

1
.
0

##
##
##
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4 2 OS=Sus 
scrofa 
OX=9823 
GN=GLIP
R2 

2
5 

7 # 7 # 

A0A
286
ZIA
2 

ER 
membrane 
protein 
complex 
subunit 4 
OS=Sus 
scrofa 
OX=9823 
GN=EMC4 

EMC
4 

2
0.
0
8
6 1.21     1.375     0.511     0.43     

1
.
1
4   

0
.
8
4   

F1S
SR7 

Carbohydr
ate 
sulfotransf
erase 
OS=Sus 
scrofa 
OX=9823 
GN=CHST
14 

CHS
T14 

4
3.
1
8
3 1.447 0.975 1.405 1.581 1.362 1.262 0.676 0.69 0.665 0.649 0.965 0.698 

1
.
1
0 

##
##
##
# 

1
.
1
4 

##
##
##
# 

A0A
287
A14
2 

Apelin 
OS=Sus 
scrofa 
OX=9823 
GN=APLN 

APL
N 

8.
5
8
4
9 1.399 1.764 1.611 1.573 1.404 1.348 0.522 0.484 0.523 0.335 0.434 0.416 

0
.
9
1 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
287
B63
6 

Alpha-
galactosid
ase 
OS=Sus 
scrofa 
OX=9823 
GN=GLA GLA 

4
8.
9
9
8 0.614 0.576 0.59 0.687 0.676 0.58 1.418 1.516 1.297 1.431 1.404 1.517 

1
.
0
9 

##
##
##
# 

1
.
0
3 

##
##
##
# 

F1S
FI5 

Histidine-
rich 
glycoprotei HRG 

6
1.
5 0.814 0.601 0.882 0.838 0.719 0.817 0.882 1.393 1.045 1.481 1.806 1.236 

1
.
0

##
##
##

1
.
3

##
##
##
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n 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=HRG 

3
6 

3 # 6 # 

F1S
MC
0 

Adenylyl 
cyclase-
associated 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CAP1 

CAP
1 

5
1.
4
0
9                                 

K7G
M45 

Tyrosine-
protein 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=SRC SRC 

6
0.
1
8
2 0.511 0.926 0.661 0.556 0.867 0.802 1.56 1.159 1.306 1.695 1.26 1.497 

1
.
0
6 

##
##
##
# 

1
.
1
1 

##
##
##
# 

F1R
JL7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

8
6.
7
2
7 0.759   0.892 0.606   0.777 1.421   1.138 1.372   1.244 

0
.
8
4 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
3B4 

IST1-like 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=IST1 IST1 

3
9.
5
9
6 1.206 1.221 1.328 1.164 1.17 1.227 0.891 0.797 0.743 0.735 0.923 0.538 

0
.
9
5 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
286
ZZ1
6 

Serine 
incorporat
or 3 
OS=Sus 
scrofa 

SER
INC3 

4
6.
9
7
4                                 
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OX=9823 
GN=SERI
NC3 

Q4V
SR6 

Tumor 
necrosis 
factor 
ligand 
superfamil
y member 
OS=Sus 
scrofa 
OX=9823 
GN=TRAI
L 

TRAI
L 

3
3.
5
6
4   1.005     0.976     0.904     1.03   

0
.
9
7   

1
.
1
4   

A0A
287
BF3
3 

Actin, 
alpha 
skeletal 
muscle 
OS=Sus 
scrofa 
OX=9823 
GN=ACTA
1 

ACT
A1 

3
8.
0
1
6 0.719 0.962   0.802 0.917   1.039 1.081   1.311 1.312   

1
.
0
2 

##
##
##
# 

1
.
2
4 

##
##
##
# 

Q2
MJK
3 

GTPase 
NRas 
OS=Sus 
scrofa 
OX=9823 
GN=NRAS 

NRA
S 

2
1.
2
2
9                                 

F1R
NP2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=AZGP
1 

AZG
P1 

3
5.
7
4
4 1.261 1.214 1.145 1.069 1.313 1.196 0.86 0.773 0.88 0.71 0.618 0.748 

0
.
9
9 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A Sulfatase- SUM 3 1.291 1.562 1.17 1.074 1.158 1.172 0.822 0.796 1.002 0.728 0.631 0.745 0 ## 0 ##
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287
BG
G1 

modifying 
factor 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SUM
F1 

F1 5.
9
6
2 

.
8
5 

##
##
# 

.
8
0 

##
##
# 

F1R
IV6 

MICAL like 
2 OS=Sus 
scrofa 
OX=9823 
GN=MICA
LL2 

MIC
ALL
2 

9
4.
8
6
4   0.616 0.772   0.843 0.949   1.243 1.217   1.135 1.17 

1
.
2
9 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
286
ZML
8 

Nuclear 
receptor 
coactivator 
3 OS=Sus 
scrofa 
OX=9823 
GN=NCO
A3 

NCO
A3 

1
4
3.
8
3     0.671     2.754     0.279     0.342 

4
.
1
0   

1
.
2
3   

F1S
B63 

T-complex 
protein 1 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=TCP1 

TCP
1 

6
0.
6
5
2 0.648     0.653     0.937     1.695     

1
.
0
1   

1
.
8
1   

F1R
Q40 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00513868 

LOC
1005
1386
8 

3
8.
8
7
7 0.704     0.896     1.392     1.153     

1
.
2
7   

0
.
8
3   
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F1S
274 

Exostosin 
glycosyltra
nsferase 1 
OS=Sus 
scrofa 
OX=9823 
GN=EXT1 

EXT
1 

8
6.
1
7
9                                 

F1S
MT0 

EF-hand 
domain 
family 
member 
D1 
OS=Sus 
scrofa 
OX=9823 
GN=EFHD
1 

EFH
D1 

2
6.
8
6
2   0.207 0.423   0.377 0.5   1.384 1.504   2.128 1.734 

1
.
3
9 

##
##
##
# 

1
.
3
4 

##
##
##
# 

A0A
287
AX
M3 

N-
acetylgluc
osamine-
6-sulfatase 
OS=Sus 
scrofa 
OX=9823 
GN=GNS GNS 

5
5.
6
5
1 1.576 1.036 1.431 1.445 1.777 1.398 0.574 0.562 0.543 0.492 0.508 0.517 

1
.
1
4 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
BI97 

Olfactory 
receptor 
OS=Sus 
scrofa 
OX=9823 --- 

2
8.
7
0
9                                 

A0A
287
ALI8 

Stimulator 
of 
chondroge
nesis 1 
OS=Sus 
scrofa 
OX=9823 
GN=SCR

SCR
G1 

1
1.
0
1
5 1.31 1.418 1.349 1.4 1.633 1.462 0.5 0.412 0.547 0.393 0.339 0.438 

1
.
1
0 

##
##
##
# 

0
.
8
0 

##
##
##
# 
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G1 

A0A
287
BEJ
3 

Family 
with 
sequence 
similarity 
129 
member B 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
29B 

FAM
129
B 

8
4.
2
7
4 0.697 0.766   0.654 0.751   1.344 1.36   1.634 1.396   

0
.
9
6 

##
##
##
# 

1
.
1
2 

##
##
##
# 

A0A
286
ZLN
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
5
3
6                                 

F2Z
5N0 

Proteasom
e subunit 
alpha type 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
A6 

PSM
A6 

2
7.
3
9
9 1.04     1.225     0.811     1.231     

1
.
1
8   

1
.
5
2   

A0A
287
A3F
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
4
8   0.791     0.884     1.3     1.473   

1
.
1
2   

1
.
1
3   

A0A
287
BJF
2 

Apoptosis 
inducing 
factor, 
mitochond
ria 
associated 

AIF
M3 

2
8.
1
0
7                                 
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3 OS=Sus 
scrofa 
OX=9823 
GN=AIFM
3 

I3LP
72 

Elastin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ELN ELN 

6
3.
1
8
2                                 

F1R
G87 

Crystallin 
beta B2 
OS=Sus 
scrofa 
OX=9823 
GN=CRYB
B2 

CRY
BB2 

2
3.
3
3
7                                 

F1S
FE6 

Proteasom
e 26S 
subunit, 
ATPase 6 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
C6 

PSM
C6 

4
1.
7
8
7                                 

I3L6
38 

Vitronectin 
OS=Sus 
scrofa 
OX=9823 
GN=VTN VTN 

5
2.
4
2
5   1.623     0.986     0.396     0.395   

0
.
6
1   

1
.
0
0   

F1S
3J7 

Papilin, 
proteoglyc
an like 
sulfated 
glycoprotei
n OS=Sus 

PAP
LN 

1
0
3.
3
5 1.48 1.405 1.408 1.441 1.31 1.342 0.473 0.513 0.558 0.366 0.478 0.403 

0
.
9
5 

##
##
##
# 

0
.
8
1 

##
##
##
# 
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scrofa 
OX=9823 
GN=PAPL
N 

F1S
KN5 

Eukaryotic 
translation 
initiation 
factor 3 
subunit L 
OS=Sus 
scrofa 
OX=9823 
GN=EIF3L 

EIF3
L 

6
2.
8
1
8 0.973     1.072     0.931     0.976     

1
.
1
0   

1
.
0
5   

A0A
287
A70
4 

Integrin 
alpha FG-
GAP 
repeat 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=ITFG
1 

ITFG
1 

7
2.
0
5
7 0.709 0.809 0.774 1.031 0.985 0.876 1.306 1.191 1.235 1.236 1.308 1.292 

1
.
2
6 

##
##
##
# 

1
.
0
3 

##
##
##
# 

P63
246 

Receptor 
of 
activated 
protein C 
kinase 1 
OS=Sus 
scrofa 
OX=9823 
GN=RACK
1 

RAC
K1 

3
5.
0
7
6     1.02     0.953     1.115     1.033 

0
.
9
3   

0
.
9
3   

A0A
287
AYY
9 

NSF 
attachmen
t protein 
gamma 
OS=Sus 

NAP
G 

3
4.
8
5
8   0.65 0.553   0.781 0.662   1.196 1.504   1.431 1.531 

1
.
2
0 

##
##
##
# 

1
.
1
0 

##
##
##
# 
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scrofa 
OX=9823 
GN=NAP
G 

I3L
GT0 

Low 
affinity 
immunoglo
bulin 
gamma Fc 
region 
receptor II-
b 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FCG
R2B 

FCG
R2B 

2
8.
6
6
1 1.744 1.82 1.532 1.636 1.499 1.414 0.276 0.368 0.476 0.262 0.315 0.406 

0
.
8
9 

##
##
##
# 

0
.
8
8 

##
##
##
# 

A0A
287
AH
C1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

9.
9
9
1
2 1.2 1.734 1.232 1.109 1.174 1.402 0.541 0.612 0.716 0.602 0.407 0.394 

0
.
8
9 

##
##
##
# 

0
.
7
5 

##
##
##
# 

F1R
K18 

Calcium 
binding 
protein 39 
like 
OS=Sus 
scrofa 
OX=9823 
GN=CAB3
9L 

CAB
39L 

3
9.
1
8
3 0.637   0.867 0.641   0.564 1.42   1.327 1.446   1.434 

0
.
8
0 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1S
LL0 

Ankyrin 
repeat 
domain 55 
OS=Sus 
scrofa 

ANK
RD5
5 

6
7.
5
6
6   1.035     1.187     1.067     0.825   

1
.
1
5   

0
.
7
7   
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OX=9823 
GN=ANKR
D55 

F1S
E73 

DnaJ 
homolog 
subfamily 
A member 
1 OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
A1 

DNA
JA1 

4
4.
8
6
8 0.395 0.698 0.606 0.398 0.739 0.601 1.475 1.134 1.259 2.054 1.591 1.488 

1
.
0
2 

##
##
##
# 

1
.
3
3 

##
##
##
# 

I3L7
V7 

Target of 
myb1 like 
1 
membrane 
trafficking 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TOM1
L1 

TOM
1L1 

4
4.
0
8                                 

A0A
287
BM
K8 

Inosine-5'-
monophos
phate 
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=IMPD
H2 

IMP
DH2 

5
4.
9
7
9 0.745   0.868 0.671   0.734 1.297   1.102 1.443   1.47 

0
.
8
7 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
287
BM
R4 

SRP 
receptor 
alpha 
subunit 
OS=Sus 

SRP
RA 

6
9.
6
1
3 1.139 1.123 1.171 1.056 0.961 1.277 0.848 1.08 0.908 0.948 1.01 0.732 

0
.
9
6 

##
##
##
# 

0
.
9
5 

##
##
##
# 



 

www.megajournalofcasereports.com 
1918 

scrofa 
OX=9823 
GN=SRPR
A 

F1S
1A3 

Transcripti
onal 
adapter 
OS=Sus 
scrofa 
OX=9823 
GN=TADA
2A 

TAD
A2A 

4
8.
8
8   0.335     5.227     0.391     0.289   

1
5
.
6
0   

0
.
7
4   

F1R
RT3 

Protein 
FAM49B 
OS=Sus 
scrofa 
OX=9823 
GN=FAM4
9B 

FAM
49B 

3
6.
7
4
8     0.968     0.889     1.346     0.697 

0
.
9
2   

0
.
5
2   

F1S
HI1 

Exostosin 
glycosyltra
nsferase 2 
OS=Sus 
scrofa 
OX=9823 
GN=EXT2 

EXT
2 

7
8.
7
5
9 1.587     1.396     0.706     0.661     

0
.
8
8   

0
.
9
4   

F1S
596 

Glucosida
se 2 
subunit 
beta 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=PRKC
SH 

PRK
CSH 

6
0.
5
4
9                                 

A0A
287

Nucleosid
e 

NME
1 

1
7. 0.886 0.781   0.855 0.855   0.949 1.084   1.434 1.585   

1
.

##
##

1
.

##
##
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AS2
9 

diphosphat
e kinase 
OS=Sus 
scrofa 
OX=9823 
GN=NME1 

1
0
9 

0
3 

##
# 

4
9 

##
# 

I3LT
E1 

Carboxype
ptidase M 
OS=Sus 
scrofa 
OX=9823 
GN=CPM CPM 

5
0.
6
4 0.868 0.916 0.893 1.114 1.141 0.952 1.212 1.173 1.112 0.94 0.932 1.019 

1
.
2
0 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287
AN
U5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
5.
6
7
3 1.47 1.752 1.233 1.299 1.098 1.468 0.53 0.569 0.521 0.382 0.397 0.552 

0
.
8
7 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
287
B8B
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=ST13 

ST1
3 

4
0.
7
3
3 0.675 0.874 0.745 0.628 0.69 0.825 1.264 1.237 1.203 1.668 1.567 1.204 

0
.
9
3 

##
##
##
# 

1
.
2
0 

##
##
##
# 

F1R
PC8 

Crystallin 
mu 
OS=Sus 
scrofa 
OX=9823 
GN=CRY
M 

CRY
M 

3
3.
5
0
8 0.887     0.897     1.025     1.557     

1
.
0
1   

1
.
5
2   

Q2
QLE
2 

Caveolin-2 
OS=Sus 
scrofa 
OX=9823 
GN=CAV2 

CAV
2 

1
8.
0
5
6   1.07 0.533   0.91 0.63   0.796 1.198   1.059 1.493 

0
.
9
6 

##
##
##
# 

1
.
2
8 

##
##
##
# 

P80 Aldose AKR 3                                 
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276 reductase 
OS=Sus 
scrofa 
OX=9823 
GN=AKR1
B1 

1B1 5.
8
6
8 

A0A
2C9
F35
0 

Medium-
chain-
specific 
acyl-CoA 
dehydroge
nase, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=ACAD
M 

ACA
DM 

4
3.
3
6
4     1.368     1.171     0.74     0.737 

0
.
8
6   

1
.
0
0   

A0A
287
A04
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MGA
M 

MGA
M 

2
0
6.
9
3 1.508 0.936 1.408 1.426 1.449 1.401 0.612 0.786 0.692 0.61 0.665 0.675 

1
.
1
1 

##
##
##
# 

0
.
9
3 

##
##
##
# 

B8Y
648 

Ubiquitin-
conjugatin
g enzyme 
E2 L3 
OS=Sus 
scrofa 
OX=9823 
GN=UBE2
L3 

UBE
2L3 

1
7.
8
6
1 1.141 1.48   0.869 1.06   0.857 0.585   0.973 0.704   

0
.
7
4 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1R
LG5 

Receptor 
expression

REE
P5 

2
1. 1.245 0.793 0.351 1.167 0.882 0.525 0.787 1.121 1.578 0.847 1.336 1.365 

1
.

##
##

1
.

##
##
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-
enhancing 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=REEP
5 

4
0
1 

0
8 

##
# 

0
2 

##
# 

F1S
PT8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00518305 

LOC
1005
1830
5 

4
2.
1
6
2 0.02 0.05     0.074   1.555 1.449   1.95 2.496   

2
.
1
1   

1
.
4
8 

##
##
##
# 

K7G
KU8 

Mannan-
binding 
lectin 
serine 
protease 2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=MAS
P2 

MAS
P2 

9
0.
9
2
2 0.461 0.48 0.419 0.58 0.454 0.449 1.291 1.885 1.403 1.809 1.437 1.133 

1
.
0
9 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1S
9G9 

BRO1 
domain 
and CAAX 
motif 
containing 
OS=Sus 
scrofa 
OX=9823 
GN=BRO
X 

BRO
X 

4
2.
6
8
1 0.874     1.346     1.111     0.884     

1
.
5
4   

0
.
8
0   

F1S PCTP-like STA 3 0.398 0.166 0.499 0.311 0.18 0.471 1.547 1.65 1.701 1.96 2.035 1.62 0 ## 1 ##
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UV1 protein 
OS=Sus 
scrofa 
OX=9823 
GN=STAR
D10 

RD1
0 

3.
0
0
8 

.
9
1 

##
##
# 

.
1
5 

##
##
# 

A0A
286
ZRV
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
0.
7
9
3 1.338 1.141 1.551 2.207 1.925 1.667 0.494 0.501 0.359 0.379 0.387 0.345 

1
.
4
4 

##
##
##
# 

0
.
8
2 

##
##
##
# 

F1R
S36 

Endoplas
mic 
reticulum 
chaperone 
BiP 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA
5 

HSP
A5 

6
8.
7
8
6 1.09 1.178 1.163 0.994 0.974 1 0.937 0.798 0.97 1.024 0.94 0.842 

0
.
8
7 

##
##
##
# 

1
.
0
4 

##
##
##
# 

A0A
287
BBI
3 

60S 
ribosomal 
protein L6 
OS=Sus 
scrofa 
OX=9823 
GN=RPL6 

RPL
6 

3
0.
6
4
6   0.75     0.524     1.138     1.909   

0
.
7
0   

1
.
6
8   

A0A
287
A3J
1 

Spondin 2 
OS=Sus 
scrofa 
OX=9823 
GN=SPO
N2 

SPO
N2 

3
0.
9
8
8 0.864 0.735 0.747 0.973 0.788 0.816 1.264 1.35 1.178 1.05 1.285 1.209 

1
.
1
0 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
287
AQ

Uncharact
erized 
protein --- 

1
1.
0                                 
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V1 OS=Sus 
scrofa 
OX=9823 

3
3 

I3L
H72 

Ectonucle
oside 
triphospha
te 
diphospho
hydrolase 
6 
(putative) 
OS=Sus 
scrofa 
OX=9823 
GN=ENTP
D6 

ENT
PD6 

4
9.
9
3
9 0.883 1.015 1.284 1.044 1.492 1.448 1.186 0.958 0.755 1.092 0.839 0.797 

1
.
2
5 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
TW
7 

Ubiquitin 
specific 
peptidase 
35 
OS=Sus 
scrofa 
OX=9823 
GN=USP3
5 

USP
35 

1
1
0.
7
7                                 

F1S
7S8 

Methyltran
sferase-
like protein 
13 
OS=Sus 
scrofa 
OX=9823 
GN=METT
L13 

MET
TL13 

5
4.
0
9
7     0.344     0.333     1.732     1.703 

0
.
9
7   

0
.
9
8   

A0A
287
AL6
1 

KIAA0319 
like 
OS=Sus 
scrofa 

KIAA
0319
L 

1
1
0.
8 1.317 1.552 1.464 1.235 1.301 1.457 0.663 0.575 0.654 0.569 0.471 0.579 

0
.
9
2 

##
##
##
# 

0
.
8
6 

##
##
##
# 
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OX=9823 
GN=KIAA
0319L 

4 

E1C
AJ6 

Protein 
disulfide 
isomerase 
P5 
OS=Sus 
scrofa 
OX=9823 
GN=pdi-p5 

pdi-
p5 

4
8.
0
7
4 0.853 0.637 0.952 1.197 1.476 0.891 1.257 1.147 1.127 1.371 1.207 1.303 

1
.
4
6 

##
##
##
# 

1
.
1
0 

##
##
##
# 

I3LT
B8 

Compleme
nt C3 
OS=Sus 
scrofa 
OX=9823 
GN=C3 C3 

1
8
5.
2
7     0.891     0.844     1.011     1.149 

0
.
9
5   

1
.
1
4   

A0A
287
BLY
8 

Talin 1 
OS=Sus 
scrofa 
OX=9823 
GN=TLN1 

TLN
1 

2
3
9.
3
2                                 

I3LF
57 

Selenoprot
ein M 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SELE
NOM 

SEL
ENO
M 

1
5.
8
6
7 0.701 0.737 0.217 0.791 0.942 0.859 1.123 1.26 1.435 1.249 1.15 1.824 

1
.
5
7 

##
##
##
# 

1
.
1
1 

##
##
##
# 

P08
059 

Glucose-6-
phosphate 
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=GPI GPI 

6
3.
1
2
5 1.227   0.421 1.046   0.425 0.967   1.367 1.012   1.57 

0
.
8
9 

##
##
##
# 

1
.
1
1 

##
##
##
# 

F1R Uncharact --- 8. 0.835     0.761     1.261     1.188     0   0   
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UL7 erized 
protein 
OS=Sus 
scrofa 
OX=9823 

1
9
9
7 

.
9
1 

.
9
4 

I3L9
J4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CCT6
A 

CCT
6A 

5
7.
9
7 0.608 0.801 0.513 0.622 0.827 0.661 1.322 1.144 1.458 1.794 1.682 1.548 

1
.
1
0 

##
##
##
# 

1
.
2
8 

##
##
##
# 

A0A
287
BM
X3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=ZC3H
11A 

ZC3
H11
A 

8
7.
3
1
8                                 

P62
272 

40S 
ribosomal 
protein 
S18 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
8 

RPS
18 

1
7.
7
1
8 0.932   0.613 0.654   0.643 1.057   1.368 1.34   1.501 

0
.
8
4 

##
##
##
# 

1
.
1
7 

##
##
##
# 

P11
607 

Sarcoplas
mic/endopl
asmic 
reticulum 
calcium 
ATPase 2 
OS=Sus 
scrofa 

ATP
2A2 

1
1
4.
7
9                                 
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OX=9823 
GN=ATP2
A2 

A0A
286
ZW
S0 

SH3 
domain-
binding 
glutamic 
acid-rich-
like protein 
OS=Sus 
scrofa 
OX=9823 
GN=SH3B
GRL3 

SH3
BGR
L3 

1
0.
4
5
4 1.077 0.949   0.828 1.333   1.006 1.388   1.123 0.911   

1
.
0
7 

##
##
##
# 

0
.
8
5 

##
##
##
# 

K7G
LN4 

Peroxiredo
xin 4 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
4 

PRD
X4 

3
0.
7
2
2     0.749     0.819     1.191     1.253 

1
.
0
9   

1
.
0
5   

F1S
D06 

Protocadh
erin 
related 15 
OS=Sus 
scrofa 
OX=9823 
GN=PCD
H15 

PCD
H15 

2
0
5.
9
6   1.671 1.539   1.195 1.27   0.591 0.779   0.399 0.511 

0
.
7
7 

##
##
##
# 

0
.
6
6 

##
##
##
# 

A0A
287
ARZ
1 

Thioredoxi
n domain 
containing 
5 OS=Sus 
scrofa 
OX=9823 
GN=TXND
C5 

TXN
DC5 

4
7.
9
9   1.146     0.808     1.094     1.118   

0
.
7
1   

1
.
0
2   

F1R Adhesion ADG 1   1.952     1.384     0.541     0.584   0   1   
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TT7 G protein-
coupled 
receptor 
B3 
OS=Sus 
scrofa 
OX=9823 
GN=ADG
RB3 

RB3 3
8.
6
2 

.
7
1 

.
0
8 

F1R
PW
9 

Elongation 
factor 1-
gamma 
OS=Sus 
scrofa 
OX=9823 
GN=EEF1
G 

EEF
1G 

4
8.
4
5
8 0.711 0.694 0.579 0.77 0.677 0.702 1.053 1.089 1.321 1.667 1.964 1.29 

1
.
0
8 

##
##
##
# 

1
.
4
2 

##
##
##
# 

A0A
287
A0S
3 

Family 
with 
sequence 
similarity 
111 
member A 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
11A 

FAM
111
A 

6
6.
6
7     0.946     1.084     1.197     0.543 

1
.
1
5   

0
.
4
5   

I3L
QN1 

Muscle 
RAS 
oncogene 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=MRA
S 

MRA
S 

2
3.
8
3 0.608 0.638 0.523 0.962 0.928 0.92 1.399 1.451 1.665 1.316 1.368 1.129 

1
.
5
9 

##
##
##
# 

0
.
8
5 

##
##
##
# 

A0A Myosin ID MYO 1 0.772   0.984 1.009   0.999 1.189   1.139 1.098   0.783 1 ## 0 ##
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287
AR
N5 

OS=Sus 
scrofa 
OX=9823 
GN=MYO
1D 

1D 1
5.
9
4 

.
1
4 

##
##
# 

.
8
1 

##
##
# 

F1R
HF0 

Ubiquitin 
carboxyl-
terminal 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=UCHL
3 

UCH
L3 

2
6.
1
6
3                                 

A0A
287
AC
R9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
2
9
7 1.543   4.201 1.107   0.68 0.487   0.321 0.324   0.138 

0
.
3
1 

##
##
##
# 

0
.
5
7 

##
##
##
# 

I3L
CA2 

Chaperoni
n 
containing 
TCP1 
subunit 8 
OS=Sus 
scrofa 
OX=9823 
GN=CCT8 

CCT
8 

5
9.
9
7
5   1.027 0.785   0.914 0.908   0.956 1.201   1.359 1.134 

1
.
0
1 

##
##
##
# 

1
.
1
6 

##
##
##
# 

K7G
M88 

Vacuolar 
protein 
sorting-
associated 
protein 28 
homolog 
OS=Sus 
scrofa 
OX=9823 

VPS
28 

2
5.
4
7 0.809     1.002     1.124     1.197     

1
.
2
4   

1
.
0
7   
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GN=VPS2
8 

A0A
287
B54
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
7.
0
3
1 2.525 1.553 1.412 1.261 1.297 1.359 0.177 0.375 0.391 0.282 0.285 0.299 

0
.
7
1 

##
##
##
# 

0
.
9
2 

##
##
##
# 

P31
346 

Angiogeni
n OS=Sus 
scrofa 
OX=9823 
GN=ANG ANG 

1
4.
0
5
8 0.818 0.837 0.872 0.819 0.834 0.789 1.399 1.001 1.003 1.629 1.663 1.645 

0
.
9
7 

##
##
##
# 

1
.
4
5 

##
##
##
# 

I3LP
S0 

Scavenger 
receptor 
class A 
member 3 
OS=Sus 
scrofa 
OX=9823 
GN=SCAR
A3 

SCA
RA3 

6
0.
9
0
9                                 

I3L5
D6 

Phospholi
pase D3 
OS=Sus 
scrofa 
OX=9823 
GN=PLD3 

PLD
3 

5
4.
8
0
7     1.183     1.216     0.957     0.707 

1
.
0
3   

0
.
7
4   

F1S
R70 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=FARS
B 

FAR
SB 

6
0.
4
9 0.638 0.565   0.691 0.595   1.263 1.176   1.685 1.859   

1
.
0
7 

##
##
##
# 

1
.
4
5 

##
##
##
# 

F1S
UD6 

Family 
with 

FAM
120

1
2 0.413 0.244 0.277 0.44 0.332 0.217 2.054 2.195 2.226 1.207 1.237 1.105 

1
.

##
##

0
.

##
##
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sequence 
similarity 
120A 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
20A 

A 1.
3
4 

0
6 

##
# 

5
5 

##
# 

F1R
XN8 

ATPase 
H+ 
transportin
g 
accessory 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=ATP6
AP2 

ATP
6AP
2 

3
4.
6
5
9   1.218     1.452     0.711     0.596   

1
.
1
9   

0
.
8
4   

A0A
287
A39
9 

Aldehyde 
dehydroge
nase 7 
family 
member 
A1 
OS=Sus 
scrofa 
OX=9823 
GN=ALDH
7A1 

ALD
H7A
1 

4
3.
3
0
2                                 

Q29
244 

Polymeric 
immunoglo
bulin 
receptor 
(Fragment
) OS=Sus 
scrofa 
OX=9823 

PIG
R 

1
1.
0
9
5     0.184     0.299     0.655     0.456 

1
.
6
3   

0
.
7
0   
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GN=PIGR 

A0A
287
APK
0 

6-
phosphogl
uconolacto
nase 
OS=Sus 
scrofa 
OX=9823 
GN=PGLS 

PGL
S 

2
3.
4
9
5                                 

I3LP
V9 

Ring finger 
protein 
216 
OS=Sus 
scrofa 
OX=9823 
GN=RNF2
16 

RNF
216 

1
0
7.
1 1.695     2.011     0.379     0.271     

1
.
1
9   

0
.
7
2   

A0A
287
A3Z
5 

Eukaryotic 
translation 
initiation 
factor 3 
subunit A 
OS=Sus 
scrofa 
OX=9823 
GN=EIF3A 

EIF3
A 

1
6
2.
4
2 0.677 0.696   0.981 1.031   1.155 0.98   1.427 1.509   

1
.
4
7 

##
##
##
# 

1
.
3
8 

##
##
##
# 

I3LP
L7 

Golgi 
glycoprotei
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=GLG1 

GLG
1 

1
3
2.
6
5     0.99     0.971     1.021     0.958 

0
.
9
8   

0
.
9
4   

A0A
287
BQ
N8 

Galactosyl
galactosyl
xylosylprot
ein 3-beta-
glucuronos

B3G
AT3 

3
5.
9
1
1 1.533     1.259     0.512     0.454     

0
.
8
2   

0
.
8
9   
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yltransfera
se 
OS=Sus 
scrofa 
OX=9823 
GN=B3GA
T3 

I3LS
87 

Vasorin 
OS=Sus 
scrofa 
OX=9823 
GN=VASN 

VAS
N 

7
2.
1
8
7   1.246     0.969     1.023     0.819   

0
.
7
8   

0
.
8
0   

A0A
287
BR4
1 

Protein 
kinase C 
and casein 
kinase 
substrate 
in neurons 
2 OS=Sus 
scrofa 
OX=9823 
GN=PACS
IN2 

PAC
SIN2 

5
1.
2
3
4 0.766 0.721   1.18 1.126   1.149 1.221   1.175 1.472   

1
.
5
5 

##
##
##
# 

1
.
1
2 

##
##
##
# 

A0A
286
ZU
G0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=EPN1 

EPN
1 

5
7.
6
9
7                                 

F1S
193 

Death 
effector 
domain 
containing 
OS=Sus 
scrofa 
OX=9823 
GN=DED

DED
D 

3
6.
8
2
9 0.67     0.837     1.109     1.295     

1
.
2
5   

1
.
1
7   
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D 

F1S
UB5 

ADAM 
metallopep
tidase with 
thrombosp
ondin type 
1 motif 14 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
MTS14 

ADA
MTS
14 

1
2
5.
6
6   1.02     1.425     0.801     0.484   

1
.
4
0   

0
.
6
0   

Q69
DK8 

Compleme
nt C1s 
subcompo
nent 
OS=Sus 
scrofa 
OX=9823 --- 

7
6.
1
0
1 1.255 1.467 1.457 1.147 1.117 1.242 0.944 0.89 0.707 0.769 0.736 0.769 

0
.
8
4 

##
##
##
# 

0
.
9
0 

##
##
##
# 

Q06
AS8 

GBAK 
OS=Sus 
scrofa 
OX=9823 
GN=GNAI
3 

GNA
I3 

4
0.
5
4
6 0.659 0.8 0.767 0.867 1.084 0.798 1.146 1.029 1.161 1.269 1.064 1.057 

1
.
2
4 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
JB5 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
1 

ANX
A1 

3
8.
7
4
4 1.005   0.551 0.524   0.498 0.655   0.72 0.823   1.439 

0
.
6
6 

##
##
##
# 

1
.
6
5 

##
##
##
# 

F1S
533 

Transmem
brane 
emp24 
domain-
containing 
protein 5 
precursor 

TME
D5 

2
2.
0
3
7                                 
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OS=Sus 
scrofa 
OX=9823 
GN=TME
D5 

F1S
4U1 

Coiled-coil 
domain 
containing 
172 
OS=Sus 
scrofa 
OX=9823 
GN=CCD
C172 

CCD
C17
2 

3
0.
0
1 1.368     1.825     0.547     0.403     

1
.
3
3   

0
.
7
4   

Q7Y
SA7 

Peptide 
transporter 
1 OS=Sus 
scrofa 
OX=9823 
GN=SLC1
5A1 

SLC
15A
1 

7
8.
9
3
7 1.262 0.521 1.646 1.107 2.095 1.198 0.747 0.682 0.425 0.678 0.759 0.57 

1
.
2
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

F1S
4Z2 

Charged 
multivesic
ular body 
protein 4B 
OS=Sus 
scrofa 
OX=9823 
GN=CHM
P4B 

CHM
P4B 

2
4.
9
7
9 0.863 1.225   0.917 1.162   1.055 0.853   1.087 0.958   

1
.
0
0 

##
##
##
# 

1
.
0
7 

##
##
##
# 

K7G
QJ3 

Phostensi
n OS=Sus 
scrofa 
OX=9823 
GN=PPP1
R18 

PPP
1R1
8 

6
6.
9
2
1                                 

A0A
286

Uncharact
erized --- 

1
1.   3.199     0.953     0.167     0.2   

0
.   

1
.   
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ZJ3
8 

protein 
OS=Sus 
scrofa 
OX=9823 

9
7
4 

3
0 

2
0 

A0A
287
ATE
3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
0
2
8 1.648 1.155 1.205 1.432 1.118 1.481 0.417 0.802 1.009 0.214 0.861 0.587 

1
.
0
1 

##
##
##
# 

0
.
7
5 

##
##
##
# 

F1R
G60 

Septin-1 
OS=Sus 
scrofa 
OX=9823 
GN=SEPT
1 

SEP
T1 

4
1.
8
9
6     0.355     0.314     1.335     2.013 

0
.
8
9   

1
.
5
1   

K7G
KJ8 

Phosphogl
ycerate 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=PGK1 

PGK
1 

4
2.
5
6     0.378     0.415     1.595     1.58 

1
.
1
0   

0
.
9
9   

P49
930 

Antibacteri
al peptide 
PMAP-23 
OS=Sus 
scrofa 
OX=9823 
GN=PMA
P23 

PMA
P23 

1
7.
4
8
6                                 

A0A
287
AV2
0 

Alpha-
galactosid
ase 
OS=Sus 
scrofa 
OX=9823 
GN=NAG

NAG
A 

4
2.
0
4
8 1.28 0.884 0.844 1.159 1.01 1.012 0.954 1.125 0.978 0.869 1.329 0.972 

1
.
0
6 

##
##
##
# 

1
.
0
4 

##
##
##
# 
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A 

A0A
287
B38
7 

Adhesion 
G protein-
coupled 
receptor 
G6 
OS=Sus 
scrofa 
OX=9823 
GN=ADG
RG6 

ADG
RG6 

1
2
2.
7
6 0.983 1.229 1.38 1.215 0.765 1.351 0.991 1.211 0.721 0.888 1.158 0.586 

0
.
9
3 

##
##
##
# 

0
.
9
0 

##
##
##
# 

F2Z
4Z1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=YWH
AG 

YW
HAG 

2
8.
3
0
2   0.801 0.815   0.703 1.028   0.984 1.188   2.007 0.959 

1
.
0
7 

##
##
##
# 

1
.
3
7 

##
##
##
# 

P09
571 

Serotransf
errin 
OS=Sus 
scrofa 
OX=9823 
GN=TF TF 

7
6.
9
6
7 1.674 1.762 1.558 1.377 1.246 1.435 0.479 0.544 0.461 0.405 0.379 0.409 

0
.
8
1 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A
287
BC3
6 

Gamma-
parvin 
OS=Sus 
scrofa 
OX=9823 
GN=PARV
G 

PAR
VG 

4
1.
1
6
9 1.764   1.573 2.025   1.817 0.348   0.287 0.139   0.255 

1
.
1
5 

##
##
##
# 

0
.
6
2 

##
##
##
# 

I3LF
82 

Aryl 
hydrocarb
on 
receptor 
OS=Sus 
scrofa AHR 

9
5.
6
7
8 1.578     0.606     0.166     0.14     

0
.
3
8   

0
.
8
4   
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OX=9823 
GN=AHR 

A0A
287
BNS
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
5.
2
2
7 0.897 1.083 0.617 0.701 0.709 0.724 1.229 1.05 1.393 1.142 1.2 1.281 

0
.
8
2 

##
##
##
# 

0
.
9
9 

##
##
##
# 

F1S
SG1 

Synaptobr
evin 
homolog 
YKT6 
OS=Sus 
scrofa 
OX=9823 
GN=YKT6 

YKT
6 

2
2.
3
5   0.639 0.567   0.69 0.702   1.339 1.548   1.516 1.376 

1
.
1
5 

##
##
##
# 

1
.
0
0 

##
##
##
# 

I3LK
86 

RAB33B, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB3
3B 

RAB
33B 

2
5.
7
7
6                                 

F1R
K60 

Cell 
division 
cycle 45 
OS=Sus 
scrofa 
OX=9823 
GN=CDC4
5 

CDC
45 

6
1.
8
5
1 0.391 0.394   0.629 0.681   1.313 0.881   1.885 1.796   

1
.
6
7 

##
##
##
# 

1
.
6
8 

##
##
##
# 

A0A
287
B8H
3 

Pyridoxal 
phosphate 
homeostas
is protein 

PLP
BP 

2
4.
7
9 0.841 0.586   0.793 0.563   1.037 1.315   1.341 1.733   

0
.
9
5 

##
##
##
# 

1
.
3
1 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=PLPB
P 

6 

A3E
X84 

Galectin 
OS=Sus 
scrofa 
OX=9823 
GN=LGAL
S3 

LGA
LS3 

2
7.
2
1
4   0.936     1.304     0.95     1.048   

1
.
3
9   

1
.
1
0   

I3L
MY0 

Receptor 
protein-
tyrosine 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=EGFR 

EGF
R 

1
3
3.
2
2   0.91 0.993   1.118 1.021   1.392 0.963   0.847 0.78 

1
.
1
2 

##
##
##
# 

0
.
6
9 

##
##
##
# 

A0A
287
AW
Y5 

Protocadh
erin 
gamma 
subfamily 
C, 4 
OS=Sus 
scrofa 
OX=9823 
GN=PCD
HGC4 

PCD
HGC
4 

1
0
0.
9
7 1.258 1.222   1.259 1.214   0.804 0.888   0.717 0.715   

1
.
0
0 

##
##
##
# 

0
.
8
5 

##
##
##
# 

A0A
287
BKB
4 

Compleme
nt C1r 
subcompo
nent like 
OS=Sus 
scrofa 
OX=9823 
GN=C1RL 

C1R
L 

5
4.
9
3
1 0.711 1.014 0.729 1.176 0.785 0.87 1.352 1.434 1.344 1.052 0.997 0.867 

1
.
1
5 

##
##
##
# 

0
.
7
1 

##
##
##
# 

F1R RAB13, RAB 2 1.084 1.03 1.02 0.898 0.792 0.942 1.065 0.927 0.964 1.268 1.23 1.123 0 ## 1 ##
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FW
5 

member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
3 

13 2.
8
7 

.
8
4 

##
##
# 

.
2
3 

##
##
# 

I3LT
D0 

Lymphatic 
vessel 
endothelial 
hyalurona
n receptor 
1 OS=Sus 
scrofa 
OX=9823 
GN=LYVE
1 

LYV
E1 

3
6.
0
8
4 1.257     1.111     0.897     0.858     

0
.
8
8   

0
.
9
6   

A0A
287
AV
G9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
6
8
3   1.76 1.597   1.725 1.51   0.46 0.422   0.272 0.252 

0
.
9
6 

##
##
##
# 

0
.
5
9 

##
##
##
# 

A0A
287
BLD
2 

Collagen 
type I 
alpha 1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL1
A1 

COL
1A1 

1
3
8.
0
5 1.549 1.146   0.617 0.771   2.084 1.947   0.748 1.12   

0
.
5
2 

##
##
##
# 

0
.
4
6 

##
##
##
# 

F1R
IC1 

Coiled-coil 
domain 
containing 
86 

CCD
C86 

4
1.
0
7 1.033     3.213     0.425     0.513     

3
.
1
1   

1
.
2
1   
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OS=Sus 
scrofa 
OX=9823 
GN=CCD
C86 

8 

A0A
287
AD
G1 

Drebrin 
like 
OS=Sus 
scrofa 
OX=9823 
GN=DBNL 

DBN
L 

4
3.
3
9
2 0.963   0.88 0.758   0.675 0.593   1.304 1.283   1.023 

0
.
7
8 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F1S
4B5 

Pleckstrin 
homology 
domain-
containing 
family D 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=PLEK
HD1 

PLE
KHD
1 

5
9.
3
5
5 0.612 0.546   0.653 0.613   1.455 1.477   1.6 1.688   

1
.
0
9 

##
##
##
# 

1
.
1
2 

##
##
##
# 

Q00
7T2 

Cell 
division 
control 
protein 42 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=CDC4
2 

CDC
42 

2
1.
2
5
8 0.702 0.597 0.65 0.712 0.784 0.874 1.41 1.25 0.897 1.434 1.55 1.534 

1
.
2
2 

##
##
##
# 

1
.
2
7 

##
##
##
# 

F1S
7U3 

Chitinase-
3-like 
protein 1 
OS=Sus 
scrofa 
OX=9823 

CHI3
L1 

4
4.
7
1
7 1.861 1.227 1.38 1.067 1.121 1.273 0.551 1.483 0.621 0.561 0.372 0.307 

0
.
7
8 

##
##
##
# 

0
.
4
7 

##
##
##
# 
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GN=CHI3
L1 

F1S
MQ
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
7
7
9                                 

F1S
3H7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PTGR
2 

PTG
R2 

3
8.
3
7
1                                 

P51
525 

Prophenin-
2 OS=Sus 
scrofa 
OX=9823 --- 

2
5.
8
5
5                                 

K7G
NT8 

1-acyl-sn-
glycerol-3-
phosphate 
acyltransfe
rase 
OS=Sus 
scrofa 
OX=9823 
GN=AGPA
T1 

AGP
AT1 

3
2.
1
5
5 1.655   1.094 1.06   1.13 0.587   0.818 0.496   0.811 

0
.
8
0 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
287
BJE
4 

Platelet-
activating 
factor 
acetylhydr
olase 
OS=Sus 
scrofa 

PLA
2G7 

4
2.
3
0
6 1.741   1.696 1.515   1.538 0.378   0.293 0.263   0.133 

0
.
8
9 

##
##
##
# 

0
.
5
9 

##
##
##
# 



 

www.megajournalofcasereports.com 
1942 

OX=9823 
GN=PLA2
G7 

A0A
287
BS3
7 

Apolipopro
tein D 
OS=Sus 
scrofa 
OX=9823 
GN=APO
D 

APO
D 

2
0.
3
6
5   1.389 1.276   1.868 1.307   0.596 0.708   0.469 0.594 

1
.
1
9 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
287
BS4
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
8.
2
7
9 0.861 1.077 1.014 0.877 0.92 0.874 1.249 1.131 1.132 0.945 1.012 1.196 

0
.
9
1 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
ARI
1 

Eukaryotic 
translation 
initiation 
factor 3 
subunit F 
OS=Sus 
scrofa 
OX=9823 
GN=EIF3F 

EIF3
F 

3
6.
3
2
2 1.349 1.15   0.781 0.827   0.862 0.993   1.21 1.084   

0
.
6
4 

##
##
##
# 

1
.
2
4 

##
##
##
# 

A0A
287
BJG
3 

3'-
phosphoa
denosine 
5'-
phosphosu
lfate 
synthase 1 
OS=Sus 
scrofa 
OX=9823 
GN=PAPS
S1 

PAP
SS1 

6
8.
5
8
8                                 

A0A Uncharact --- 9. 0.416 0.493   0.565 0.598   1.227 1.408   2.275 2.24   1 ## 1 ##
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286
ZZY
4 

erized 
protein 
OS=Sus 
scrofa 
OX=9823 

4
6
0
5 

.
2
8 

##
##
# 

.
7
1 

##
##
# 

A0A
287
AE
M7 

Cadherin 
EGF LAG 
seven-
pass G-
type 
receptor 2 
OS=Sus 
scrofa 
OX=9823 
GN=CELS
R2 

CEL
SR2 

3
1
5.
3
6                                 

O02
772 

Fatty acid-
binding 
protein, 
heart 
OS=Sus 
scrofa 
OX=9823 
GN=FABP
3 

FAB
P3 

1
4.
7
4
9 0.523 0.447 0.477 0.542 0.467 0.442 1.496 1.598 1.571 1.599 1.574 1.622 

1
.
0
0 

##
##
##
# 

1
.
0
3 

##
##
##
# 

A0A
287
BR
D6 

C-C motif 
chemokine 
OS=Sus 
scrofa 
OX=9823 
GN=CCL1
6 

CCL
16 

1
1.
6
4
7 1.411 1.126 1.695 1.475 1.599 1.552 0.545 0.628 0.61 0.679 0.619 0.387 

1
.
0
9 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1R
UZ6 

Aryl 
hydrocarb
on 
receptor 
interacting 
protein AIP 

3
7.
7
1 0.148 0.211   0.18 0.214   1.633 1.709   2.464 2.802   

1
.
1
0 

##
##
##
# 

1
.
5
8 

##
##
##
# 



 

www.megajournalofcasereports.com 
1944 

OS=Sus 
scrofa 
OX=9823 
GN=AIP 

A0A
287
AVJ
5 

Zinc finger 
protein 
574 
OS=Sus 
scrofa 
OX=9823 
GN=ZNF5
74 

ZNF
574 

9
7.
4
4
1 1.591     1.153     0.61     0.628     

0
.
7
3   

1
.
0
3   

F1S
D96 

RAD23 
homolog 
A, 
nucleotide 
excision 
repair 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RAD2
3A 

RAD
23A 

3
9.
5
9
1 0.825 0.681   0.834 0.71   1.144 1.32   1.442 1.512   

1
.
0
3 

##
##
##
# 

1
.
2
0 

##
##
##
# 

P53
027 

60S 
ribosomal 
protein 
L10a 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=RPL1
0A 

RPL
10A 

1
8.
3
5 0.528 0.724 0.794 0.832 0.653 0.909 1.032 1.146 1.364 1.659 1.708 0.962 

1
.
1
7 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F1S
BF1 

Sulfatase 
2 OS=Sus 
scrofa 
OX=9823 

SUL
F2 

9
9.
9
0 0.734 0.828 0.764 1.019 0.856 0.856 1.09 1.203 1.065 1.347 1.216 1.364 

1
.
1
7 

##
##
##
# 

1
.
1
7 

##
##
##
# 
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GN=SULF
2 

2 

I3LP
X6 

Glutamate 
rich 6 
OS=Sus 
scrofa 
OX=9823 
GN=ERIC
H6 

ERI
CH6 

6
6.
3
6
8                                 

A0A
286
ZX2
4 

Immunogl
obulin 
heavy 
constant 
delta 
OS=Sus 
scrofa 
OX=9823 
GN=IGHD 

IGH
D 

4
1.
5
5
6 1.142 1.257 0.806 1.125 1.071 1.417 1.061 0.878 0.986 0.876 0.75 0.806 

1
.
1
3 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287
A28
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
3
6
2                                 

I3L8
04 

Tyrosine--
tRNA 
ligase 
OS=Sus 
scrofa 
OX=9823 
GN=YARS 

YAR
S 

5
9.
0
5
5 0.875     0.59     1.068     1.469     

0
.
6
7   

1
.
3
8   

M3V
K02 

Adaptor-
related 
protein 
complex 3, 
delta 1 
subunit 
OS=Sus 

AP3
D1 

1
3
6.
4
2                                 
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scrofa 
OX=9823 
GN=AP3D
1 

A0A
287
B1T
7 

Dimethylar
ginine 
dimethyla
minohydrol
ase 1 
OS=Sus 
scrofa 
OX=9823 
GN=DDA
H1 

DDA
H1 

3
4.
7
8
2   0.249     0.256     1.857     1.633   

1
.
0
3   

0
.
8
8   

F1R
ZH4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
3
2
1 0.562 0.562 0.578 0.939 1.13 0.554 1.338 1.158 1.613 1.478 1.493 1.527 

1
.
5
4 

##
##
##
# 

1
.
1
0 

##
##
##
# 

K7G
M14 

CD44 
molecule 
(Indian 
blood 
group) 
OS=Sus 
scrofa 
OX=9823 
GN=CD44 

CD4
4 

4
0.
8
8
8 1.203   1.289 1.095   1.253 0.877   0.939 0.756   0.69 

0
.
9
4 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A
287
BPF
4 

Collagen 
type VI 
alpha 3 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL6
A3 

COL
6A3 

2
2
3.
8
7 0.863     0.652     1.022     1.379     

0
.
7
6   

1
.
3
5   
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F1S
GX2 

MORC 
family CW-
type zinc 
finger 3 
OS=Sus 
scrofa 
OX=9823 
GN=MOR
C3 

MO
RC3 

9
3.
5
1
3 0.054 0.128   0.103 0.172   2.23 2.469   1.57 1.914   

1
.
5
1 

##
##
##
# 

0
.
7
4 

##
##
##
# 

D9U
8D1 

Dynein 
light chain 
OS=Sus 
scrofa 
OX=9823 
GN=LC8 LC8 

1
0.
3
6
6   0.29 0.209   0.621 0.187   1.613 1.76   1.521 1.987 

1
.
6
2 

##
##
##
# 

1
.
0
4 

##
##
##
# 

F1S
RU8 

Cell cycle 
control 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TME
M30B 

TME
M30
B 

3
9.
2
7
9 1.074     1.054     1.069     1.051     

0
.
9
8   

0
.
9
8   

A0A
287
ABY
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00519853 

LOC
1005
1985
3 

4
2.
8
2
7 1.479 1.433 1.45 2.715 3.042 2.788 0.241 0.124 0.316 0.237 0.034 0.101 

1
.
9
6 

##
##
##
# 

0
.
5
5 

##
##
##
# 

P81
405 

Saposin-
B-Val 
OS=Sus 
scrofa 
OX=9823 
GN=PSAP 

PSA
P 

8.
9
4
9
3 1.106     1.791     0.828     0.861     

1
.
6
2   

1
.
0
4   

F1R Cullin CAN 1                                 
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YI3 associated 
and 
neddylatio
n 
dissociate
d 1 
OS=Sus 
scrofa 
OX=9823 
GN=CAN
D1 

D1 1
9.
5
9 

A0A
287
A76
6 

Semaphori
n 4B 
OS=Sus 
scrofa 
OX=9823 
GN=SEM
A4B 

SEM
A4B 

9
1.
8
6
8 1.554 1.441 1.88 1.34 1.268 1.765 0.782 0.605 0.358 0.543 0.594 0.158 

0
.
9
0 

##
##
##
# 

0
.
7
4 

##
##
##
# 

A0A
286
ZTA
6 

Arylsulfata
se A 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ARSA 

ARS
A 

4
9.
1
4
1 1.408 1.099 0.947 0.829 1.105 1.044 1.108 1.279 1.259 0.817 0.802 1.042 

0
.
8
6 

##
##
##
# 

0
.
7
3 

##
##
##
# 

F1S
AD9 

Protein 
disulfide-
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=PDIA
4 

PDI
A4 

7
2.
9
0
8 0.93 1.251 1.088 0.89 1.045 1.112 1.051 0.948 1.024 1.076 0.999 0.737 

0
.
9
3 

##
##
##
# 

0
.
9
3 

##
##
##
# 

F1S
4H3 

Sodium/nu
cleoside 
cotranspor
ter 
OS=Sus 

SLC
28A
3 

7
7.
4
8
1 0.593 0.588 0.482 0.595 0.622 0.676 1.319 1.168 1.396 1.412 1.629 1.528 

1
.
1
4 

##
##
##
# 

1
.
1
8 

##
##
##
# 
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scrofa 
OX=9823 
GN=SLC2
8A3 

A0A
286
ZJZ
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

5
4.
3
5
5   1.005     1.046     0.35     0.266   

1
.
0
4   

0
.
7
6   

I3LB
K9 

DnaJ 
homolog 
subfamily 
C member 
3 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=DNAJ
C3 

DNA
JC3 

5
7.
6
5
3 1.376 0.94 1.158 1.064 0.849 1.108 0.879 1.122 0.816 0.816 1.089 0.752 

0
.
8
7 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
286
ZQ8
5 

Collagen 
alpha-1(III) 
chain 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=COL3
A1 

COL
3A1 

1
1
3.
5
5                                 

F1S
4E4 

Leucine 
rich repeat 
containing 
8 VRAC 
subunit C 
OS=Sus 
scrofa 
OX=9823 

LRR
C8C 

9
2.
0
9
7                                 
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GN=LRRC
8C 

P62
802 

Histone 
H4 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
3
6
7 1.046 0.707 0.568 0.471 2.506 0.5 0.661 0.669 0.791 0.827 1.063 1.116 

1
.
5
0 

##
##
##
# 

1
.
4
2 

##
##
##
# 

F1R
ZQ6 

Solute 
carrier 
family 25 
member 4 
OS=Sus 
scrofa 
OX=9823 
GN=SLC2
5A4 

SLC
25A
4 

2
8.
1
4
4                                 

A0A
287
ALS
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
4
6
9 1.447 1.518 1.361 1.383 1.692 1.545 0.573 0.425 0.559 0.416 0.355 0.4 

1
.
0
7 

##
##
##
# 

0
.
7
5 

##
##
##
# 

I3LI
M4 

Desmoglei
n 2 
OS=Sus 
scrofa 
OX=9823 
GN=DSG2 

DSG
2 

1
1
5.
6
9                                 

K7G
LV1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CFH CFH 

1
3
8.
5
4 1.697   1.01 0.479   1.021 0.472   0.976 0.448   0.98 

0
.
5
5 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
286
ZNC

Membrane 
bound 
transcriptio

MBT
PS1 

1
0
4.                                 
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4 n factor 
peptidase, 
site 1 
OS=Sus 
scrofa 
OX=9823 
GN=MBTP
S1 

6
8 

A0A
287
B79
2 

UDP-N-
acetylgluc
osamine 
pyrophosp
horylase 1 
OS=Sus 
scrofa 
OX=9823 
GN=UAP1 

UAP
1 

5
3.
1
7 0.33 0.517 0.206 0.337 0.499 0.226 1.271 1.331 2.013 2.15 2.07 1.818 

1
.
0
1 

##
##
##
# 

1
.
3
1 

##
##
##
# 

A0A
287
AB1
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=EIF5 EIF5 

4
7.
6
3
9 0.615 0.917 0.631 0.363 0.465 0.552 1.092 1.249 1.433 1.9 1.599 1.428 

0
.
6
4 

##
##
##
# 

1
.
3
1 

##
##
##
# 

K7G
NX7 

Transporte
r OS=Sus 
scrofa 
OX=9823 
GN=SLC6
A14 

SLC
6A1
4 

7
2.
1
3
7 0.564 0.53 0.71 0.605 0.569 0.794 1.507 1.467 1.267 1.458 1.334 1.313 

1
.
0
9 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
SV2 

Calcineuri
n like EF-
hand 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=CHP1 

CHP
1 

2
2.
4
7
4 1.048 0.845 0.998 1.132 0.725 1.261 0.654 1.091 0.771 0.647 1.336 0.811 

1
.
0
8 

##
##
##
# 

1
.
1
1 

##
##
##
# 
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F1S
UZ9 

BTG anti-
proliferatio
n factor 4 
OS=Sus 
scrofa 
OX=9823 
GN=BTG4 

BTG
4 

2
6.
0
8
9 1.108 0.677 0.395 0.636 0.458 0.388 0.992 1.469 1.545 1.137 1.43 1.858 

0
.
6
8 

##
##
##
# 

1
.
1
1 

##
##
##
# 

F1R
MX5 

EPH 
receptor 
B4 
OS=Sus 
scrofa 
OX=9823 
GN=EPHB
4 

EPH
B4 

1
0
8.
4
1 1.545 1.804 1.503 1.649 1.372 1.242 0.469 0.526 0.418 0.369 0.395 0.24 

0
.
8
8 

##
##
##
# 

0
.
7
1 

##
##
##
# 

Q75
QW
1 

Epithelial 
cell 
adhesion 
molecule 
OS=Sus 
scrofa 
OX=9823 
GN=TACS
TD1 

TAC
STD
1 

3
4.
8
3
3 0.903 1.407 0.83 0.896 0.982 0.955 1.012 0.802 1.115 1.142 1.026 1.107 

0
.
9
0 

##
##
##
# 

1
.
1
2 

##
##
##
# 

A0A
287
ACK
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
8.
1
5
1   1.34 1.087   1.044 1.154   0.76 0.918   1.143 0.689 

0
.
9
1 

##
##
##
# 

1
.
0
9 

##
##
##
# 

F1R
P42 

Serine/thre
onine 
kinase 24 
OS=Sus 
scrofa 
OX=9823 
GN=STK2
4 

STK
24 

4
7.
3
8
3 1.008 1.023   1.176 0.955   0.919 1.056   1.091 1.168   

1
.
0
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 
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K7G
L86 

GTP-
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=GEM GEM 

3
3.
8
7
3 1.065 1.136 1.03 1.753 1.367 1.668 1.024 1.164 1.136 0.576 0.542 0.786 

1
.
4
8 

##
##
##
# 

0
.
5
7 

##
##
##
# 

I3L6
G1 

Ras 
homolog 
family 
member U 
OS=Sus 
scrofa 
OX=9823 
GN=RHO
U 

RHO
U 

2
8.
1
6 0.805 0.718 0.596 0.946 0.409 0.659 1.143 1.331 1.516 1.135 1.439 1.391 

0
.
9
5 

##
##
##
# 

0
.
9
9 

##
##
##
# 

F1S
D34 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00513767 

LOC
1005
1376
7 

1
0.
7
5
4 1.576 2.042 1.545 1.286 1.215 1.188 0.174 0.227 0.257 0.146 0.148 0.111 

0
.
7
2 

##
##
##
# 

0
.
6
2 

##
##
##
# 

F1S
7Y0 

Serine 
protease 
HTRA3 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=HTRA
3 

HTR
A3 

4
8.
4
6
9                                 

A0A
287
A29
5 

Prolactin 
OS=Sus 
scrofa 
OX=9823 
GN=PRL PRL 

2
3.
4
5
2                                 
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P26
429 

Sodium/gl
ucose 
cotranspor
ter 1 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=SLC5
A1 

SLC
5A1 

6
6.
9
1
7 0.929 1.274 1.505 1.373 1.279 1.178 0.914 0.797 0.628 0.858 0.78 0.754 

1
.
0
3 

##
##
##
# 

1
.
0
2 

##
##
##
# 

A0A
287
BKP
9 

von 
Willebrand 
factor A 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=VWA
1 

VWA
1 

4
7.
7
1                                 

F1R
MJ9 

Oxysterol-
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=OSBP 

OSB
P 

8
9.
6
0
1     0.913     0.896     1.124     1.202 

0
.
9
8   

1
.
0
7   

A0A
287
AXC
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
9
3
8 1.636 1.576 1.533 1.614 1.275 1.366 0.49 0.457 0.537 0.37 0.361 0.402 

0
.
9
0 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
286
ZKA
5 

Compleme
nt C1q 
subcompo
nent 
subunit B 

C1Q
B 

2
6.
1
7
4   0.805     0.924     1.6     0.964   

1
.
1
5   

0
.
6
0   
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precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C1QB 

F1S
PP8 

Cytoskelet
on-
associated 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=CKAP
4 

CKA
P4 

6
4.
5
3
7                                 

F1S
ES5 

N-
acylsphing
osine 
amidohydr
olase 1 
OS=Sus 
scrofa 
OX=9823 
GN=ASAH
1 

ASA
H1 

4
4.
5
1
1 1.264 0.648 0.664 1.471 1.186 0.657 0.833 1.246 1.357 0.755 1.093 1.353 

1
.
2
9 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
286
ZIM
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
3
1                                 

A0A
287
B5
W4 

Seipin 
isoform 1 
OS=Sus 
scrofa 
OX=9823 
GN=BSCL
2 

BSC
L2 

4
9.
3
8
4 0.519   0.82 0.468   0.939 1.45   1.181 1.513   1.17 

1
.
0
5 

##
##
##
# 

1
.
0
2 

##
##
##
# 

A0A Olfactory LOC 3 1.232     1.962     0.369     0.248     1   0   
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287
AFF
9 

receptor 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00524011 

1005
2401
1 

5.
0
9
2 

.
5
9 

.
6
7 

P79
303 

UTP--
glucose-1-
phosphate 
uridylyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=UGP2 

UGP
2 

5
6.
8
4
1                                 

A0A
287
A5P
2 

Hexosyltra
nsferase 
OS=Sus 
scrofa 
OX=9823 
GN=B3GN
T5 

B3G
NT5 

4
1.
2
0
6                                 

F1R
II5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00515788 

LOC
1005
1578
8 

1
5.
6
3
5                                 

F1S
VA2 

Tubulointe
rstitial 
nephritis 
antigen 
like 1 
OS=Sus 
scrofa 
OX=9823 

TINA
GL1 

5
2.
3
4
1 1.026 0.987 0.89 1.014 0.93 1.057 0.995 1.214 1.151 0.936 1.013 0.958 

1
.
0
3 

##
##
##
# 

0
.
8
7 

##
##
##
# 
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GN=TINA
GL1 

P04
366 

Protein 
AMBP 
(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=AMB
P 

AMB
P 

3
7.
6
9 1.135 1.107 1.342 1.193 0.995 1.312 0.903 0.977 0.624 1.013 0.965 0.573 

0
.
9
8 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
TV0 

Prolylcarb
oxypeptida
se 
OS=Sus 
scrofa 
OX=9823 
GN=PRCP 

PRC
P 

5
6.
0
1
2 0.68     0.599     1.254     1.474     

0
.
8
8   

1
.
1
8   

A0A
287
BH8
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
8
3
9                                 

Q28
985 

Insulin-like 
growth 
factor-
binding 
protein 5 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P5 

IGF
BP5 

3
0.
3
3
7   1.46 1.586   1.235 1.323   0.709 0.586   0.489 0.859 

0
.
8
4 

##
##
##
# 

1
.
0
4 

##
##
##
# 

F1R
MN
6 

Sphingom
yelin 
phosphodi
esterase 
OS=Sus 

SMP
D1 

7
1.
2
8
4 0.977 1.123 1.162 0.985 1.127 1.164 1.213 0.987 0.961 1.066 0.782 0.93 

1
.
0
0 

##
##
##
# 

0
.
8
8 

##
##
##
# 
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scrofa 
OX=9823 
GN=SMP
D1 

I3LS
74 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00512873 

LOC
1005
1287
3 

1
6.
5
2
7 2.679 1.841 1.064 1.113 1.71 1.178 0.342 0.254 0.488 0.32 0.235 0.319 

0
.
7
2 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A0A
287
AZA
7 

Ribosomal 
protein 
S27a 
OS=Sus 
scrofa 
OX=9823 
GN=RPS2
7A 

RPS
27A 

1
7.
9
6
5 0.955 0.523 0.686 0.899 0.843 0.718 1.099 1.303 1.243 1.153 1.518 1.287 

1
.
1
4 

##
##
##
# 

1
.
0
9 

##
##
##
# 

K7G
P25 

CD109 
molecule 
OS=Sus 
scrofa 
OX=9823 
GN=CD10
9 

CD1
09 

1
5
7.
8
1 0.824 1.104   1.331 1.569   1.106 0.802   1.078 0.698   

1
.
5
0 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
286
ZYX
8 

Fructose-
bisphosph
ate 
aldolase 
OS=Sus 
scrofa 
OX=9823 
GN=ALDO
A 

ALD
OA 

3
9.
4
2 0.88 0.854 0.924 0.761 0.928 0.914 1.008 0.99 1.065 1.384 1.445 0.932 

0
.
9
8 

##
##
##
# 

1
.
2
3 

##
##
##
# 

A0A
286

EPS8 like 
2 OS=Sus 

EPS
8L2 

7
5. 1.137   1.291 1.026   1.398 1.028   0.655 0.983   0.702 

1
.

##
##

1
.

##
##
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ZVR
9 

scrofa 
OX=9823 
GN=EPS8
L2 

4
6
3 

0
0 

##
# 

0
0 

##
# 

A0A
287
ALP
1 

Ribonucle
ase T2 
OS=Sus 
scrofa 
OX=9823 
GN=RNAS
ET2 

RNA
SET
2 

2
4.
4
9
4 0.764 1.317 0.972 1.537 1.403 1.115 1.154 0.739 1.156 0.972 0.74 1.01 

1
.
3
3 

##
##
##
# 

0
.
8
9 

##
##
##
# 

I3LB
H4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
7.
8
8
4 0.847 0.775   0.863 1.047   0.885 0.872   1.477 1.734   

1
.
1
8 

##
##
##
# 

1
.
8
3 

##
##
##
# 

Q29
214 

60S acidic 
ribosomal 
protein P0 
OS=Sus 
scrofa 
OX=9823 
GN=RPLP
0 

RPL
P0 

3
4.
3
5
8 0.733 0.72 0.633 0.735 0.686 0.776 1.049 1.163 1.274 1.555 1.336 1.337 

1
.
0
5 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
287
AX4
6 

Transient 
receptor 
potential 
cation 
channel 
subfamily 
V member 
5 OS=Sus 
scrofa 
OX=9823 
GN=TRPV
5 

TRP
V5 

8
3.
0
9
6 1.502 0.471 1.165 1.502 1.519 1.705 1.043 1.404 0.932 0.481 0.371 0.816 

1
.
5
1 

##
##
##
# 

0
.
4
9 

##
##
##
# 

A0A Uncharact --- 1 1.794 1.377 1.492 1.812 1.906 1.439 0.354 0.29 0.497 0.248 0.18 0.293 1 ## 0 ##
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287
BDV
3 

erized 
protein 
OS=Sus 
scrofa 
OX=9823 

3.
9
4
5 

.
1
1 

##
##
# 

.
6
3 

##
##
# 

D3Y
264 

Apolipopro
tein C-II 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=APO
C2 

APO
C2 

1
1.
1
3
8                                 

I3LB
D8 

Semaphori
n-3C 
OS=Sus 
scrofa 
OX=9823 
GN=SEM
A3C 

SEM
A3C 

8
5.
2
9
9 0.87 0.89   1.214 1.252   0.983 1.172   0.935 1.114   

1
.
4
0 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1S
CI9 

Syntaxin-
binding 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=STXB
P2 

STX
BP2 

6
6.
4
6
6 0.725 0.539 0.574 0.949 0.729 0.712 1.29 1.414 1.403 1.063 1.419 1.562 

1
.
3
0 

##
##
##
# 

0
.
9
9 

##
##
##
# 

F1S
M75 

Myomesin 
1 OS=Sus 
scrofa 
OX=9823 
GN=MYO
M1 

MYO
M1 

1
7
4.
9
9 1.554     1.62     0.652     0.522     

1
.
0
4   

0
.
8
0   

A0A
287
B3
W7 

Uncharact
erized 
protein 
OS=Sus --- 

1
0.
7
5 1.434 1.728 1.316 1.36 1.382 1.386 0.764 0.519 0.621 0.511 0.468 0.513 

0
.
9
2 

##
##
##
# 

0
.
7
8 

##
##
##
# 
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scrofa 
OX=9823 

1 

Q2X
VP5 

Microtubul
e-
associated 
protein 
RP/EB 
family 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=MAP
RE1 

MAP
RE1 

2
9.
9
7
7                                 

A0A
287
B7d
0 

Phospholi
pid-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP1
1A 

ATP
11A 

1
1
4.
5
8     1.22     0.901     1.027     0.697 

0
.
7
4   

0
.
6
8   

I3LK
59 

Enolase 1 
OS=Sus 
scrofa 
OX=9823 
GN=ENO1 

ENO
1 

4
7.
2
8
7 0.915 0.749 0.747 0.619 0.805 0.811 1.044 1.158 1.193 1.476 1.611 1.245 

0
.
9
3 

##
##
##
# 

1
.
2
8 

##
##
##
# 

F1S
0B3 

ATP-
dependent 
DNA 
helicase 
PIF1 
OS=Sus 
scrofa 
OX=9823 
GN=PIF1 PIF1 

6
9.
9
7
8 1.065     0.94     0.897     0.834     

0
.
8
8   

0
.
9
3   

A0A Olfactory LOC 3                                 
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286
ZNA
2 

receptor 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00625810 

1006
2581
0 

4.
7
8
5 

A0A
286
ZM
Y6 

Fas 
associated 
factor 
family 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=FAF2 

FAF
2 

4
9.
4
4
7                                 

F1S
I25 

Leucine-
rich 
repeat-
containing 
protein 57 
OS=Sus 
scrofa 
OX=9823 
GN=LRRC
57 

LRR
C57 

2
6.
9
0
5   0.92     1.094     0.975     1.328   

1
.
1
9   

1
.
3
6   

I3LE
C2 

Poly(rC) 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=PCBP
1 

PCB
P1 

3
7.
5
0
1 0.955 1.08 0.517 0.769 0.994 0.498 0.967 0.899 1.181 1.193 1.303 1.478 

0
.
8
9 

##
##
##
# 

1
.
3
0 

##
##
##
# 

A0A
287
B09
4 

L-lactate 
dehydroge
nase 
OS=Sus 
scrofa 

LDH
B 

3
6.
7
3
7     1.002     0.887     1.12     1.111 

0
.
8
9   

0
.
9
9   
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OX=9823 
GN=LDHB 

F1R
QB2 

FAT 
atypical 
cadherin 2 
OS=Sus 
scrofa 
OX=9823 
GN=FAT2 

FAT
2 

4
7
4.
1
3 1.647 1.534 1.591 1.498 1.391 1.412 0.429 0.649 0.568 0.397 0.691 0.454 

0
.
9
0 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
287
AYC
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00626015 

LOC
1006
2601
5 

1
2
5.
5
9   1.483 1.631   1.686 1.457   0.674 0.633   0.434 0.394 

1
.
0
1 

##
##
##
# 

0
.
6
3 

##
##
##
# 

A0A
287
APT
1 

3'(2'), 5'-
bisphosph
ate 
nucleotida
se 1 
OS=Sus 
scrofa 
OX=9823 
GN=BPNT
1 

BPN
T1 

2
7.
5
7
4     0.54     0.891     1.141     0.953 

1
.
6
5   

0
.
8
4   

A0A
287
B77
1 

40S 
ribosomal 
protein S4 
OS=Sus 
scrofa 
OX=9823 
GN=RPS4
X 

RPS
4X 

2
7.
5
0
4 0.691 0.817 0.588 0.664 0.716 0.525 1.119 1.107 1.321 1.608 1.877 1.58 

0
.
9
1 

##
##
##
# 

1
.
4
3 

##
##
##
# 

F1S
GU6 

H1 histone 
family 
member 

H1F
NT 

3
1.
0   1.822     0.685     0.833     0.915   

0
.
3   

1
.
1   
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N, testis 
specific 
OS=Sus 
scrofa 
OX=9823 
GN=H1FN
T 

7
8 

8 0 

F1S
GF1 

Proteasom
e 26S 
subunit, 
non-
ATPase 6 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D6 

PSM
D6 

5
2.
2
0
5   0.452     0.783     1.464     1.392   

1
.
7
3   

0
.
9
5   

A0A
287
AE2
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
3.
5
1
2 1.904 0.968 1.538 2.556 2.619 1.321 0.243 0.324 0.287 0.14 0.212 0.155 

1
.
4
7 

##
##
##
# 

0
.
5
9 

##
##
##
# 

F1R
LB2 

Serine 
peptidase 
inhibitor, 
Kazal type 
9 OS=Sus 
scrofa 
OX=9823 
GN=SPIN
K9 

SPI
NK9 

9.
5
8
6 1.513 1.813 1.274 1.334 1.197 1.547 0.485 0.321 0.505 0.328 0.202 0.311 

0
.
8
9 

##
##
##
# 

0
.
6
4 

##
##
##
# 

F1S
F78 

CTP 
synthase 
OS=Sus 
scrofa 
OX=9823 
GN=CTPS

CTP
S1 

6
6.
6
0
8 0.427   0.742 0.541   0.831 1.489   1.298 1.451   1.408 

1
.
1
7 

##
##
##
# 

1
.
0
3 

##
##
##
# 
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1 

P14
287 

Osteoponti
n OS=Sus 
scrofa 
OX=9823 
GN=SPP1 

SPP
1 

3
3.
6
6
8 0.423 0.511 0.392 0.282 0.599 0.467 0.836 1.814 1.465 1.893 1.429 1.601 

1
.
0
2 

##
##
##
# 

1
.
2
0 

##
##
##
# 

A0A
287
AX
Q9 

N-
acetylgluc
osamine-
1-
phosphate 
transferas
e gamma 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=GNPT
G 

GNP
TG 

3
1.
6
0
4                                 

Q2L
E37 

Apolipopro
tein M 
OS=Sus 
scrofa 
OX=9823 
GN=APO
M 

APO
M 

2
1.
2
4
1 1.055 0.559 0.923 1.168 1.162 0.887 0.909 1.143 1.186 0.928 1.316 1.05 

1
.
2
7 

##
##
##
# 

1
.
0
2 

##
##
##
# 

Q7S
IB7 

Phosphogl
ycerate 
kinase 1 
OS=Sus 
scrofa 
OX=9823 
GN=PGK1 

PGK
1 

4
4.
5
5
8 0.518 0.445   0.444 0.451   1.254 1.312   1.792 1.895   

0
.
9
3 

##
##
##
# 

1
.
4
4 

##
##
##
# 

A0A
287
A4D
2 

Secretory 
carrier-
associated 
membrane 
protein 

SCA
MP2 

3
0.
9
7
6 0.849 0.728 0.617 1.003 0.754 0.761 1.178 1.197 1.403 1.286 1.625 1.384 

1
.
1
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=SCA
MP2 

F1S
DY3 

Deoxyribo
nuclease-
2-alpha 
OS=Sus 
scrofa 
OX=9823 
GN=DNAS
E2 

DNA
SE2 

4
0.
0
9
6                                 

D2S
T34 

F-box and 
leucine-
rich repeat 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=FBXL
4 

FBX
L4 

7
0.
2
7
5 0.679 0.909 0.527 1.645 1.384 1.293 1.213 1.049 1.534 0.462 0.537 0.564 

2
.
0
4 

##
##
##
# 

0
.
4
1 

##
##
##
# 

A0A
287
AY6
2 

Arrestin 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=ARR
DC1 

ARR
DC1 

4
1.
6
5
7                                 

A0A
287
AGJ
3 

Hydroxyst
eroid 17-
beta 
dehydroge
nase 14 
OS=Sus 
scrofa 
OX=9823 

HSD
17B
14 

2
5.
3
6     1.109     1.264     0.949     0.894 

1
.
1
4   

0
.
9
4   
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GN=HSD1
7B14 

A0A
287
B6H
1 

Interleukin 
1 receptor 
accessory 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=IL1RA
P 

IL1R
AP 

3
8.
8
8
3     0.965     1.029     1.129     1.138 

1
.
0
7   

1
.
0
1   

A0A
287
B5G
0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
3
2
9 1.995 2.335 1.754 1.62 1.336 1.507 0.207 0.195 0.298 0.132 0.149 0.203 

0
.
7
3 

##
##
##
# 

0
.
6
9 

##
##
##
# 

F1S
QX9 

Apolipopro
tein D 
OS=Sus 
scrofa 
OX=9823 
GN=APO
D 

APO
D 

2
1.
5
2
2 1.333     1.47     0.555     0.486     

1
.
1
0   

0
.
8
8   

F1R
S82 

Biotinidase 
OS=Sus 
scrofa 
OX=9823 
GN=BTD BTD 

5
7.
0
3
4 1.421 1.601 1.239 1.145 1.247 1.028 0.794 0.721 0.99 0.638 0.706 0.76 

0
.
8
0 

##
##
##
# 

0
.
8
4 

##
##
##
# 

K7G
PB4 

Macropha
ge 
mannose 
receptor 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=MRC

MRC
1 

1
6
4.
1
3   1.044     1.486     0.835     0.797   

1
.
4
2   

0
.
9
5   



 

www.megajournalofcasereports.com 
1968 

1 

F1S
5A6 

Sodium-
dependent 
phosphate 
transport 
protein 2B 
OS=Sus 
scrofa 
OX=9823 
GN=SLC3
4A2 

SLC
34A
2 

7
3.
6
4
5 0.575 0.648 0.497 0.621 0.47 0.575 1.598 1.386 1.425 1.457 1.435 1.477 

0
.
9
7 

##
##
##
# 

0
.
9
9 

##
##
##
# 

F6Q
A08 

Protein 
disulfide-
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=PDIA
3 

PDI
A3 

5
6.
7
2
9 0.963 1.014 0.894 0.885 0.919 0.885 1.028 0.972 1.092 1.1 0.977 0.847 

0
.
9
4 

##
##
##
# 

0
.
9
5 

##
##
##
# 

I3LB
Y0 

Coatomer 
subunit 
delta 
OS=Sus 
scrofa 
OX=9823 
GN=ARC
N1 

ARC
N1 

5
4.
8
6
1 0.537   0.225 0.442   0.294 1.319   1.931 1.898   1.881 

0
.
9
7 

##
##
##
# 

1
.
1
6 

##
##
##
# 

A0A
287
A9T
4 

Heat 
shock 
protein 
HSP 90-
beta 
OS=Sus 
scrofa 
OX=9823 
GN=HSP9
0AB1 

HSP
90A
B1 

8
1.
4
2 0.681 0.782 0.464 0.726 0.689 0.579 1.119 1.06 1.472 1.769 1.839 1.563 

1
.
0
4 

##
##
##
# 

1
.
4
2 

##
##
##
# 

I3LJ STEAP3 STE 5                                 
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N3 metallored
uctase 
OS=Sus 
scrofa 
OX=9823 
GN=STEA
P3 

AP3 4.
2
4
1 

A0A
287
AG
G3 

Proteasom
e subunit 
beta type 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
B5 

PSM
B5 

3
0.
1
6 0.845 1.004   0.979 1.041   1.11 1.17   1.307 0.895   

1
.
0
9 

##
##
##
# 

0
.
9
7 

##
##
##
# 

P46
405 

40S 
ribosomal 
protein 
S12 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
2 

RPS
12 

1
4.
5
1
5 1.385 0.91 0.78 1.07 0.92 0.814 0.874 1.097 1.143 0.957 1.57 1.219 

0
.
9
1 

##
##
##
# 

1
.
2
0 

##
##
##
# 

A7
WLI
1 

Tetraspani
n OS=Sus 
scrofa 
OX=9823 
GN=CD81 

CD8
1 

2
5.
7
5
2 1.086 1.053 0.612 0.883 1.008 0.766 1.08 0.993 1.464 1.152 0.966 1.558 

0
.
9
7 

##
##
##
# 

1
.
0
4 

##
##
##
# 

P06
867 

Plasminog
en 
OS=Sus 
scrofa 
OX=9823 
GN=PLG PLG 

9
0.
6
1
4 0.908 0.894 0.842 1.192 1.165 0.92 1.081 1.046 1.129 0.962 1.111 1.124 

1
.
2
4 

##
##
##
# 

0
.
9
8 

##
##
##
# 

I3L9
V2 

Vesicle 
amine 
transport 1 

VAT
1 

4
2.
6 0.604 0.596 0.687 0.639 0.633 0.714 1.353 1.356 1.444 1.489 1.578 1.425 

1
.
0

##
##
##

1
.
0

##
##
##
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OS=Sus 
scrofa 
OX=9823 
GN=VAT1 

8
7 

5 # 8 # 

M3
UZ4
2 

Ubiquitin-
fold 
modifier 1 
OS=Sus 
scrofa 
OX=9823 
GN=UFM1 

UFM
1 

9.
1
1
7
5 0.579 0.64 0.492 0.694 0.703 0.604 1.373 1.271 1.577 1.711 1.696 1.454 

1
.
1
7 

##
##
##
# 

1
.
1
5 

##
##
##
# 

A0A
287
AW
14 

Olfactome
din 4 
OS=Sus 
scrofa 
OX=9823 
GN=OLFM
4 

OLF
M4 

4
7.
4
1
3                                 

F1R
U03 

Carboxype
ptidase A6 
OS=Sus 
scrofa 
OX=9823 
GN=CPA6 

CPA
6 

4
8.
4
4
3 1.432 1.385   1.431 1.368   0.644 0.59   0.631 0.608   

0
.
9
9 

##
##
##
# 

1
.
0
0 

##
##
##
# 

A0A
287
BSX
7 

3'(2'), 5'-
bisphosph
ate 
nucleotida
se 1 
OS=Sus 
scrofa 
OX=9823 
GN=BPNT
1 

BPN
T1 

2
8.
3
9
9   0.592     0.571     1.328     1.837   

0
.
9
7   

1
.
3
8   

A0A
287
BIG
0 

Protein 
argonaute-
3 OS=Sus 
scrofa 

AGO
3 

8
0.
0
2 1.357 1.078   0.942 1.484   1.778 1.186   0.563 0.699   

1
.
0
0 

##
##
##
# 

0
.
4
3 

##
##
##
# 
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OX=9823 
GN=AGO3 

5 

F1R
PA7 

Glycoprote
in 2 
OS=Sus 
scrofa 
OX=9823 
GN=GP2 GP2 

5
8.
0
7
1 0.798     1.076     1.283     0.84     

1
.
3
5   

0
.
6
6   

A0A
287
BF7
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00153783 

LOC
1001
5378
3 

4
3.
3
2
7 0.631     0.653     1.324     1.812     

1
.
0
4   

1
.
3
7   

A0A
287
A1Z
3 

Endoplas
mic 
reticulum 
lectin 1 
OS=Sus 
scrofa 
OX=9823 
GN=ERLE
C1 

ERL
EC1 

4
3.
9
6
8     0.838     1.07     0.981     1.155 

1
.
2
8   

1
.
1
8   

A0A
287
AA
W7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10258312 

LOC
1102
5831
2 

2
2.
2
7
6     2.456     1.496     0.301     0.19 

0
.
6
1   

0
.
6
3   

F1S
JQ6 

60S 
ribosomal 
protein 
L14 
OS=Sus 

RPL
14 

2
1.
1
0
7 0.622 0.864 0.661 0.737 0.739 0.753 1.137 1.016 1.389 1.63 1.624 1.193 

1
.
0
4 

##
##
##
# 

1
.
2
6 

##
##
##
# 
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scrofa 
OX=9823 
GN=RPL1
4 

K7G
KN3 

Ceruloplas
min 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CP CP 

1
1
3.
2
1 1.212 0.946 1.309 1.268 1.228 1.237 0.795 0.834 0.702 0.795 0.781 0.659 

1
.
0
8 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1S
JP0 

WW 
domain 
containing 
transcriptio
n regulator 
1 OS=Sus 
scrofa 
OX=9823 
GN=WWT
R1 

WW
TR1 

4
2.
5
7
4                                 

A0A
287
A5B
4 

Programm
ed cell 
death 6 
interacting 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PDC
D6IP 

PDC
D6IP 

6
9.
3
0
6 1.845 2.703   0.651 0.51   0.365 0.509   0.401 0.533   

0
.
2
6 

##
##
##
# 

1
.
0
7 

##
##
##
# 

K7G
QY4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MCF

MCF
D2 

1
6.
0
8
2   0.716     0.738     1.242     1.493   

1
.
0
3   

1
.
2
0   
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D2 

F1R
RX1 

Neutrophil 
gelatinase-
associated 
lipocalin 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LCN2 

LCN
2 

2
2.
4
3
2 0.585 0.557 0.484 0.378 0.671 0.504 1.147 3.279 1.771 1.296 1.171 1.07 

0
.
9
6 

##
##
##
# 

0
.
5
7 

##
##
##
# 

Q2V
TP6 

Peptidyl-
prolyl cis-
trans 
isomerase 
FKBP1A 
OS=Sus 
scrofa 
OX=9823 
GN=FKBP
1A 

FKB
P1A 

1
1.
8
9
5 0.853 1.14 0.938 0.858 0.982 0.742 1.062 0.918 1.143 1.287 1.191 1.114 

0
.
8
8 

##
##
##
# 

1
.
1
5 

##
##
##
# 

F1S
R26 

Myotubula
rin related 
protein 14 
OS=Sus 
scrofa 
OX=9823 
GN=MTM
R14 

MTM
R14 

6
1.
7
4
9     1.743     1.617     0.255     0.244 

0
.
9
3   

0
.
9
6   

F1R
W50 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10255210 

LOC
1102
5521
0 

6
0.
1
3
9 0.658 0.647 0.363 0.792 0.735 0.488 1.388 1.174 1.789 1.54 1.618 1.575 

1
.
2
1 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
287

Seizure 
related 6 

SEZ
6L 

1
0   0.242 0.363   0.411 0.381   2.133 1.62   1.502 1.495 

1
.

##
##

0
.

##
##
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AHL
2 

homolog 
like 
OS=Sus 
scrofa 
OX=9823 
GN=SEZ6
L 

7.
8 

3
1 

##
# 

8
0 

##
# 

A0A
2C9
F36
2 

Insulin-like 
growth 
factor I 
OS=Sus 
scrofa 
OX=9823 
GN=IGF1 IGF1 

1
4.
3
9 1.515 1.834 1.799 1.502 1.18 1.096 0.368 0.625 0.576 0.405 0.591 0.337 

0
.
7
3 

##
##
##
# 

0
.
8
5 

##
##
##
# 

B8X
X90 

Stimulator 
of 
interferon 
genes 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TME
M173 

TME
M17
3 

4
1.
8
8
1 0.929   1.049 1.092   0.863 0.988   1.058 1.185   1.038 

0
.
9
9 

##
##
##
# 

1
.
0
9 

##
##
##
# 

I3L
QN5 

ADAM 
metallopep
tidase 
domain 15 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
M15 

ADA
M15 

8
6.
7
7
7     1.268     1.359     0.862     0.565 

1
.
0
7   

0
.
6
6   

A0A
287
AZI
1 

Zinc finger 
protein 
444 
OS=Sus 
scrofa 

ZNF
444 

3
5.
2
8
5   1.448     1.949     0.376     0.242   

1
.
3
5   

0
.
6
4   
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OX=9823 
GN=ZNF4
44 

A0A
287
A48
0 

Coatomer 
subunit 
delta 
OS=Sus 
scrofa 
OX=9823 
GN=ARC
N1 

ARC
N1 

4
6.
8
0
5   0.21     0.365     1.478     2.539   

1
.
7
4   

1
.
7
2   

A0A
287
B5V
1 

60S 
ribosomal 
protein L3 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3 

RPL
3 

4
6.
1
2
2 0.688 1.06 0.491 0.717 0.679 0.451 0.984 1.151 1.707 1.699 1.34 0.998 

0
.
8
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1S
AK7 

Ubiquitin 
conjugatio
n factor E4 
A OS=Sus 
scrofa 
OX=9823 
GN=UBE4
A 

UBE
4A 

1
2
2.
5
3 1.39 1.211 1.535 2.403 2.154 1.175 0.45 0.396 0.61 0.323 0.263 0.473 

1
.
3
9 

##
##
##
# 

0
.
7
3 

##
##
##
# 

F1S
K27 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00517502 

LOC
1005
1750
2 

7.
6
5
5
7 0.494 0.808   0.578 0.745   1.375 1.45   1.316 1.342   

1
.
0
2 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
286
ZV9
6 

Augurin 
precursor 
OS=Sus 
scrofa 

C2or
f40 

1
7.
0
1 1.125 2.34 1.216 1.579 0.994 1.714 0.41 0.25 0.433 0.206 0.176 0.427 

0
.
9
2 

##
##
##
# 

0
.
7
4 

##
##
##
# 
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1976 

OX=9823 
GN=C2orf
40 

4 

A0A
286
ZI90 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

6
7.
0
9
2                                 

I3LK
Z0 

T cell 
lymphoma 
invasion 
and 
metastasis 
1 OS=Sus 
scrofa 
OX=9823 
GN=TIAM
1 

TIA
M1 

1
5
4.
0
3 0.751 0.923 1.293 1.53 1.389 1.262 1.067 1.231 1.116 0.656 0.887 0.81 

1
.
4
1 

##
##
##
# 

0
.
6
9 

##
##
##
# 

F1S
MG
8 

3-hydroxy-
3-
methylglut
aryl 
coenzyme 
A 
synthase 
OS=Sus 
scrofa 
OX=9823 
GN=HMG
CS1 

HM
GCS
1 

5
7.
6
1
5 0.592 0.751 0.796 0.617 0.644 0.827 1.532 1.127 1.255 1.606 1.421 1.274 

0
.
9
8 

##
##
##
# 

1
.
1
0 

##
##
##
# 

I3LT
V1 

Aldehyde 
dehydroge
nase 1 
family 
member 
A3 
OS=Sus 

ALD
H1A
3 

4
5.
4
9
8                                 
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1977 

scrofa 
OX=9823 
GN=ALDH
1A3 

F1R
US9 

Beta-1,4-
glucuronylt
ransferase 
1 OS=Sus 
scrofa 
OX=9823 
GN=B4GA
T1 

B4G
AT1 

4
7.
1
7
3 1.61 1.463 1.737 1.68 1.598 1.609 0.404 0.493 0.285 0.418 0.422 0.14 

1
.
0
2 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287
AD
W0 

Family 
with 
sequence 
similarity 3 
member C 
OS=Sus 
scrofa 
OX=9823 
GN=FAM3
C 

FAM
3C 

2
1.
5
3
5 1.208 0.979 1.123 1.174 1.12 1.199 0.921 0.933 0.968 0.923 0.946 0.875 

1
.
0
6 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1R
ST5 

Arachidon
ate 5-
lipoxygena
se-
activating 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=ALOX
5AP 

ALO
X5A
P 

1
8.
1
7
8   1.638 0.861   1.013 0.971   0.791 1.159   0.484 0.752 

0
.
7
9 

##
##
##
# 

0
.
6
3 

##
##
##
# 

A0A
287
BS
G5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

GON
4L 

2
0
8.
7
4 1.181 1.017   1.079 1.174   1.413 1.705   0.845 0.922   

1
.
0
3 

##
##
##
# 

0
.
5
7 

##
##
##
# 
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1978 

OX=9823 
GN=GON
4L 

A0A
287
AC4
2 

VAMP 
associated 
protein A 
OS=Sus 
scrofa 
OX=9823 
GN=VAPA 

VAP
A 

2
7.
7
1
8                                 

F1S
QJ5 

Endoplas
mic 
reticulum 
lectin 1 
OS=Sus 
scrofa 
OX=9823 
GN=ERLE
C1 

ERL
EC1 

4
7.
1
0
7 0.871 0.622   0.976 1.043   1.113 1.542   1.148 1.28   

1
.
3
5 

##
##
##
# 

0
.
9
2 

##
##
##
# 

F1S
PK8 

Tetraspani
n OS=Sus 
scrofa 
OX=9823 
GN=CD63 

CD6
3 

2
5.
8
3
9 0.474 0.43   0.249 0.417   1.644 2.089   1.634 1.669   

0
.
7
4 

##
##
##
# 

0
.
8
9 

##
##
##
# 

A0A
287
AJV
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CFH CFH 

1
3
1.
7
8   1.037     1.037     0.933     0.928   

1
.
0
0   

1
.
0
0   

A0A
286
ZQI
5 

Cell 
adhesion 
molecule 
L1 like 
OS=Sus 
scrofa 
OX=9823 

CHL
1 

1
3
5.
2
5 0.919 0.844 0.821 1.077 1.094 0.851 0.939 1.093 1.225 1.03 1.225 1.042 

1
.
1
7 

##
##
##
# 

1
.
0
1 

##
##
##
# 
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1979 

GN=CHL1 

A0A
287
BRY
0 

Tropomyo
sin alpha-1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=TPM1 

TPM
1 

2
8.
7
1
7   1.989 0.414   1.187 0.391   0.647 1.961   0.549 1.4 

0
.
6
6 

##
##
##
# 

0
.
7
5 

##
##
##
# 

A0A
287
A01
3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
4
4
2 1.556 1.562 1.538 1.525 1.464 1.264 0.474 0.412 0.438 0.367 0.414 0.41 

0
.
9
1 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
AJQ
2 

Phosphogl
ycerate 
mutase 
OS=Sus 
scrofa 
OX=9823 
GN=PGA
M1 

PGA
M1 

2
8.
8
0
4 0.83 0.807 0.68 0.581 0.857 0.622 0.983 1.09 1.29 1.534 1.627 1.43 

0
.
8
9 

##
##
##
# 

1
.
3
7 

##
##
##
# 

A0A
286
ZM
W0 

Endoplas
mic 
reticulum 
resident 
protein 44 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ERP4
4 

ERP
44 

4
0.
0
0
2 0.58   0.857 0.686   1.152 1.349   1.357 1.685   0.93 

1
.
2
8 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
9A4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 

NUC
B2 

5
5.
9
2
6 1.149 1.125 1.166 1.006 1.077 1.18 0.922 1.003 0.852 0.846 0.883 0.863 

0
.
9
5 

##
##
##
# 

0
.
9
3 

##
##
##
# 
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1980 

OX=9823 
GN=NUC
B2 

F1R
MJ4 

IQ motif 
containing 
GTPase 
activating 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=IQGA
P1 

IQG
AP1 

1
8
9.
2
5 0.649 0.953 0.778 0.647 0.941 0.776 1.131 0.994 1.243 1.543 1.341 1.285 

0
.
9
9 

##
##
##
# 

1
.
2
4 

##
##
##
# 

Q29
095 

Prostaglan
din-H2 D-
isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=PTGD
S 

PTG
DS 

2
0.
5
6
8 0.955 1.134 0.932 0.879 0.832 0.997 0.991 1.439 1.207 0.753 1.01 0.758 

0
.
9
0 

##
##
##
# 

0
.
6
9 

##
##
##
# 

F1R
G45 

Angiotensi
nogen 
OS=Sus 
scrofa 
OX=9823 
GN=AGT AGT 

5
1.
0
8
1 1.334 1.1 1.368 1.275 1.219 1.216 0.843 0.853 0.757 0.687 0.7 0.604 

0
.
9
8 

##
##
##
# 

0
.
8
1 

##
##
##
# 

A0A
286
ZYJ
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
02161418 

LOC
1021
6141
8 

1
1.
9
8
2   1.347 1.173   1.588 1.297   0.611 0.842   0.584 0.743 

1
.
1
5 

##
##
##
# 

0
.
9
1 

##
##
##
# 

A0A
287
B8

Ephrin-A1 
OS=Sus 
scrofa 

EFN
A1 

2
0.
6 0.763 0.999 0.892 1.066 1.002 0.962 0.861 1.32 1.236 1.11 1.112 1.054 

1
.
1

##
##
##

0
.
9

##
##
##
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1981 

W5 OX=9823 
GN=EFNA
1 

2
3 

4 # 6 # 

F1S
5P1 

Collagen 
type XVII 
alpha 1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL1
7A1 

COL
17A
1 

1
4
4.
8
1   1.501     1.069     1.421     0.945   

0
.
7
1   

0
.
6
7   

F1R
Y15 

EPH 
receptor 
A7 
OS=Sus 
scrofa 
OX=9823 
GN=EPHA
7 

EPH
A7 

5
9.
5
3
8 1.687 1.29 1.424 1.494 1.322 1.35 0.138 0.954 0.653 0.036 0.762 0.531 

0
.
9
5 

##
##
##
# 

0
.
7
6 

##
##
##
# 

A0A
287
AM7
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
3
2
2 0.775 0.564 1.296 2.167 2.847 1.89 0.543 0.457 0.524 0.215 0.303 0.446 

2
.
6
2 

##
##
##
# 

0
.
6
3 

##
##
##
# 

K9J
6J2 

Erythrocyt
e band 7 
integral 
membrane 
protein 
isoform a 
OS=Sus 
scrofa 
OX=9823 
GN=STO
M_tv1 

STO
M_tv
1 

3
1.
1
8
6 0.579 1.009 0.82 0.542 1.267 0.912 0.992 1.068 1.109 0.803 1.106 1.232 

1
.
1
3 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A Collagen COL 1 0.924 1.045 0.939 0.823 0.85 0.882 1.095 1.095 1.095 1.297 1.205 1.043 0 ## 1 ##
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1982 

286
ZIL9 

type XVIII 
alpha 1 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=COL1
8A1 

18A
1 

2
9.
8
8 

.
8
8 

##
##
# 

.
0
8 

##
##
# 

F1R
F26 

Serine 
incorporat
or 5 
OS=Sus 
scrofa 
OX=9823 
GN=SERI
NC5 

SER
INC5 

5
1.
3
2 0.531 0.78 1.249 0.666 0.778 1.198 1.733 1.249 0.904 1.609 1.323 0.549 

1
.
0
3 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A6Z
IC9 

Insulin-like 
growth 
factor 
binding 
protein 6 
OS=Sus 
scrofa 
OX=9823 
GN=IGFB
P6 

IGF
BP6 

2
5.
0
0
2                                 

Q2
QD
F0 

Deoxyribo
nuclease-
1-like 1 
OS=Sus 
scrofa 
OX=9823 
GN=DNAS
E1L1 

DNA
SE1
L1 

3
4.
9
8
6 1.065     1.385     0.882     0.642     

1
.
3
0   

0
.
7
3   

F1S
TR1 

Cathepsin 
C OS=Sus 
scrofa 
OX=9823 

CTS
C 

5
2.
0
5 0.948 0.814 0.897 0.918 0.926 0.999 1.165 1.102 1.073 1.132 1.152 1.17 

1
.
0
7 

##
##
##
# 

1
.
0
3 

##
##
##
# 
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1983 

GN=CTSC 2 

A0A
287
ALQ
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=ACSL
6 

ACS
L6 

7
7.
7
6
4 0.514 0.447   0.419 0.387   1.271 1.513   2 1.797   

0
.
8
4 

##
##
##
# 

1
.
3
6 

##
##
##
# 

F1R
GF2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CYST
M1 

CYS
TM1 

1
1.
1
5
2     0.355     0.324     1.351     1.865 

0
.
9
1   

1
.
3
8   

F1R
WU
0 

Short 
transient 
receptor 
potential 
channel 5 
OS=Sus 
scrofa 
OX=9823 
GN=TRPC
5 

TRP
C5 

1
1
1.
5
3     0.443     0.58     2.403     0.933 

1
.
3
1   

0
.
3
9   

P60
982 

Destrin 
OS=Sus 
scrofa 
OX=9823 
GN=DSTN 

DST
N 

1
8.
5
0
6                                 

A0A
287
A7M
2 

Scavenger 
receptor 
cysteine 
rich family 
member 
with 5 

SSC
5D 

1
5
5.
8
7   0.844 1.376   2.731 1.69   0.367 0.43   0.236 0.393 

1
.
9
9 

##
##
##
# 

0
.
7
9 

##
##
##
# 
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1984 

domains 
OS=Sus 
scrofa 
OX=9823 
GN=SSC5
D 

F1R
PC3 

Phospholi
pase A2 
group III 
OS=Sus 
scrofa 
OX=9823 
GN=PLA2
G3 

PLA
2G3 

5
5.
3
7
5 1.086   0.913 1.039   0.763 1.091   1.227 0.963   1.082 

0
.
9
0 

##
##
##
# 

0
.
8
8 

##
##
##
# 

F1R
GC9 

Proteasom
e 26S 
subunit, 
non-
ATPase 
13 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D13 

PSM
D13 

4
2.
8
6
7                                 

A0A
287
APV
7 

Guanylate 
cyclase 
OS=Sus 
scrofa 
OX=9823 
GN=NPR1 

NPR
1 

1
0
5.
7
7     0.79     0.923     1.222     1.159 

1
.
1
7   

0
.
9
5   

F1R
FY6 

Kinesin 
family 
member 
1C 
OS=Sus 
scrofa 
OX=9823 

KIF1
C 

1
2
1.
8
8 0.684     0.669     1.178     1.519     

0
.
9
8   

1
.
2
9   
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1985 

GN=KIF1
C 

A0A
287
A8Y
9 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
0
9
7                                 

F1R
VW
6 

Ectonucle
oside 
triphospha
te 
diphospho
hydrolase 
8 OS=Sus 
scrofa 
OX=9823 
GN=ENTP
D8 

ENT
PD8 

5
3.
9
0
7   1.532     1.757     0.517     0.281   

1
.
1
5   

0
.
5
4   

F1R
M45 

Apolipopro
tein E 
OS=Sus 
scrofa 
OX=9823 
GN=APOE 

APO
E 

3
6.
6
6
4 1.683 1.732 1.557 1.326 1.266 1.352 0.469 0.473 0.433 0.363 0.398 0.3 

0
.
7
9 

##
##
##
# 

0
.
7
7 

##
##
##
# 

A0A
286
ZW
M7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

3
0.
6
8
8 1.231     1.405     0.823     0.692     

1
.
1
4   

0
.
8
4   

A0A
287
A3B
5 

Peroxisom
al 
multifuncti
onal 
enzyme 
type 2 
OS=Sus 

HSD
17B
4 

7
7.
9
6
8 0.915 1.202   0.953 0.772   1.108 0.968   1.232 1.311   

0
.
8
2 

##
##
##
# 

1
.
2
3 

##
##
##
# 
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1986 

scrofa 
OX=9823 
GN=HSD1
7B4 

P39
035 

Alpha-S1-
casein 
OS=Sus 
scrofa 
OX=9823 
GN=CSN1
S1 

CSN
1S1 

2
4.
1
4
8 0.834 0.719 0.843 0.994 0.948 0.863 1.185 1.193 1.326 1.134 1.16 1.082 

1
.
1
7 

##
##
##
# 

0
.
9
1 

##
##
##
# 

F1S
781 

Prolyl-
tRNA 
synthetase 
2, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=PARS
2 

PAR
S2 

5
0.
9
3
5   1.17     0.939     1.229     0.996   

0
.
8
0   

0
.
8
1   

A0A
287
AC8
4 

Senataxin 
OS=Sus 
scrofa 
OX=9823 
GN=SETX 

SET
X 

2
8
9.
8
8   2.177     1.268     0.365     0.253   

0
.
5
8   

0
.
6
9   

F1S
HF6 

HECT 
domain E3 
ubiquitin 
protein 
ligase 1 
OS=Sus 
scrofa 
OX=9823 
GN=HECT
D1 

HEC
TD1 

2
3
6.
1
4     1.185     0.939     0.676     0.741 

0
.
7
9   

1
.
1
0   

A0A Protein PTP 9 2.039   1.479 1.283   1.416 0.212   0.605 0.101   0.507 0 ## 0 ##
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1987 

287
AP0
7 

tyrosine 
phosphata
se, 
receptor 
type K 
OS=Sus 
scrofa 
OX=9823 
GN=PTPR
K 

RK 7.
3
4
8 

.
7
7 

##
##
# 

.
7
4 

##
##
# 

P17
630 

Transcoba
lamin-1 
OS=Sus 
scrofa 
OX=9823 
GN=TCN1 

TCN
1 

4
7.
0
9
4     1.44     1.398     0.78     0.45 

0
.
9
7   

0
.
5
8   

A0A
288
CFV
8 

Claudin 
OS=Sus 
scrofa 
OX=9823 
GN=CLDN
23 

CLD
N23 

3
1.
1
0
2 0.926     0.802     1.232     1.126     

0
.
8
7   

0
.
9
1   

F1R
Z28 

Ribosomal 
protein 
S10 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
0 

RPS
10 

1
8.
9
1
6 0.559 0.648 0.561 0.387 0.527 0.574 1.139 1.155 1.259 2.165 2.137 1.624 

0
.
8
4 

##
##
##
# 

1
.
6
7 

##
##
##
# 

A0A
286
ZY1
0 

Glucose-6-
phosphate 
1-
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 

G6P
D 

5
9.
2
3
7 0.765 0.718 0.667 0.59 0.599 0.721 1.104 1.173 1.249 1.576 1.693 1.336 

0
.
8
9 

##
##
##
# 

1
.
3
1 

##
##
##
# 
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1988 

GN=G6PD 

F2Z
568 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
8 

RPL
38 

8.
2
1
7
8 0.879 0.591   0.79 0.708   1.183 1.401   1.425 1.561   

1
.
0
2 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1S
B42 

Ezrin 
OS=Sus 
scrofa 
OX=9823 
GN=EZR EZR 

6
9.
3
7 0.844 1.021 0.958 0.743 0.866 0.901 1.302 1.017 1.093 1.239 0.977 1.009 

0
.
8
9 

##
##
##
# 

0
.
9
5 

##
##
##
# 

F1S
HP0 

ADAM 
metallopep
tidase with 
thrombosp
ondin type 
1 motif 5 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
MTS5 

ADA
MTS
5 

1
0
1.
8
6   1.602 1.408   1.249 1.266   0.82 0.624   0.537 0.526 

0
.
8
4 

##
##
##
# 

0
.
7
4 

##
##
##
# 

F2Z
5E2 

Antithromb
in-III 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INC1 

SER
PIN
C1 

5
2.
4
0
4 1.093 1.001 1.169 0.942 0.943 1.156 0.888 1.034 0.827 1.079 1.112 0.864 

0
.
9
3 

##
##
##
# 

1
.
1
1 

##
##
##
# 

P19
620 

Annexin 
A2 
OS=Sus 
scrofa 
OX=9823 

ANX
A2 

3
8.
4
2
2 0.809 0.886 0.902 0.779 0.801 0.913 0.974 0.947 1.185 1.795 1.963 1.042 

0
.
9
6 

##
##
##
# 

1
.
5
5 

##
##
##
# 
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GN=ANXA
2 

A0A
287
B2E
3 

Phospholi
pid-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP8
B1 

ATP
8B1 

1
4
0.
3
5                                 

A0A
286
ZN0
7 

Charged 
multivesic
ular body 
protein 4A 
OS=Sus 
scrofa 
OX=9823 
GN=CHM
P4A 

CHM
P4A 

2
5.
1
3 1.136 1.139 1.21 0.966 1.126 0.897 1.033 0.803 0.893 1.016 1.044 0.773 

0
.
8
6 

##
##
##
# 

1
.
0
4 

##
##
##
# 

A0A
287
AN
C8 

cAMP-
regulated 
phosphopr
otein 19 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
5A 

MYO
5A 

2
1
1.
5
6                                 

A0A
287
AR9
8 

Suprabasi
n OS=Sus 
scrofa 
OX=9823 
GN=SBSN 

SBS
N 

5
5.
4
3
7   0.803 1.071   1.305 1.071   1.607 0.946   0.865 0.895 

1
.
2
7 

##
##
##
# 

0
.
6
9 

##
##
##
# 

F1S
827 

SERPINE
1 mRNA 
binding 
protein 1 

SER
BP1 

4
4.
8
3 0.924 1.236 0.761 0.929 0.732 0.764 1.097 1.011 1.184 1.275 1.244 1.098 

0
.
8
3 

##
##
##
# 

1
.
1
0 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=SERB
P1 

5 

F1S
2Y2 

Prospero 
homeobox 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=PRO
X1 

PRO
X1 

8
3.
1
9
9 1.505 2.099   1.034 0.768   0.38 0.226   0.398 0.264   

0
.
5
0 

##
##
##
# 

1
.
0
9 

##
##
##
# 

I3LJ
Q5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
4.
1
1
3   1.668     1.532     0.419     0.261   

0
.
9
2   

0
.
6
2   

A0A
286
ZVE
4 

Tetratricop
eptide 
repeat 
domain 13 
OS=Sus 
scrofa 
OX=9823 
GN=TTC1
3 

TTC
13 

8
1.
6
0
3                                 

P62
844 

40S 
ribosomal 
protein 
S15 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
5 

RPS
15 

1
7.
0
4                                 

K7G Integrin ITG 1 0.538   0.737 0.585   0.746 1.603   1.119 1.616   1.809 1 ## 1 ##
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PG8 subunit 
alpha X 
OS=Sus 
scrofa 
OX=9823 
GN=ITGA
X 

AX 0
5.
9
3 

.
0
4 

##
##
# 

.
2
6 

##
##
# 

A0A
287
B5Y
6 

Lipopolysa
ccharide-
binding 
protein 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LBP LBP 

5
3.
2
3
7 0.843 0.609 0.888 0.703 0.738 0.737 1.558 2.185 1.543 1.004 0.878 1.175 

0
.
9
3 

##
##
##
# 

0
.
5
8 

##
##
##
# 

F1S
TC5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

2
3.
6
2
5 2.267 1.261 1.5 2.201 2.633 1.237 0.276 0.27 0.413 0.174 0.147 0.303 

1
.
2
1 

##
##
##
# 

0
.
6
5 

##
##
##
# 

F2Z
5F5 

40S 
ribosomal 
protein S8 
OS=Sus 
scrofa 
OX=9823 
GN=RPS8 

RPS
8 

2
4.
2
0
5 0.717 1.108 0.91 0.784 0.833 1.266 1.135 0.915 0.876 1.395 1.455 0.874 

1
.
0
5 

##
##
##
# 

1
.
2
7 

##
##
##
# 

F1S
C70 

Carboxype
ptidase 
OS=Sus 
scrofa 
OX=9823 
GN=CTSA 

CTS
A 

5
3.
8
8
4 1.342 1.079 0.776 1.494 1.382 0.999 0.744 0.832 1.02 0.646 0.765 0.728 

1
.
2
1 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
287
AYT

Protein 
transport 
protein 

SEC
61A
1 

4
3.
6 0.492 0.561 0.466 0.52 0.453 0.393 1.14 1.133 1.418 1.738 1.89 1.368 

0
.
9

##
##
##

1
.
3

##
##
##
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7 Sec61 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=SEC6
1A1 

2
4 

0 # 5 # 

A0A
287
B35
6 

Eukaryotic 
translation 
initiation 
factor 5A 
OS=Sus 
scrofa 
OX=9823 
GN=EIF5A 

EIF5
A 

1
6.
8
3
2     0.461     0.337     1.607     1.876 

0
.
7
3   

1
.
1
7   

F1R
NT9 

Leucyl-
cystinyl 
aminopepti
dase 
OS=Sus 
scrofa 
OX=9823 
GN=LNPE
P 

LNP
EP 

1
1
7.
4                                 

I3LV
91 

IQ motif 
containing 
GTPase 
activating 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=IQGA
P2 

IQG
AP2 

1
7
1.
7
6 0.828 1.078 0.898 0.941 1.009 0.931 1.259 0.911 0.986 1.027 1.204 0.985 

1
.
0
3 

##
##
##
# 

1
.
0
2 

##
##
##
# 

I3L8
L2 

Aminopept
idase 
OS=Sus 

ERA
P2 

1
0
9. 0.791     0.818     1.189     1.328     

1
.
0   

1
.
1   
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scrofa 
OX=9823 
GN=ERAP
2 

3
6 

3 2 

I3LF
X1 

ArfGAP 
with 
RhoGAP 
domain, 
ankyrin 
repeat and 
PH 
domain 1 
OS=Sus 
scrofa 
OX=9823 
GN=ARAP
1 

ARA
P1 

1
5
6.
5
9 0.174     0.134     2.469     1.751     

0
.
7
7   

0
.
7
1   

Q2E
N76 

Nucleosid
e 
diphosphat
e kinase B 
OS=Sus 
scrofa 
OX=9823 
GN=NME2 

NME
2 

1
7.
1
7
6 0.511 0.322 0.575 0.503 0.415 0.521 1.167 1.291 1.527 2.034 2.238 1.534 

1
.
0
2 

##
##
##
# 

1
.
4
6 

##
##
##
# 

I3LJ
87 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPS2 

RPS
2 

3
1.
2
1
7 0.547 0.557 0.667 0.515 0.449 0.67 1.137 1.283 1.309 1.943 2.052 1.347 

0
.
9
2 

##
##
##
# 

1
.
4
3 

##
##
##
# 

A0A
287
AKF
5 

T-complex 
protein 1 
subunit eta 
OS=Sus 
scrofa 
OX=9823 

CCT
7 

5
0.
4
5
9   0.807 0.771   0.661 0.698   1.103 1.361   1.548 1.187 

0
.
8
6 

##
##
##
# 

1
.
1
1 

##
##
##
# 
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GN=CCT7 

A0A
287
AH9
3 

Extended 
synaptotag
min 1 
OS=Sus 
scrofa 
OX=9823 
GN=ESYT
1 

ESY
T1 

1
1
5.
1
7 1.008     1.017     1.021     1.115     

1
.
0
1   

1
.
0
9   

A0A
286
ZHV
7 

Heparan 
sulfate 
proteoglyc
an 2 
OS=Sus 
scrofa 
OX=9823 
GN=HSP
G2 

HSP
G2 

4
5
1.
0
8 1.45 1.835 1.111 1.325 1.18 1.116 0.593 0.574 0.859 0.51 0.526 0.729 

0
.
8
2 

##
##
##
# 

0
.
8
7 

##
##
##
# 

I3L9
32 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

4
0.
6
3
3 1.178     1.214     0.665     0.654     

1
.
0
3   

0
.
9
8   

Q5S
1S3 

C-X-C 
motif 
chemokine 
OS=Sus 
scrofa 
OX=9823 
GN=CXCL
10 

CXC
L10 

1
1.
6
4
6 1.19 1.1 1.033 0.909 1.003 1.048 0.579 0.739 1.227 0.693 0.819 0.657 

0
.
8
9 

##
##
##
# 

0
.
8
5 

##
##
##
# 

A0A
287
BSH
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 

KCN
H1 

9
3.
6
3
5     0.876     0.712     1.435     1.276 

0
.
8
1   

0
.
8
9   
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GN=KCN
H1 

A0A
287
BR4
5 

26S 
protease 
regulatory 
subunit 7 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
C2 

PSM
C2 

4
4.
0
7
1 1.055   0.867 0.95   0.924 0.963   1.112 1.119   1.12 

0
.
9
8 

##
##
##
# 

1
.
0
8 

##
##
##
# 

P54
612 

Serine/thre
onine-
protein 
phosphata
se 2A 65 
kDa 
regulatory 
subunit A 
alpha 
isoform 
OS=Sus 
scrofa 
OX=9823 
GN=PPP2
R1A 

PPP
2R1
A 

6
5.
3
2
2 0.5 0.644 0.493 0.61 0.595 0.516 1.393 1.283 1.472 1.729 1.815 1.331 

1
.
0
5 

##
##
##
# 

1
.
1
8 

##
##
##
# 

A0A
287
AA4
2 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
5.
6
7
3 1.598 0.98 1.333 1.474 1.651 1.47 0.539 0.691 0.639 0.343 0.472 0.562 

1
.
1
8 

##
##
##
# 

0
.
7
4 

##
##
##
# 

I3L
R32 

T-complex 
protein 1 
subunit 
epsilon 
OS=Sus 
scrofa 

CCT
5 

5
9.
6
6
3                                 
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OX=9823 
GN=CCT5 

A0A
287
BCI
7 

Solute 
carrier 
family 29 
member 1 
(Augustine 
blood 
group) 
OS=Sus 
scrofa 
OX=9823 
GN=SLC2
9A1 

SLC
29A
1 

5
9.
2
0
8 0.345 0.418 0.514 0.422 0.387 0.421 1.432 1.539 1.662 1.747 1.578 1.553 

0
.
9
6 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1R
NZ0 

Pleckstrin 
homology 
and FYVE 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=PLEK
HF1 

PLE
KHF
1 

3
1.
7
6
1     0.939     0.931     1.013     1.102 

0
.
9
9   

1
.
0
9   

A0A
286
ZV9
5 

Transmem
brane p24 
trafficking 
protein 10 
OS=Sus 
scrofa 
OX=9823 
GN=TME
D10 

TME
D10 

2
4.
9
1 0.706 0.794   0.734 0.619   1 1.022   1.658 1.511   

0
.
9
0 

##
##
##
# 

1
.
5
7 

##
##
##
# 

I3LA
P0 

Ubiquitin 
specific 
peptidase 
48 
OS=Sus 

USP
48 

1
1
9.
1
3     1.337     1.026     0.09       

0
.
7
7       
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scrofa 
OX=9823 
GN=USP4
8 

I3LL
55 

Proteasom
e 26S 
subunit, 
non-
ATPase 3 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D3 

PSM
D3 

5
9.
0
0
1                                 

K7G
M40 

Apolipopro
tein A-I 
OS=Sus 
scrofa 
OX=9823 
GN=APOA
1 

APO
A1 

3
0.
3
3 1.08 1.059 1.248 1.046 0.987 1.071 0.786 0.923 0.891 1.026 1.057 0.879 

0
.
9
2 

##
##
##
# 

1
.
1
4 

##
##
##
# 

F1S
Q16 

Golgin B1 
OS=Sus 
scrofa 
OX=9823 
GN=GOL
GB1 

GOL
GB1 

3
7
5.
6
6   0.619 1.236   0.672 1.202   1.404 0.847   1.362 0.558 

1
.
0
1 

##
##
##
# 

0
.
8
5 

##
##
##
# 

P12
067 

Lysozyme 
C-1 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
6
6
8     1.794     1.546     0.253     0.114 

0
.
8
6   

0
.
4
5   

F1R
FA7 

BRICHOS 
domain 
containing 
5 OS=Sus 
scrofa 
OX=9823 

BRI
CD5 

2
5.
8
9
4 0.924 1.026 0.882 1.06 0.976 0.89 0.946 1.078 1.139 0.964 1.1 1.266 

1
.
0
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 
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GN=BRIC
D5 

A0A
287
A17
9 

SWI/SNF 
related, 
matrix 
associated
, actin 
dependent 
regulator 
of 
chromatin, 
subfamily 
b, member 
1 OS=Sus 
scrofa 
OX=9823 
GN=SMA
RCB1 

SMA
RCB
1 

3
8.
7
7                                 

I3L
RS5 

Aldehyde 
dehydroge
nase 1 
family 
member 
A1 
OS=Sus 
scrofa 
OX=9823 
GN=ALDH
1A1 

ALD
H1A
1 

5
4.
8
4
1 0.262 0.257   0.217 0.332   1.525 1.405   2.549 2.746   

1
.
0
6 

##
##
##
# 

1
.
8
1 

##
##
##
# 

Q6
QAT
1 

40S 
ribosomal 
protein 
S28 
OS=Sus 
scrofa 
OX=9823 
GN=RPS2
8 

RPS
28 

7.
8
4
0
9 0.788 0.606 0.375 0.877 0.723 0.433 1.027 1.505 1.723 1.193 1.264 0.999 

1
.
1
5 

##
##
##
# 

0
.
8
1 

##
##
##
# 
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P00
571 

Adenylate 
kinase 
isoenzyme 
1 OS=Sus 
scrofa 
OX=9823 
GN=AK1 AK1 

2
1.
6
3
9     0.74     0.706     1.392     1.232 

0
.
9
5   

0
.
8
9   

F1S
1M2 

Synaptota
gmin like 4 
OS=Sus 
scrofa 
OX=9823 
GN=SYTL
4 

SYT
L4 

7
6.
0
5 0.976   0.826 0.852   0.856 1.252   1.062 1.151   1.156 

0
.
9
5 

##
##
##
# 

1
.
0
0 

##
##
##
# 

F1S
CE3 

Serpin 
family A 
member 5 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INA5 

SER
PIN
A5 

4
5.
7
9
3 1.587 1.173 1.536 1.337 1.488 1.599 0.712 0.767 0.526 0.593 0.655 0.42 

1
.
0
3 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287
BTK
2 

Calcium-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP2
B1 

ATP
2B1 

1
2
2.
1
5   0.444     0.409     1.488     1.577   

0
.
9
2   

1
.
0
6   

I3LI
B6 

Golgin A7 
OS=Sus 
scrofa 
OX=9823 
GN=GOL
GA7 

GOL
GA7 

1
5.
7
9
2 1.021 1.045 0.958 0.723 1.021 1.103 1.198 0.948 1.108 1.161 0.939 1.096 

0
.
9
4 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
286

Eukaryotic 
translation 

EIF5
A2 

1
1.                                 
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ZPS
5 

initiation 
factor 5A 
OS=Sus 
scrofa 
OX=9823 
GN=EIF5A
2 

9
4
5 

K7G
RY9 

Interleukin 
17D 
OS=Sus 
scrofa 
OX=9823 
GN=IL17D 

IL17
D 

1
9.
7
9
5 1.539 2.098 1.472 1.273 1.231 1.323 0.58 0.397 0.518 0.493 0.283 0.347 

0
.
7
5 

##
##
##
# 

0
.
7
5 

##
##
##
# 

F1S
KQ5 

Suppresso
r of cancer 
cell 
invasion 
OS=Sus 
scrofa 
OX=9823 
GN=SCAI 

SCA
I 

6
5.
3
7
8                                 

I3L
Q51 

Proteasom
e subunit 
beta type-
1 OS=Sus 
scrofa 
OX=9823 
GN=PSM
B1 

PSM
B1 

2
2.
4
1
9   0.641 1.438   1.082 1.348   1.191 0.731   1.298 0.514 

1
.
1
7 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
1X3 

Asparagin
yl-tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=NARS 

NAR
S 

6
4.
3
9
8                                 

P32
752 

Cholineste
rase 

BCH
E 

1
5. 0.632 0.548   1.02 0.792   1.188 1.276   1.278 1.475   

1
.

##
##

1
.

##
##
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(Fragment
) OS=Sus 
scrofa 
OX=9823 
GN=BCHE 

2
5 

5
4 

##
# 

1
2 

##
# 

I3L
GV2 

Torsin A 
interacting 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=TOR1
AIP2 

TOR
1AIP
2 

5
2.
4
5
1 1.095     1.244     0.984     0.988     

1
.
1
4   

1
.
0
0   

A0A
287
AP6
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
2 

RPL
12 

1
7.
8
1
8 1.496 1.168 0.444 1.256 1.187 0.373 0.753 0.823 1.604 0.718 0.867 1.48 

0
.
9
1 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1R
RP1 

Myelopero
xidase 
OS=Sus 
scrofa 
OX=9823 
GN=MPO MPO 

8
0.
3
7
9 1.296 0.821 0.401 0.465 2.475 0.181 0.876 0.568 0.722 0.867 0.852 1.211 

1
.
2
4 

##
##
##
# 

1
.
3
5 

##
##
##
# 

O02
773 

Mannosyl-
oligosacch
aride 1,2-
alpha-
mannosida
se IA 
OS=Sus 
scrofa 
OX=9823 
GN=MAN1
A1 

MAN
1A1 

7
3.
1
9
6   1.439 1.049   1.053 1.026   0.911 1.13   0.691 0.812 

0
.
8
4 

##
##
##
# 

0
.
7
4 

##
##
##
# 
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F2Z
5K3 

RAP1A, 
member of 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAP1
A 

RAP
1A 

2
0.
9
8
7 1.147 1.31 1.157 1.207 1.113 1.072 0.887 0.845 0.826 0.873 0.879 0.967 

0
.
9
4 

##
##
##
# 

1
.
0
6 

##
##
##
# 

Q0R
678 

DJ-1 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PARK
7 

PAR
K7 

1
9.
9
3
6 0.782 0.908 0.789 0.791 0.921 0.795 1.061 1.156 1.255 1.41 1.509 1.1 

1
.
0
1 

##
##
##
# 

1
.
1
6 

##
##
##
# 

A0A
286
ZT1
3 

Serum 
albumin 
OS=Sus 
scrofa 
OX=9823 
GN=ALB ALB 

6
8.
1
7 0.768 0.803 0.822 0.708 0.629 0.724 1.22 0.931 0.948 1.319 1.161 1.719 

0
.
8
6 

##
##
##
# 

1
.
3
6 

##
##
##
# 

F1S
530 

60S 
ribosomal 
protein L5 
OS=Sus 
scrofa 
OX=9823 
GN=RPL5 

RPL
5 

2
9.
4
8 0.956 0.871 0.611 0.637 0.546 0.596 0.984 1.087 1.435 1.554 1.693 1.029 

0
.
7
3 

##
##
##
# 

1
.
2
2 

##
##
##
# 

A0A
287
A4
W6 

RAB21, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 

RAB
21 

2
4.
1
3
2 0.881     0.821     1.199     1.172     

0
.
9
3   

0
.
9
8   
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GN=RAB2
1 

F1R
LB6 

Alpha-
soluble 
NSF 
attachmen
t protein 
OS=Sus 
scrofa 
OX=9823 
GN=NAPA 

NAP
A 

3
3.
2
9
1 0.891 0.769 0.84 1.013 1.156 1.197 1.34 1.668 1.603 1.034 0.949 1.04 

1
.
3
5 

##
##
##
# 

0
.
6
6 

##
##
##
# 

A0A
287
B18
2 

Transmem
brane 
protein 
263 
OS=Sus 
scrofa 
OX=9823 
GN=TME
M263 

TME
M26
3 

1
1.
6
9
1 0.998 1.199   0.824 0.908   1.109 1.015   1.064 1.009   

0
.
7
9 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
BG
V1 

Latent 
transformi
ng growth 
factor beta 
binding 
protein 4 
OS=Sus 
scrofa 
OX=9823 
GN=LTBP
4 

LTB
P4 

1
6
1.
8
2                                 

A1E
295 

Cathepsin 
B OS=Sus 
scrofa 
OX=9823 
GN=CTSB 

CTS
B 

3
6.
9 1.087 1.295 1.365 0.977 1.135 1.237 0.743 1.013 0.765 0.989 0.767 0.589 

0
.
8
9 

##
##
##
# 

0
.
9
3 

##
##
##
# 

F1S
935 

60S 
ribosomal 

RPL
18A 

1
7. 0.731 0.695 0.661 0.736 0.607 0.687 1.068 1.291 1.306 1.512 1.657 1.152 

0
.

##
##

1
.

##
##
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protein 
L18a 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
8A 

4
7
7 

9
7 

##
# 

1
8 

##
# 

A0A
286
ZTU
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
06504547 

LOC
1065
0454
7 

4
6.
2
2
4 0.847 0.636 1.013 1.137 1.215 0.981 0.987 1.145 1.283 0.958 1.272 0.948 

1
.
3
4 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
286
ZW
G0 

Chromoso
me 18 
open 
reading 
frame 32 
OS=Sus 
scrofa 
OX=9823 
GN=C18or
f32 

C18
orf32 

8.
7
5
7
4 0.491 0.521   0.554 0.533   1.381 1.459   1.384 1.604   

1
.
0
7 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F1S
AX8 

Immunogl
obulin 
superfamil
y member 
3 OS=Sus 
scrofa 
OX=9823 
GN=IGSF
3 

IGS
F3 

1
3
3.
7
1                                 

Q06
A97 

Secretago
gin 
OS=Sus 
scrofa 

SCG
N 

3
1.
9
6 0.113 0.157 0.14 0.115 0.16 0.118 1.237 1.139 1.698 3.194 3.689 2.03 

0
.
9
6 

##
##
##
# 

2
.
1
9 

##
##
##
# 
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OX=9823 
GN=SCG
N 

5 

E7E
I20 

Rho GDP 
dissociatio
n inhibitor 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=ARH
GDIA 

ARH
GDI
A 

2
3.
3
9
4 0.953 0.934 0.768 0.857 0.784 0.82 1.075 1.052 1.288 1.284 1.388 1.348 

0
.
9
3 

##
##
##
# 

1
.
1
8 

##
##
##
# 

F1S
AT3 

Cystatin 
OS=Sus 
scrofa 
OX=9823 
GN=CSTL
1 

CST
L1 

1
5.
7
8 1.742   1.637 1.645   1.772 0.328   0.199 0.144   0.119 

1
.
0
1 

##
##
##
# 

0
.
5
0 

##
##
##
# 

A0A
287
B0L
6 

Histone 
H2A 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10261668 

LOC
1102
6166
8 

1
3.
9
0
6 2.009 0.527   1.1 1.977   0.641 0.929   0.437 1.246   

1
.
2
1 

##
##
##
# 

1
.
0
7 

##
##
##
# 

A0A
287
A8P
0 

OS9, 
endoplasm
ic 
reticulum 
lectin 
OS=Sus 
scrofa 
OX=9823 
GN=OS9 OS9 

7
2.
7
8
6 0.753 0.542 0.711 0.895 0.769 0.694 1.226 1.402 1.612 1.165 1.29 1.33 

1
.
1
8 

##
##
##
# 

0
.
8
9 

##
##
##
# 

A0A
287
A8U
7 

Uncharact
erized 
protein 
OS=Sus --- 

2
3.
1
4 1.477 1.523 1.523 1.832 1.711 1.504 0.413 0.402 0.423 0.288 0.261 0.336 

1
.
1
2 

##
##
##
# 

0
.
7
2 

##
##
##
# 
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scrofa 
OX=9823 

4 

F1S
133 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CFI CFI 

6
4.
0
0
2 1.274 1.109 1.085 1.131 1.231 0.961 0.74 0.804 0.813 0.793 0.818 0.887 

0
.
9
6 

##
##
##
# 

1
.
0
6 

##
##
##
# 

Q29
121 

Polypeptid
e N-
acetylgala
ctosaminyl
transferas
e 1 
OS=Sus 
scrofa 
OX=9823 
GN=GALN
T1 

GAL
NT1 

6
4.
1
1
8     0.508     0.609     1.761     1.556 

1
.
2
0   

0
.
8
8   

F1S
IQ5 

Glypican 1 
OS=Sus 
scrofa 
OX=9823 
GN=GPC1 

GPC
1 

6
0.
3
1
8 1.343 1.183 1.395 1.697 1.495 1.383 0.586 0.767 0.64 0.722 0.894 0.561 

1
.
1
7 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
287
AN5
0 

Agrin 
OS=Sus 
scrofa 
OX=9823 
GN=AGR
N 

AGR
N 

2
1
1.
9
9     1.129     1.191     0.919     0.677 

1
.
0
6   

0
.
7
4   

F1R
F53 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1

LOC
1007
3792
6 

5
6.
4
6
3 0.868 1.035 0.99 0.696 0.721 0.89 0.942 1.03 0.976 1.197 1.098 1.215 

0
.
8
0 

##
##
##
# 

1
.
1
9 

##
##
##
# 
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00737926 

F1R
KW
8 

Proteasom
e 26S 
subunit, 
non-
ATPase 
11 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D11 

PSM
D11 

4
7.
3
2
1 0.596 0.541   0.423 0.676   1.291 1.198   1.93 2.123   

0
.
9
7 

##
##
##
# 

1
.
6
3 

##
##
##
# 

F1R
Y68 

Carnitine 
O-
palmitoyltr
ansferase 
1, liver 
isoform 
OS=Sus 
scrofa 
OX=9823 
GN=CPT1
A 

CPT
1A 

7
2.
4
0
6   1.659     0.933     1.125     0.849   

0
.
5
6   

0
.
7
6   

A0A
286
ZQ4
0 

40S 
ribosomal 
protein 
S26 
OS=Sus 
scrofa 
OX=9823 
GN=RPS2
6 

RPS
26 

1
2.
3
6 0.644 0.975   0.378 0.404   1.218 0.981   1.945 1.727   

0
.
4
8 

##
##
##
# 

1
.
6
7 

##
##
##
# 

O46
409 

Apolipopro
tein A-IV 
OS=Sus 
scrofa 
OX=9823 
GN=APOA

APO
A4 

4
3.
2
9
4 1.093 0.13 1.104 1.05 0.649 0.988 0.937 1.947 1.137 1.104 1.61 0.925 

1
.
1
6 

##
##
##
# 

0
.
9
1 

##
##
##
# 
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4 

F1S
L99 

Prostaglan
din E 
synthase 3 
OS=Sus 
scrofa 
OX=9823 
GN=PTGE
S3 

PTG
ES3 

1
8.
6
9
7                                 

A0A
287
B4N
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=MAR
CKSL1 

MAR
CKS
L1 

1
9.
6
4
7 1.266 1.206 1.062 1.081 1.102 1.027 0.837 0.916 0.959 1.036 0.847 0.914 

0
.
9
1 

##
##
##
# 

1
.
0
3 

##
##
##
# 

A0A
287
AHT
8 

Kininogen 
1 OS=Sus 
scrofa 
OX=9823 
GN=KNG1 

KNG
1 

4
7.
8
5
4 0.992   2.039 1.008   1.617 0.83   0.269 1.237   0.15 

0
.
8
7 

##
##
##
# 

1
.
2
6 

##
##
##
# 

F1S
MG
9 

C-C motif 
chemokine 
OS=Sus 
scrofa 
OX=9823 
GN=CCL2
8 

CCL
28 

1
9.
5
1
1 1.642 2.413 1.442 1.462 1.11 1.326 0.327 0.502 0.54 0.312 0.415 0.279 

0
.
7
1 

##
##
##
# 

0
.
7
4 

##
##
##
# 

I3LE
D4 

Cell death 
activator 
CIDE-A 
OS=Sus 
scrofa 
OX=9823 
GN=CIDE
A 

CID
EA 

2
4.
4
9
9 0.629 0.498 0.488 0.574 0.569 0.515 1.452 1.385 1.413 1.406 1.625 1.682 

1
.
0
3 

##
##
##
# 

1
.
1
1 

##
##
##
# 

Q9X Matrix MM 6 1.63 1.926 1.879 1.661 1.37 1.343 0.482 0.484 0.523 0.352 0.332 0.37 0 ## 0 ##
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T90 metallopro
teinase-14 
OS=Sus 
scrofa 
OX=9823 
GN=MMP
14 

P14 5.
9
3
3 

.
8
1 

##
##
# 

.
7
1 

##
##
# 

F1S
AH6 

Coiled-coil 
domain 
containing 
153 
OS=Sus 
scrofa 
OX=9823 
GN=CCD
C153 

CCD
C15
3 

2
3.
3
7
8 1.089     1.043     0.991     1.048     

0
.
9
6   

1
.
0
6   

F1S
FG8 

Cation-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP1
3A4 

ATP
13A
4 

1
3
2.
7
4 0.645 0.435 0.256 0.73 0.444 0.415 1.486 1.299 1.578 1.402 1.545 1.752 

1
.
1
9 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3L
N42 

GC, 
vitamin D 
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=GC GC 

5
3.
1
6
1 0.716 0.795 0.646 0.759 0.776 0.662 1.09 1.305 1.382 1.492 1.507 1.423 

1
.
0
2 

##
##
##
# 

1
.
1
7 

##
##
##
# 

F1R
QJ4 

UDP-
glucose 
glycoprotei
n 
glucosyltra
nsferase 1 

UGG
T1 

1
7
6.
6
2 1.066 0.924 0.634 1.162 1.289 0.786 1.07 0.959 1.397 0.996 1.26 1.037 

1
.
2
3 

##
##
##
# 

0
.
9
6 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=UGG
T1 

Q2E
N75 

Protein 
S100-A6 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A6 

S10
0A6 

1
0.
0
5
9 0.84     0.902     0.835     1.608     

1
.
0
7   

1
.
9
3   

A0A
287
AIQ
8 

ATPase 
H+ 
transportin
g V1 
subunit E1 
OS=Sus 
scrofa 
OX=9823 
GN=ATP6
V1E1 

ATP
6V1
E1 

2
6.
1
2
3                                 

Q95
281 

60S 
ribosomal 
protein 
L29 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
9 

RPL
29 

1
7.
4
9
7                                 

F1S
F46 

G0/G1 
switch 2 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=G0S2 

G0S
2 

1
1.
4 0.864     0.889     1.183     1.281     

1
.
0
3   

1
.
0
8   
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A0A
2C9
F3H
3 

Aminoacyl
ase-1 
OS=Sus 
scrofa 
OX=9823 
GN=ACY1 

ACY
1 

3
9.
9
8
3 0.761 0.879 0.827 0.758 0.64 0.743 1.284 1.171 1.433 1.549 1.707 1.235 

0
.
8
7 

##
##
##
# 

1
.
1
6 

##
##
##
# 

F1S
QW
0 

Non-
specific 
serine/thre
onine 
protein 
kinase 
OS=Sus 
scrofa 
OX=9823 
GN=PAK2 

PAK
2 

5
8.
0
7
1                                 

I3LL
S7 

Exportin 1 
OS=Sus 
scrofa 
OX=9823 
GN=XPO1 

XPO
1 

1
1
5.
6
4                                 

F1S
TR6 

Nuclear 
migration 
protein 
nudC 
OS=Sus 
scrofa 
OX=9823 
GN=NUD
C 

NUD
C 

3
5.
2
9
9     1.009     1.023     1.098     0.711 

1
.
0
1   

0
.
6
5   

F1R
YV9 

Tubulin 
alpha 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=TUBA
1C 

TUB
A1C 

4
6.
0
8
9 0.656 0.609 1.136 0.697 0.801 0.82 1.008 1.1 0.884 1.634 2.095 0.887 

0
.
9
7 

##
##
##
# 

1
.
5
4 

##
##
##
# 
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F1S
AY0 

Prostaglan
din F2 
receptor 
inhibitor 
OS=Sus 
scrofa 
OX=9823 
GN=PTGF
RN 

PTG
FRN 

9
8.
6
7
6 1.333 1.212 1.379 1.439 1.358 1.226 0.778 0.762 0.683 0.631 0.609 0.485 

1
.
0
3 

##
##
##
# 

0
.
7
8 

##
##
##
# 

Q56
P20 

ADP-
ribosylatio
n factor 4 
OS=Sus 
scrofa 
OX=9823 
GN=ARF4 

ARF
4 

2
0.
4
8
5 0.47 0.434 0.54 0.459 0.409 0.776 1.515 1.514 1.365 1.558 1.777 1.401 

1
.
1
4 

##
##
##
# 

1
.
0
8 

##
##
##
# 

I3L
DR6 

Tenascin 
OS=Sus 
scrofa 
OX=9823 
GN=TNC TNC 

2
1
1.
2
8 1.551     1.253     0.43     0.394     

0
.
8
1   

0
.
9
2   

A0A
287
APX
6 

RAP1B, 
member of 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAP1
B 

RAP
1B 

2
0.
8
2
5 0.88 1.195 0.715 0.777 1.112 0.851 1.264 0.872 1.131 1.1 0.93 1.275 

0
.
9
8 

##
##
##
# 

1
.
0
1 

##
##
##
# 

B6C
VD7 

ERO1-like 
protein 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=ERO1

ERO
1A 

5
4.
2
8                                 
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A 

C4
MX
Z1 

ADP-
ribosylatio
n factor 1 
OS=Sus 
scrofa 
OX=9823 
GN=ARF1 

ARF
1 

2
0.
6
9
7 0.488 0.523 0.531 0.539 0.514 0.405 1.549 1.332 1.484 1.625 1.321 1.652 

0
.
9
5 

##
##
##
# 

1
.
0
5 

##
##
##
# 

F6Q
5X1 

Serum 
amyloid A 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
8
0
4 0.556 0.454 0.307 0.561 0.386 0.467 1.563 2.134 1.291 1.389 1.694 1.54 

1
.
0
7 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
287
ABP
4 

Protein 
tyrosine 
phosphata
se domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=PTPD
C1 

PTP
DC1 

7
7.
7
2
6                                 

A0A
287
AYH
9 

Palmitoyl-
protein 
thioesteras
e 1 
OS=Sus 
scrofa 
OX=9823 
GN=PPT1 

PPT
1 

3
4.
2
6
1 1.355 1.117 1.581 1.26 1.42 1.407 0.737 0.831 0.461 0.778 0.836 0.391 

1
.
0
1 

##
##
##
# 

0
.
9
9 

##
##
##
# 

A0A
287
BMI
3 

GDP-
mannose 
4,6-
dehydrata
se 
OS=Sus 

GM
DS 

4
0.
1
6
6 0.681 0.754 0.655 0.713 0.707 0.635 1.166 1.145 1.48 1.663 1.693 1.251 

0
.
9
8 

##
##
##
# 

1
.
2
2 

##
##
##
# 
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scrofa 
OX=9823 
GN=GMD
S 

A0A
287
B3C
8 

Laminin 
subunit 
alpha 1 
OS=Sus 
scrofa 
OX=9823 
GN=LAMA
1 

LAM
A1 

2
0
8.
8
9     1.454     1.322     0.531     0.458 

0
.
9
1   

0
.
8
6   

A0A
287
APD
5 

Long-
chain-
fatty-acid--
CoA ligase 
3 OS=Sus 
scrofa 
OX=9823 
GN=ACSL
3 

ACS
L3 

8
0.
2
7
5 0.453 0.455 0.386 0.445 0.409 0.461 1.558 1.341 1.422 1.56 1.649 1.772 

1
.
0
2 

##
##
##
# 

1
.
1
5 

##
##
##
# 

A0A
286
ZU
W0 

Glutamine-
-fructose-
6-
phosphate 
aminotran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=GFPT
1 

GFP
T1 

7
6.
7
3
7   1.503     0.53     0.978     1.242   

0
.
3
5   

1
.
2
7   

F1R
GI9 

SIL1 
nucleotide 
exchange 
factor 
OS=Sus 
scrofa SIL1 

5
1.
0
6
6 1.213 1.211 1.301 1.081 1.12 1.296 0.838 0.693 0.82 0.764 0.755 0.714 

0
.
9
4 

##
##
##
# 

0
.
9
5 

##
##
##
# 
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OX=9823 
GN=SIL1 

F1S
7K2 

Leucine 
rich alpha-
2-
glycoprotei
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=LRG1 

LRG
1 

3
9.
4
4
5 0.799 0.873 0.863 0.954 0.933 0.797 1.154 1.664 1.295 1.096 1.077 1.498 

1
.
0
6 

##
##
##
# 

0
.
8
9 

##
##
##
# 

F1S
9B8 

Serum 
amyloid A 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=SAA4 

SAA
4 

1
3.
8
6
6     1.042     1.14     0.79     0.572 

1
.
0
9   

0
.
7
2   

A0A
287
A23
1 

Pro-
epidermal 
growth 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=EGF EGF 

1
2
6.
9
8 0.563 0.665 0.702 0.611 0.522 0.763 1.366 1.267 1.302 1.539 1.723 1.365 

0
.
9
8 

##
##
##
# 

1
.
1
8 

##
##
##
# 

A0A
286
ZYT
5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CEAC
AM1 

CEA
CAM
1 

4
8.
4
7
6   0.6     0.425     1.666     1.153   

0
.
7
1   

0
.
6
9   

A0A
287
AAY
5 

Afadin, 
adherens 
junction 
formation 

AFD
N 

1
7
7.
8                                 
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factor 
OS=Sus 
scrofa 
OX=9823 
GN=AFDN 

6 

F1R
QQ
7 

Alpha-1,4 
glucan 
phosphoryl
ase 
OS=Sus 
scrofa 
OX=9823 
GN=PYGB 

PYG
B 

9
2.
5
8
3 0.85 0.848 0.445 0.907 0.856 0.795 1.116 1.09 1.54 1.395 1.463 1.385 

1
.
1
9 

##
##
##
# 

1
.
1
3 

##
##
##
# 

A0A
287
BSB
0 

Solute 
carrier 
family 38 
member 
10 
OS=Sus 
scrofa 
OX=9823 
GN=SLC3
8A10 

SLC
38A
10 

9
9.
1
9                                 

A0A
287
BHE
7 

40S 
ribosomal 
protein 
S14 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
4 

RPS
14 

1
6.
2
7
3 0.711     0.711     1.042     1.446     

1
.
0
0   

1
.
3
9   

I3LL
31 

Platelet 
derived 
growth 
factor C 
OS=Sus 
scrofa 

PDG
FC 

4
4.
2
7
8 1.634 1.984 1.416 1.258 1.319 1.422 0.512 0.418 0.728 0.422 0.239 0.51 

0
.
7
9 

##
##
##
# 

0
.
7
1 

##
##
##
# 
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OX=9823 
GN=PDGF
C 

A0A
287
AI26 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

6
6.
9
7
4                                 

Q52
NJ5 

ADP 
ribosylatio
n factor 
like 
GTPase 1 
OS=Sus 
scrofa 
OX=9823 
GN=ARL1 

ARL
1 

2
0.
4
2
7 0.675     1.263     1.161     1.191     

1
.
8
7   

1
.
0
3   

F1R
GG
1 

40S 
ribosomal 
protein 
S19 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
9 

RPS
19 

1
6.
0
6 0.75 0.811   0.849 0.935   1.049 0.987   1.487 1.531   

1
.
1
4 

##
##
##
# 

1
.
4
8 

##
##
##
# 

A0A
287
AT3
6 

Compleme
nt 
componen
t C8 beta 
chain 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C8B C8B 

6
6.
5
9
7 1.345 1.264 1.502 1.33 1.386 1.356 0.715 0.779 0.636 0.657 0.72 0.613 

0
.
9
9 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A Serine PRS 3 1.578 1.278 1.523 1.154 1.293 1.271 0.716 0.826 0.681 0.806 0.856 0.676 0 ## 1 ##



 

www.megajournalofcasereports.com 
2018 

287
AQ
X4 

protease 
22 
OS=Sus 
scrofa 
OX=9823 
GN=PRSS
22 

S22 6.
1
0
2 

.
8
5 

##
##
# 

.
0
5 

##
##
# 

F1S
PH1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PA2G
4 

PA2
G4 

3
8.
0
4
4     0.842     0.735     1.321     1.382 

0
.
8
7   

1
.
0
5   

I3LJ
U9 

Tenascin 
OS=Sus 
scrofa 
OX=9823 
GN=TNC TNC 

2
0
5.
4
1     1.52     1.498     0.445     0.304 

0
.
9
9   

0
.
6
8   

P79
388 

Folate 
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=FOLR
2 

FOL
R2 

2
8.
8
8
4 0.779 0.969 0.786 0.778 0.808 0.786 1.271 1.133 1.28 1.211 1.118 1.228 

0
.
9
4 

##
##
##
# 

0
.
9
7 

##
##
##
# 

Q06
AT1 

Neuron-
specific 
calcium-
binding 
protein 
hippocalci
n OS=Sus 
scrofa 
OX=9823 
GN=HPCA 

HPC
A 

2
2.
4
2
7 0.511     0.736     1.441     1.856     

1
.
4
4   

1
.
2
9   
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A0A
287
AP
M6 

IgG 
receptor 
FcRn large 
subunit 
p51 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=FCG
RT 

FCG
RT 

3
5.
2
3   1.192     1.206     0.74     0.668   

1
.
0
1   

0
.
9
0   

A0A
287
AP7
7 

Multivesic
ular body 
subunit 
12A 
OS=Sus 
scrofa 
OX=9823 
GN=MVB1
2A 

MVB
12A 

2
8.
1
9
7 1.043 1.064 1.114 0.906 1.114 1.104 1.623 1.107 1.209 0.766 0.755 0.881 

0
.
9
7 

##
##
##
# 

0
.
6
1 

##
##
##
# 

A0A
286
ZNV
5 

4-
trimethyla
minobutyr
aldehyde 
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=ALDH
9A1 

ALD
H9A
1 

5
3.
9
4
1 1.186 1.136 0.678 1.173 1.093 1.228 0.879 0.84 1.051 0.975 1.077 1.089 

1
.
1
7 

##
##
##
# 

1
.
1
3 

##
##
##
# 

P82
460 

Thioredoxi
n OS=Sus 
scrofa 
OX=9823 
GN=TXN TXN 

1
1.
8
2
8 0.574 0.485 0.466 0.553 0.696 0.544 1.195 1.211 1.685 1.504 1.158 1.552 

1
.
1
8 

##
##
##
# 

1
.
0
3 

##
##
##
# 

P67
985 

60S 
ribosomal 

RPL
22 

1
4. 0.884 0.854 0.75 1.063 1.442 0.9 1.029 1.07 1.14 1.191 0.899 1.203 

1
.

##
##

1
.

##
##
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protein 
L22 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
2 

7
5
9 

3
7 

##
# 

0
2 

##
# 

F1S
5B4 

Tyrosine-
protein 
phosphata
se 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00624894 

LOC
1006
2489
4 

9
6.
0
3
6   0.941     1.125     1.055     0.812   

1
.
2
0   

0
.
7
7   

F1S
682 

Sulfhydryl 
oxidase 
OS=Sus 
scrofa 
OX=9823 
GN=QSO
X1 

QSO
X1 

8
1.
4
7
7 1.149 0.95 1.231 1.317 1.22 1.157 0.821 0.948 0.897 0.77 0.827 0.779 

1
.
1
1 

##
##
##
# 

0
.
8
9 

##
##
##
# 

K7G
S67 

Compleme
nt decay-
acceleratin
g factor 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CD55 

CD5
5 

3
1.
6
6
6   0.537 0.517   0.345 0.57   1.789 1.569   1.107 1.186 

0
.
8
7 

##
##
##
# 

0
.
6
8 

##
##
##
# 

I3LV
L5 

Cysteine 
rich 
secretory 
protein 3 
OS=Sus 
scrofa 

CRI
SP3 

2
7.
0
2
4 1.282 1.681 0.551 1.127 1.224 0.707 0.789 0.591 1.561 0.736 0.299 0.951 

0
.
8
7 

##
##
##
# 

0
.
6
8 

##
##
##
# 
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OX=9823 
GN=CRIS
P3 

F2Z
5M4 

Protein 
S100 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A16 

S10
0A1
6 

1
1.
7
7
6 0.62 0.411   0.776 0.725   1.347 1.42   1.717 2.006   

1
.
4
6 

##
##
##
# 

1
.
3
5 

##
##
##
# 

A0A
287
ALJ
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
7.
0
7   1.105     1.644     0.698     0.681   

1
.
4
9   

0
.
9
8   

P59
083 

14 kDa 
phosphohi
stidine 
phosphata
se 
OS=Sus 
scrofa 
OX=9823 
GN=PHPT
1 

PHP
T1 

1
3.
9
3
1 0.779 1.225 0.679 0.556 0.5 0.652 1.197 1.003 1.418 1.534 1.693 1.258 

0
.
6
4 

##
##
##
# 

1
.
2
4 

##
##
##
# 

A0A
287
A7C
7 

Compleme
nt decay-
acceleratin
g factor 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CD55 

CD5
5 

3
3.
3
1
1 0.868     0.676     1.514     0.988     

0
.
7
8   

0
.
6
5   

F1S
390 

Uncharact
erized 
protein 

COG
8 

8
1.
5 0.807     0.873     1.318     0.765     

1
.
0   

0
.
5   
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OS=Sus 
scrofa 
OX=9823 
GN=COG
8 

7
4 

8 8 

A0A
287
AD6
3 

DNA dC-
>dU-
editing 
enzyme 
APOBEC-
3B 
OS=Sus 
scrofa 
OX=9823 
GN=APOB
EC3B 

APO
BEC
3B 

2
7.
8
2
8   3.16     0.682     0.68     0.463   

0
.
2
2   

0
.
6
8   

A0A
287
A6K
7 

Adipocyte 
plasma 
membrane 
associated 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=APM
AP 

APM
AP 

6
9.
3
1
9 0.832 0.825 1.044 0.805 1.061 0.976 1.169 1.147 0.924 1.264 1.33 1.083 

1
.
0
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 

F1S
ML7 

Inosine-5'-
monophos
phate 
dehydroge
nase 
OS=Sus 
scrofa 
OX=9823 
GN=IMPD
H1 

IMP
DH1 

6
1.
3
1
5 0.513 0.822 0.968 0.438 0.671 0.89 1.553 1.448 1.015 1.669 1.363 1.251 

0
.
8
7 

##
##
##
# 

1
.
0
7 

##
##
##
# 

F1S
K86 

Peptidylpr
olyl 

FKB
P4 

5
1. 0.836 0.752 0.533 0.787 0.883 0.565 1.198 1.126 1.485 1.395 1.563 1.551 

1
.

##
##

1
.

##
##
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isomerase 
OS=Sus 
scrofa 
OX=9823 
GN=FKBP
4 

1
7
5 

0
5 

##
# 

1
8 

##
# 

I3L
HK3 

Ras and 
Rab 
interactor 
like 
OS=Sus 
scrofa 
OX=9823 
GN=RINL RINL 

5
6.
0
7
5                                 

I3LV
17 

RAS like 
proto-
oncogene 
B OS=Sus 
scrofa 
OX=9823 
GN=RALB 

RAL
B 

2
3.
3
9
2     0.822     0.785     1.152     1.392 

0
.
9
6   

1
.
2
1   

A0A
287
AB
G3 

3-keto-
steroid 
reductase 
OS=Sus 
scrofa 
OX=9823 
GN=HSD1
7B7 

HSD
17B
7 

3
3.
9
4
7 0.569 0.697 0.547 0.559 0.409 0.557 1.436 1.145 1.248 1.673 1.394 1.517 

0
.
8
4 

##
##
##
# 

1
.
2
0 

##
##
##
# 

A0A
287
ATJ
4 

Alpha-
crystallin B 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=CRYA
B 

CRY
AB 

2
7.
6
4
6 1.075     2.161     0.682     0.421     

2
.
0
1   

0
.
6
2   

F1S Non- POD 5   0.821 1.01   0.919 0.977   0.944 0.989   1.368 0.915 1 ## 1 ##
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762 specific 
lipid-
transfer 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=POD
N 

N 8.
3
8
2 

.
0
4 

##
##
# 

.
1
8 

##
##
# 

Q8H
ZV3 

Transferrin 
receptor 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=TFRC 

TFR
C 

8
6.
1
2
1 1.164 0.801 1.37 1.285 1.117 1.108 0.791 0.857 0.726 0.943 1.023 0.961 

1
.
0
5 

##
##
##
# 

1
.
2
3 

##
##
##
# 

F1R
KY2 

Serpin 
family D 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
IND1 

SER
PIN
D1 

5
5.
8
7
4 1.366 0.975 1.355 1.233 1.279 1.202 0.703 0.878 0.834 0.883 0.952 0.794 

1
.
0
1 

##
##
##
# 

1
.
0
9 

##
##
##
# 

A0A
287
AEK
2 

cAMP-
dependent 
protein 
kinase 
type II-
alpha 
regulatory 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=PRKA
R2A 

PRK
AR2
A 

4
3.
7
1
4                                 

F1R Stromal SDF 2                                 
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NB1 cell 
derived 
factor 2 
OS=Sus 
scrofa 
OX=9823 
GN=SDF2 

2 3.
1
7
8 

A0A
287
BI63 

Ras-
related 
protein 
Rab-6A 
OS=Sus 
scrofa 
OX=9823 
GN=RAB6
A 

RAB
6A 

2
3.
5
1
8 0.766 0.794 0.753 0.865 0.828 0.734 1.199 1.194 1.184 1.276 1.274 1.357 

1
.
0
5 

##
##
##
# 

1
.
0
9 

##
##
##
# 

F1R
N76 

CD5 
antigen-
like 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CD5L 

CD5
L 

5
9.
5
6
3 1.152 1.153 1.385 0.999 0.997 1.108 0.932 0.992 0.804 0.769 0.778 0.605 

0
.
8
4 

##
##
##
# 

0
.
7
9 

##
##
##
# 

F1S
H33 

Serpin 
family I 
member 1 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INI1 

SER
PINI
1 

4
6.
4
3
9 0.871     0.946     1.026     1.211     

1
.
0
9   

1
.
1
8   

I3L5
I9 

Phenylala
nine 
hydroxylas
e OS=Sus 
scrofa 
OX=9823 PAH 

4
4.
6
3
8 0.743 0.831   0.687 1.034   0.992 0.972   1.546 1.278   

1
.
0
9 

##
##
##
# 

1
.
4
4 

##
##
##
# 
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GN=PAH 

A0A
287
AG1
3 

Apolipopro
tein B-100 
OS=Sus 
scrofa 
OX=9823 
GN=APOB 

APO
B 

5
1
7.
2
5 0.846 0.86 0.992 1.028 1.063 0.95 1.046 1.058 1.081 1.151 1.15 1.043 

1
.
1
3 

##
##
##
# 

1
.
0
5 

##
##
##
# 

I3LA
P5 

Protein 
ABHD14A 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ABHD
14A 

ABH
D14
A 

2
6.
9
0
4 1.542     1.335     0.658     0.463     

0
.
8
7   

0
.
7
0   

A0A
287
A60
4 

Galectin 3 
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LGAL
S3BP 

LGA
LS3
BP 

6
0.
9
4
7 1.688 1.573 1.246 1.151 1.58 1.372 0.603 0.725 0.977 0.576 0.665 0.521 

0
.
9
1 

##
##
##
# 

0
.
7
6 

##
##
##
# 

Q9T
SX9 

Peroxiredo
xin-6 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
6 

PRD
X6 

2
5.
0
3
7 0.897   0.759 0.939   0.8 1.065   1.17 1.38   1.173 

1
.
0
5 

##
##
##
# 

1
.
1
4 

##
##
##
# 

D0G
0C7 

Antioxidan
t protein 1 
homolog 
(Yeast) 
OS=Sus 
scrofa 
OX=9823 
GN=ATOX

ATO
X1 

7.
3
6
6
4 0.681 0.656   0.677 0.633   1.151 1.233   1.593 1.573   

0
.
9
8 

##
##
##
# 

1
.
3
3 

##
##
##
# 
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1 

I3L
CU9 

Calcium 
regulated 
heat stable 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=CAR
HSP1 

CAR
HSP
1 

1
5.
7
8
6                                 

A0A
287
AA
M6 

Vacuolar 
protein 
sorting 25 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=VPS2
5 

VPS
25 

2
3.
5
4
8     1.122     1.097     1.099     0.869 

0
.
9
8   

0
.
7
9   

A0A
287
B2M
3 

40S 
ribosomal 
protein SA 
OS=Sus 
scrofa 
OX=9823 
GN=RPSA 

RPS
A 

3
0.
7
0
7 0.91   0.597 0.689   0.731 0.987   1.404 1.699   1.426 

0
.
9
4 

##
##
##
# 

1
.
3
1 

##
##
##
# 

F1S
8N1 

HGF 
activator 
OS=Sus 
scrofa 
OX=9823 
GN=HGFA
C 

HGF
AC 

6
7.
9
1
2 1.298 1.653   1.326 1.333   0.753 0.649   0.694 0.619   

0
.
9
0 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
B67 

Cation-
independe
nt 
mannose-
6-

IGF2
R 

2
7
3.
3
1 1.311     1.455     0.886     0.741     

1
.
1
1   

0
.
8
4   
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phosphate 
receptor 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=IGF2
R 

F1S
CD0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00153899 

LOC
1001
5389
9 

4
6.
6
4 1.223 0.996 1.267 1.308 1.087 1.246 0.814 0.949 0.721 0.813 0.956 0.766 

1
.
0
4 

##
##
##
# 

1
.
0
2 

##
##
##
# 

A0A
287
A6M
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=SNX5 

SNX
5 

4
2.
6
3
9                                 

F1S
632 

Chitinase 
3 like 2 
OS=Sus 
scrofa 
OX=9823 
GN=CHI3
L2 

CHI3
L2 

4
8.
1
8
1 0.799 0.735 0.951 0.667 0.658 0.931 0.851 1.961 1.077 1.283 1.445 1.084 

0
.
9
1 

##
##
##
# 

0
.
9
8 

##
##
##
# 

A0A
287
BFU
6 

Compleme
nt C1r 
OS=Sus 
scrofa 
OX=9823 
GN=C1R C1R 

7
0.
8
8
9 1.159 0.948 1.196 1.083 1.167 1.032 0.96 1.084 0.991 0.808 0.879 0.835 

0
.
9
9 

##
##
##
# 

0
.
8
3 

##
##
##
# 

A0A
287

Transformi
ng growth 

TGF
BR3 

9
3. 1.247 1.459 1.326 1.123 1.322 1.203 0.827 0.747 0.854 0.717 0.513 0.649 

0
.

##
##

0
.

##
##
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BPI
7 

factor beta 
receptor 
type 3 
OS=Sus 
scrofa 
OX=9823 
GN=TGFB
R3 

9
4
7 

9
1 

##
# 

7
7 

##
# 

I3LS
D3 

60S 
ribosomal 
protein 
L13 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
3 

RPL
13 

2
4.
3
0
5 0.567 0.665 0.562 0.93 0.592 0.657 1.055 1.16 1.465 1.706 1.855 1.175 

1
.
2
2 

##
##
##
# 

1
.
2
9 

##
##
##
# 

K7G
KR3 

Phospholi
pid-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP9
A 

ATP
9A 

1
1
2.
8
2                                 

A0A
287
B2P
1 

Chloride 
intracellula
r channel 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=CLIC
1 

CLIC
1 

2
6.
9
7
7 0.811 0.995 0.704 0.763 0.877 0.742 1.129 1.233 1.185 1.449 1.344 1.367 

0
.
9
5 

##
##
##
# 

1
.
1
7 

##
##
##
# 

I3LF
B8 

Heat 
shock 
transcriptio

HSF
5 

6
6.
6 0.3     0.348     1.542     1.426     

1
.
1   

0
.
9   
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n factor 5 
OS=Sus 
scrofa 
OX=9823 
GN=HSF5 

6
6 

6 3 

F1S
S00 

Transmem
brane BAX 
inhibitor 
motif 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=TMBI
M1 

TMB
IM1 

3
3.
8
2 0.552 0.44 0.717 0.67 0.629 0.667 1.48 1.392 1.289 1.589 1.654 1.396 

1
.
1
5 

##
##
##
# 

1
.
1
2 

##
##
##
# 

A0A
287
AW
E0 

Chromoso
me 16 
open 
reading 
frame 89 
OS=Sus 
scrofa 
OX=9823 
GN=C16or
f89 

C16
orf89 

3
6.
5
4 0.849 1.031 0.984 1.031 1.089 0.92 1.072 1.062 0.997 0.889 1.111 0.961 

1
.
0
6 

##
##
##
# 

0
.
9
5 

##
##
##
# 

A0A
287
BG1
4 

Proteasom
e 26S 
subunit, 
ATPase 6 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
C6 

PSM
C6 

4
5.
8
5
5                                 

A0A
287
BN4
9 

Perilipin 
OS=Sus 
scrofa 
OX=9823 

PLIN
3 

4
4.
5
9 0.436 0.675 0.389 0.479 0.61 0.502 1.546 1.34 1.624 1.489 1.34 1.54 

1
.
0
6 

##
##
##
# 

0
.
9
7 

##
##
##
# 
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GN=PLIN3 4 

P04
119 

Beta-
lactoglobul
in-1A/1C 
OS=Sus 
scrofa 
OX=9823 --- 

1
9.
7
3
4 1.056 0.866 1.067 1.06 1.126 1.083 1.042 0.993 0.989 1.007 1.038 1.099 

1
.
0
9 

##
##
##
# 

1
.
0
4 

##
##
##
# 

I3L
RS8 

Phosphati
dylinositol 
transfer 
protein 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=PITP
NA 

PITP
NA 

3
1.
1
2
6 0.675     0.851     1.364     1.351     

1
.
2
6   

0
.
9
9   

I3L
C07 

RAB18, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB1
8 

RAB
18 

2
2.
9
9
1 0.739 0.812 0.625 0.652 0.706 0.566 1.387 1.224 1.423 1.343 1.354 1.453 

0
.
8
8 

##
##
##
# 

1
.
0
3 

##
##
##
# 

F1S
A91 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=KCTD
3 

KCT
D3 

8
8.
9
6
2 1.088   1.371 1.806   1.533 0.357   0.55 0.234   0.258 

1
.
3
6 

##
##
##
# 

0
.
5
4 

##
##
##
# 

A0A
287
AXK

Protein 
tyrosine 
phosphata

PTP
RF 

2
1
1. 1.181 1.313 1.106 1.196 1.249 1.112 0.963 0.961 0.922 0.875 0.782 0.779 

0
.
9

##
##
##

0
.
8

##
##
##
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8 se, 
receptor 
type F 
OS=Sus 
scrofa 
OX=9823 
GN=PTPR
F 

2
2 

9 # 6 # 

I3LF
S2 

Centrosom
al protein 
19 
OS=Sus 
scrofa 
OX=9823 
GN=CEP1
9 

CEP
19 

1
9.
3
3     0.37     0.374     1.437     2.075 

1
.
0
1   

1
.
4
4   

I3LB
K0 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
8
2
8                                 

A0A
287
A1J
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
2
4
1 1.783 1.445 1.407 1.665 1.46 1.384 0.413 0.329 0.434 0.397 0.203 0.426 

0
.
9
7 

##
##
##
# 

0
.
8
7 

##
##
##
# 

I3LI
92 

Carboxype
ptidase Q 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CPQ CPQ 

4
6.
3
0
3 1.466 1.143 1.094 1.212 1.317 1.022 0.715 1.145 1.589 0.552 0.69 0.875 

0
.
9
6 

##
##
##
# 

0
.
6
1 

##
##
##
# 

A0A
287
A5Y

Minichrom
osome 
maintenan

MC
M8 

2
0.
3   0.782     3.385     0.52     0.556   

4
.
3   

1
.
0   
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0 ce 8 
homologo
us 
recombina
tion repair 
factor 
OS=Sus 
scrofa 
OX=9823 
GN=MCM
8 

4
6 

3 7 

A0A
287
AN
W8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
3
8
2 0.232     0.419     1.348     2.336     

1
.
8
1   

1
.
7
3   

A0A
287
A7F
5 

60S 
ribosomal 
protein 
L31 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
1 

RPL
31 

1
4.
1
4
2   0.522 0.613   0.654 0.734   1.222 1.175   1.873 1.114 

1
.
2
2 

##
##
##
# 

1
.
2
5 

##
##
##
# 

Q06
AT7 

RHOF 
OS=Sus 
scrofa 
OX=9823 
GN=RHO
F 

RHO
F 

2
3.
5
7
7                                 

F1S
0V3 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
6 

ANX
A6 

7
5.
7
9
7 0.736 0.481 0.566 0.653 1.03 0.544 1.071 1.138 1.366 1.539 2.024 1.488 

1
.
2
5 

##
##
##
# 

1
.
4
1 

##
##
##
# 
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B9T
RW
9 

Guanine 
nucleotide-
binding 
protein 
subunit 
gamma 
OS=Sus 
scrofa 
OX=9823 
GN=GNG
12 

GNG
12 

8.
0
6
9
2   0.715 0.452   0.518 0.507   1.371 1.537   1.39 1.71 

0
.
8
8 

##
##
##
# 

1
.
0
7 

##
##
##
# 

A0A
287
BE5
9 

Frizzled 
class 
receptor 8 
OS=Sus 
scrofa 
OX=9823 
GN=FZD8 

FZD
8 

7
2.
3
3
3   1.572 1.421   1.256 1.286   0.502 0.537   0.458 0.266 

0
.
8
5 

##
##
##
# 

0
.
7
0 

##
##
##
# 

F1R
JI1 

Malectin 
OS=Sus 
scrofa 
OX=9823 
GN=MLEC 

MLE
C 

3
2.
2 1.121 1.23 1.136 1.101 1.146 1.036 0.871 0.733 0.863 0.933 1.012 0.785 

0
.
9
4 

##
##
##
# 

1
.
1
1 

##
##
##
# 

A0A
286
ZW
84 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
4.
5
2
8                                 

A28
7AQ
G3 

MHC class 
I antigen 2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00513601 

LOC
1005
1360
1 

3
9.
9
7
9 0.544 0.663 0.586 0.675 0.579 0.608 1.084 1.439 1.338 1.424 1.277 1.583 

1
.
0
4 

##
##
##
# 

1
.
1
1 

##
##
##
# 

A0A Chromoso C11 1 0.221 0.187 0.244 0.418 0.319 0.291 2.827 2.215 2.396 1.867 2.183 2.539 1 ## 0 ##
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287
BG
E4 

me 11 
open 
reading 
frame 97 
OS=Sus 
scrofa 
OX=9823 
GN=C11or
f97 

orf97 3.
8
7
5 

.
5
8 

##
##
# 

.
8
9 

##
##
# 

A0A
287
B93
7 

Protein 
tyrosine 
phosphata
se, 
receptor 
type K 
OS=Sus 
scrofa 
OX=9823 
GN=PTPR
K 

PTP
RK 

1
6
2.
9
5   1.648     1.116     0.535     0.399   

0
.
6
8   

0
.
7
5   

F1S
UE3 

Pyrophosp
hatase 
(inorganic) 
1 OS=Sus 
scrofa 
OX=9823 
GN=PPA1 

PPA
1 

3
2.
7
9 0.715 0.801 0.749 1.185 0.715 0.64 1.365 1.282 1.293 1.247 1.423 1.33 

1
.
1
2 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1S
GW
8 

Sodium-
coupled 
neutral 
amino acid 
transporter 
2 OS=Sus 
scrofa 
OX=9823 
GN=SLC3
8A2 

SLC
38A
2 

5
3.
4
4
9   1.088 1.637   2.358 1.392   0.419 0.556   0.198 0.275 

1
.
3
8 

##
##
##
# 

0
.
4
9 

##
##
##
# 

P27 Apolipopro APO 1 0.741 0.845 0.85 0.859 1.014 0.792 1.143 1.024 1.112 1.437 1.347 1.101 1 ## 1 ##
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917 tein C-III 
OS=Sus 
scrofa 
OX=9823 
GN=APO
C3 

C3 0.
7
0
4 

.
0
9 

##
##
# 

.
1
9 

##
##
# 

A0A
286
ZM
B2 

Gamma-
glutamyl 
hydrolase 
OS=Sus 
scrofa 
OX=9823 
GN=GGH GGH 

3
5.
4
2
8 1.09 0.67 1.226 0.995 0.901 1.087 0.878 1.241 0.944 1.083 1.264 0.861 

1
.
0
0 

##
##
##
# 

1
.
0
5 

##
##
##
# 

Q06
AU6 

Ras-
related 
protein 
Rab-5A 
OS=Sus 
scrofa 
OX=9823 
GN=RAB5
A 

RAB
5A 

2
3.
7
4
7 0.453 0.691 0.357 0.557 0.594 0.394 1.467 1.334 1.611 1.422 1.496 1.534 

1
.
0
3 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
A14
0 

Synaptobr
evin 
homolog 
YKT6 
OS=Sus 
scrofa 
OX=9823 
GN=YKT6 

YKT
6 

1
8.
3
7
7 0.673     0.713     1.231     1.476     

1
.
0
6   

1
.
2
0   

A0A
287
BR
R7 

Proteasom
e subunit 
alpha type 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
A7 

PSM
A7 

2
7.
1
3
1     0.712     0.851     1.278     1.28 

1
.
2
0   

1
.
0
0   
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I3L9
N5 

Proteasom
e 26S 
subunit, 
non-
ATPase 5 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
D5 

PSM
D5 

5
6.
1
8
2 0.77     0.8     1.231     1.34     

1
.
0
4   

1
.
0
9   

F2Z
4Z8 

G protein 
subunit 
beta 2 
OS=Sus 
scrofa 
OX=9823 
GN=GNB2 

GNB
2 

3
7.
3
3
1 0.81 1.281 0.748 0.862 0.907 0.729 1.083 0.822 1.232 1.226 1.088 1.241 

0
.
8
8 

##
##
##
# 

1
.
1
3 

##
##
##
# 

A0A
287
BFC
9 

Dolichyl-
diphospho
oligosacch
aride--
protein 
glycosyltra
nsferase 
subunit 1 
OS=Sus 
scrofa 
OX=9823 
GN=RPN1 

RPN
1 

6
6.
9
5
5 0.732 1.124 0.56 0.707 1.118 0.711 1.183 1.085 1.442 1.6 0.921 1.368 

1
.
0
5 

##
##
##
# 

1
.
0
5 

##
##
##
# 

P62
831 

60S 
ribosomal 
protein 
L23 
OS=Sus 
scrofa 
OX=9823 
GN=RPL2
3 

RPL
23 

1
4.
8
6
5 0.659 0.733 0.542 0.552 0.673 0.597 1.076 1.098 1.397 1.751 1.67 1.295 

0
.
9
4 

##
##
##
# 

1
.
3
2 

##
##
##
# 
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F1S
9I3 

HHIP like 
2 OS=Sus 
scrofa 
OX=9823 
GN=HHIP
L2 

HHI
PL2 

7
8.
6
8
6 0.729 0.737 0.766 0.884 0.714 0.779 1.225 1.347 1.069 1.41 1.361 1.258 

1
.
0
7 

##
##
##
# 

1
.
1
1 

##
##
##
# 

K7G
NZ3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=NACA 

NAC
A 

2
3.
3
8
4 0.551     0.587     1.235     1.602     

1
.
0
7   

1
.
3
0   

F1R
XV0 

Asparagin
e 
synthetase 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=ASNS
D1 

ASN
SD1 

7
1.
6
2
9                                 

A0A
287
ALG
2 

Lambda-
crystallin 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=CRYL
1 

CRY
L1 

2
9.
1
9
9                                 

F1S
LC4 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
4 

ANX
A4 

3
3.
6
0
8                                 

A0A Golgi GOL 4 1.041 1.048   1.544 1.495   0.982 0.817   0.858 0.715   1 ## 0 ##
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287
AY7
5 

membrane 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=GOL
M1 

M1 4.
2
0
9 

.
4
6 

##
##
# 

.
8
7 

##
##
# 

A0A
287
B0H
0 

SEC31 
homolog 
A, COPII 
coat 
complex 
componen
t OS=Sus 
scrofa 
OX=9823 
GN=SEC3
1A 

SEC
31A 

1
2
0.
9
7                                 

A0A
287
AH0
2 

Fibulin 2 
OS=Sus 
scrofa 
OX=9823 
GN=FBLN
2 

FBL
N2 

1
2
0.
8 1.583 1.771 1.709 1.437 1.535 1.395 0.361 0.37 0.464 0.272 0.223 0.304 

0
.
8
6 

##
##
##
# 

0
.
6
7 

##
##
##
# 

F1R
W75 

Desmopla
kin 
OS=Sus 
scrofa 
OX=9823 
GN=DSP DSP 

3
3
1.
6
1   2.017 2.02   0.912 0.842   0.403 0.316   1.071 0.931 

0
.
4
3 

##
##
##
# 

2
.
7
8 

##
##
##
# 

A0A
287
AEF
9 

ArfGAP 
with 
GTPase 
domain, 
ankyrin 
repeat and 
PH 
domain 2 

AGA
P2 

1
2
2.
7
6                                 
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OS=Sus 
scrofa 
OX=9823 
GN=AGAP
2 

A0A
287
A95
9 

Tyrosine-
protein 
kinase 
receptor 
OS=Sus 
scrofa 
OX=9823 
GN=DDR1 

DDR
1 

9
9.
3
4
8 1.467 1.652 1.243 1.195 1.152 1.237 0.655 0.689 0.733 0.618 0.519 0.641 

0
.
8
2 

##
##
##
# 

0
.
8
6 

##
##
##
# 

F1R
MB2 

Metalloend
opeptidase 
OS=Sus 
scrofa 
OX=9823 
GN=BMP1 

BMP
1 

9
4.
3
4
6 1.087 1.343 1.03 0.957 1.286 1.133 1.13 0.865 1.045 0.952 0.748 0.865 

0
.
9
8 

##
##
##
# 

0
.
8
4 

##
##
##
# 

F2Z
5C7 

40S 
ribosomal 
protein 
S3a 
OS=Sus 
scrofa 
OX=9823 
GN=RPS3
A 

RPS
3A 

2
9.
9
4
5     0.725     0.795     1.377     0.909 

1
.
1
0   

0
.
6
6   

C3S
7K6 

Calcium-
binding 
protein A9 
OS=Sus 
scrofa 
OX=9823 
GN=S100
A9 

S10
0A9 

1
5.
8
9
2 0.621 1.006 0.378 0.641 2.784 0.44 0.895 0.289 1.247 0.986 0.467 1.556 

1
.
9
3 

##
##
##
# 

1
.
2
4 

##
##
##
# 

A0A
286

Round 
spermatid 

RSB
N1 

8
2.   0.824     1.561     1.099     0.371   

1
.   

0
.   
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ZW
74 

basic 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=RSBN
1 

9
9
8 

8
9 

3
4 

K9I
VR7 

WD repeat 
domain 1 
OS=Sus 
scrofa 
OX=9823 
GN=WDR
1 

WD
R1 

6
6.
1
8
7 0.65 0.629   0.675 0.968   1.045 1.323   1.474 1.668   

1
.
2
9 

##
##
##
# 

1
.
3
3 

##
##
##
# 

F1S
9Q1 

Heat 
shock 
cognate 
71 kDa 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA
8 

HSP
A8 

7
0.
8
6
5     0.791     0.796     1.203     1.224 

1
.
0
1   

1
.
0
2   

K7G
T29 

Interleukin 
17 
receptor A 
OS=Sus 
scrofa 
OX=9823 
GN=IL17R
A 

IL17
RA 

9
4.
1
9
2 1.042     1.384     0.847     0.709     

1
.
3
3   

0
.
8
4   

F1R
G17 

Nucleosid
e 
diphosphat
e kinase 
OS=Sus 
scrofa 

NME
3 

1
9.
0
7
7 1.098 1.297 1.205 1.117 1.322 1.102 0.86 0.744 0.851 0.862 0.647 0.74 

0
.
9
8 

##
##
##
# 

0
.
9
2 

##
##
##
# 
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OX=9823 
GN=NME3 

I3LK
24 

AP-2 
complex 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=AP2A
1 

AP2
A1 

1
0
3.
4
8                                 

A0A
287
BEY
3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00624077 

LOC
1006
2407
7 

4
0.
3
8
3 1.646 1.36 1.478 1.535 1.358 1.555 0.58 0.502 0.577 0.474 0.484 0.344 

0
.
9
9 

##
##
##
# 

0
.
7
9 

##
##
##
# 

I3LI
L4 

Myosin IC 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
1C 

MYO
1C 

1
1
9.
9
9 1.043 0.953 1.117 0.875 0.821 0.81 0.951 1.062 0.991 1.099 0.536 0.725 

0
.
8
1 

##
##
##
# 

0
.
7
9 

##
##
##
# 

I3L
GN8 

Plakophilin 
1 OS=Sus 
scrofa 
OX=9823 
GN=PKP1 

PKP
1 

8
0.
6
8
7             1.275     1.1         

0
.
8
6   

A0A
287
AIU
5 

Talin 1 
OS=Sus 
scrofa 
OX=9823 
GN=TLN1 

TLN
1 

2
4
5.
7                                 

P80
895 

Protein-L-
isoaspartat
e(D-

PCM
T1 

2
4.
6 1.164 1.532 1.153 1.147 1.217 1.217 0.711 0.785 0.659 0.845 0.545 0.834 

0
.
9

##
##
##

1
.
0

##
##
##
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aspartate) 
O-
methyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=PCM
T1 

4
6 

3 # 3 # 

I3LP
B8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=SRM SRM 

3
4 0.669 0.449 0.63 0.659 0.784 0.736 1.229 1.462 1.338 1.644 1.753 1.668 

1
.
2
5 

##
##
##
# 

1
.
2
6 

##
##
##
# 

I3L
H47 

Ectonucle
oside 
triphospha
te 
diphospho
hydrolase 
3 OS=Sus 
scrofa 
OX=9823 
GN=ENTP
D3 

ENT
PD3 

5
5.
8
3 0.801     1.026     1.252     1.146     

1
.
2
8   

0
.
9
2   

A0A
286
ZQ
W5 

Surfeit 4 
OS=Sus 
scrofa 
OX=9823 
GN=SURF
4 

SUR
F4 

3
0.
4
2
2   1.139     0.52     1.069     1.503   

0
.
4
6   

1
.
4
1   

K9I
VK6 

Large 
neutral 
amino 
acids 
transporter 

SLC
7A5 

5
4.
8
2
2                                 
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small 
subunit 1 
OS=Sus 
scrofa 
OX=9823 
GN=SLC7
A5 

A0A
286
ZUI
3 

Elongation 
factor 1-
alpha 1 
OS=Sus 
scrofa 
OX=9823 
GN=EEF1
A1 

EEF
1A1 

4
6.
6
6
1 0.591 0.613 0.397 0.702 0.586 0.544 1.175 1.249 1.635 1.707 1.834 1.41 

1
.
1
4 

##
##
##
# 

1
.
2
2 

##
##
##
# 

F1S
FY5 

HIV-1 Tat 
interactive 
protein 2 
OS=Sus 
scrofa 
OX=9823 
GN=HTAT
IP2 

HTA
TIP2 

3
4.
1
6                                 

F1S
AE9 

Laminin 
subunit 
beta 1 
OS=Sus 
scrofa 
OX=9823 
GN=LAMB
1 

LAM
B1 

1
9
4.
1
8     0.779     0.721     1.198     1.318 

0
.
9
3   

1
.
1
0   

I3LJ
T1 

Nidogen 1 
OS=Sus 
scrofa 
OX=9823 
GN=NID1 NID1 

1
2
5.
0
6 1.536 0.945 1.212 1.063 0.943 1.261 1.135 1.297 0.867 0.743 0.943 0.709 

0
.
8
9 

##
##
##
# 

0
.
7
3 

##
##
##
# 

A0A
287

Pre-mRNA 
processing 

PRP
F4B 

9
8.                                 
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AUZ
8 

factor 4B 
OS=Sus 
scrofa 
OX=9823 
GN=PRPF
4B 

6
2
2 

I3L
RQ9 

Crystallin 
beta-
gamma 
domain 
containing 
1 OS=Sus 
scrofa 
OX=9823 
GN=CRYB
G1 

CRY
BG1 

2
1
7.
7
5     1.21     2.411     0.407     0.251 

1
.
9
9   

0
.
6
2   

A0A
287
B2T
5 

Platelet 
glycoprotei
n 4 
OS=Sus 
scrofa 
OX=9823 
GN=CD36 

CD3
6 

4
3.
3
3 0.324 0.417 0.29 0.353 0.33 0.431 1.807 1.641 1.504 1.463 1.526 1.864 

1
.
0
8 

##
##
##
# 

0
.
9
8 

##
##
##
# 

I3L6
51 

Fibrinogen 
beta chain 
OS=Sus 
scrofa 
OX=9823 
GN=FGB FGB 

5
1.
6
9
6 0.657 0.682 0.753 0.738 0.728 0.789 1.191 1.466 1.25 1.478 1.521 1.407 

1
.
0
8 

##
##
##
# 

1
.
1
3 

##
##
##
# 

A0A
287
BSL
4 

Vinculin 
OS=Sus 
scrofa 
OX=9823 
GN=VCL VCL 

1
0
1.
1 0.942   0.867 0.76   0.884 0.966   1.064 1.281   1.05 

0
.
9
1 

##
##
##
# 

1
.
1
5 

##
##
##
# 

F1S
RX0 

5'-AMP-
activated 
protein 
kinase 

PRK
AG3 

5
5.
0
5   1.411     1.629     0.303     0.174   

1
.
1
6   

0
.
5
7   
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subunit 
gamma-3 
OS=Sus 
scrofa 
OX=9823 
GN=PRKA
G3 

7 

Q19
AZ8 

Prothrombi
n OS=Sus 
scrofa 
OX=9823 
GN=F2 F2 

7
0.
0
6
5 1.251 1.498 1.356 1.277 1.146 1.29 0.746 0.772 0.726 0.682 0.634 0.638 

0
.
9
1 

##
##
##
# 

0
.
8
7 

##
##
##
# 

F1R
WJ5 

Importin 
subunit 
beta-1 
OS=Sus 
scrofa 
OX=9823 
GN=KPNB
1 

KPN
B1 

9
7.
2
2
4                                 

F1R
F28 

Thrombos
pondin 4 
OS=Sus 
scrofa 
OX=9823 
GN=THBS
4 

THB
S4 

1
0
3.
4
8 1.42 1.708 1.4 1.165 1.228 1.235 0.695 0.656 0.55 0.681 0.627 0.467 

0
.
8
0 

##
##
##
# 

0
.
9
3 

##
##
##
# 

A0A
287
BQ
W3 

H1 histone 
family 
member 0 
OS=Sus 
scrofa 
OX=9823 
GN=H1F0 

H1F
0 

2
0.
8
9
1     1.004     1.541     1.272     0.822 

1
.
5
4   

0
.
6
5   

A0A
287
B6M
0 

Carbonic 
anhydrase 
2 OS=Sus 
scrofa CA2 

2
4.
6
1 0.759 0.542 0.644 0.768 0.734 0.751 1.22 1.287 1.315 1.586 2.069 1.515 

1
.
1
6 

##
##
##
# 

1
.
3
5 

##
##
##
# 
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OX=9823 
GN=CA2 

5 

F1S
KQ7 

Golgin A1 
OS=Sus 
scrofa 
OX=9823 
GN=GOL
GA1 

GOL
GA1 

8
6.
6
5
6                                 

Q2
QC8
7 

Acyl-CoA 
synthetase 
long-chain 
family 
member 4 
variant 1 
OS=Sus 
scrofa 
OX=9823 
GN=ACSL
4 

ACS
L4 

7
4.
4
7
8 0.439 0.442 0.47 0.438 0.515 0.427 1.495 1.34 1.287 1.562 1.568 1.707 

1
.
0
2 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
287
BBS
4 

ATP 
synthase 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=ATP5
F1A 

ATP
5F1
A 

5
9.
3
5
5   1.433     0.729     1.132     1.063   

0
.
5
1   

0
.
9
4   

F2Z
554 

60S 
ribosomal 
protein 
L30 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
0 

RPL
30 

1
2.
7
8
4 0.352     0.343     1.196     2.043     

0
.
9
7   

1
.
7
1   

Q6S 40S RPS 1   1.078     0.887     0.846     1.343   0   1   
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A96 ribosomal 
protein 
S23 
OS=Sus 
scrofa 
OX=9823 
GN=RPS2
3 

23 5.
8
1
6 

.
8
2 

.
5
9 

F1S
A70 

Heat 
shock 
protein 
family A 
(Hsp70) 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=HSPA
2 

HSP
A2 

6
9.
0
2
4     1.539     0.691     1.155     1.037 

0
.
4
5   

0
.
9
0   

F6Q
9P4 

Myosin 
light chain 
1/3, 
skeletal 
muscle 
isoform 
OS=Sus 
scrofa 
OX=9823 
GN=MYL1 

MYL
1 

1
6.
7
5
9 1.406     0.885     0.752     0.972     

0
.
6
3   

1
.
2
9   

K7G
T30 

ATRX, 
chromatin 
remodeler 
OS=Sus 
scrofa 
OX=9823 
GN=ATRX 

ATR
X 

2
2
7.
8
6 1.612     2.162     0.345     0.276     

1
.
3
4   

0
.
8
0   

A0A
286

Microceph
alin 1 

MCP
H1 

8
0.                                 
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ZLF
7 

OS=Sus 
scrofa 
OX=9823 
GN=MCP
H1 

4
7
2 

M3V
JZ7 

LIM and 
SH3 
domain 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=LASP
1 

LAS
P1 

2
9.
6
8
8 0.926 1.501 0.98 1.178 1.107 0.883 0.853 0.686 1.092 1.086 0.913 1.041 

0
.
9
3 

##
##
##
# 

1
.
1
6 

##
##
##
# 

D3K
5K6 

EPH 
receptor 
B3 
OS=Sus 
scrofa 
OX=9823 
GN=EPHB
3 

EPH
B3 

1
0
6.
1
9 1.205 1.348 1.26 1.382 1.232 1.179 0.774 0.731 0.757 0.651 0.716 0.813 

1
.
0
0 

##
##
##
# 

0
.
9
6 

##
##
##
# 

A0A
287
BL6
3 

6-
phosphofr
ucto-2-
kinase/fruc
tose-2,6-
biphosphat
ase 4 
OS=Sus 
scrofa 
OX=9823 
GN=PFKF
B4 

PFK
FB4 

5
5.
1
0
2 1.859     2.027     0.291     0.151     

1
.
0
9   

0
.
5
2   

O97
507 

Coagulatio
n factor XII 
OS=Sus 
scrofa F12 

6
8.
0
1 1.309 1.571 1.01 1.367 1.283 1.092 0.63 0.702 0.83 0.736 0.649 0.888 

0
.
9
6 

##
##
##
# 

1
.
0
5 

##
##
##
# 
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OX=9823 
GN=F12 

2 

F1S
D70 

Legumain 
OS=Sus 
scrofa 
OX=9823 
GN=LGM
N 

LGM
N 

4
9.
1
1 1.297 1.219 1.358 1.201 1.103 1.328 0.674 0.825 0.74 0.684 0.747 0.708 

0
.
9
4 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1S
S24 

Fibronecti
n 1 
OS=Sus 
scrofa 
OX=9823 
GN=FN1 FN1 

2
7
0.
5
9 0.636 0.578 0.489 0.697 0.628 0.486 1.351 1.591 1.468 1.381 1.474 1.705 

1
.
0
6 

##
##
##
# 

1
.
0
3 

##
##
##
# 

F1S
P18 

Threonyl-
tRNA 
synthetase 
OS=Sus 
scrofa 
OX=9823 
GN=TARS 

TAR
S 

7
6.
9
6
3 0.687 0.507 0.593 0.531 0.618 0.649 1.419 1.549 1.492 1.801 1.782 1.336 

1
.
0
1 

##
##
##
# 

1
.
1
0 

##
##
##
# 

F1R
T67 

Inositol 
monophos
phatase 3 
OS=Sus 
scrofa 
OX=9823 
GN=IMPA
D1 

IMP
AD1 

3
8.
6
6
8     0.4     0.58     1.757     1.489 

1
.
4
5   

0
.
8
5   

A0A
287
AN9
0 

Matrix 
metallopro
teinase-9 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=MMP
9 

MM
P9 

7
4.
6
4 0.701     0.648     0.525     0.675     

0
.
9
2   

1
.
2
9   
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Q06
AA5 

Tetraspani
n-9 
OS=Sus 
scrofa 
OX=9823 
GN=TSPA
N9 

TSP
AN9 

2
6.
7
8
1 0.176   0.216 0.366   0.101 1.818   2.426 1.441   1.728 

1
.
1
9 

##
##
##
# 

0
.
7
5 

##
##
##
# 

A0A
287
BQ
K2 

Inter-
alpha-
trypsin 
inhibitor 
heavy 
chain H3 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH3 

ITIH
3 

9
6.
9
6
1 1.065 1.374 1.369 1.191 1.583 1.267 0.776 0.853 0.807 0.874 0.68 0.619 

1
.
0
6 

##
##
##
# 

0
.
8
9 

##
##
##
# 

F1R
RU6 

Tousled 
like kinase 
2 OS=Sus 
scrofa 
OX=9823 
GN=TLK2 

TLK
2 

7
8.
5
0
5   4.015     0.202     0.06     0.071   

0
.
0
5   

1
.
1
8   

F1R
QC1 

Family 
with 
sequence 
similarity 
114 
member 
A2 
OS=Sus 
scrofa 
OX=9823 
GN=FAM1
14A2 

FAM
114
A2 

5
0.
8
1
9                                 

A0A
287

Uncharact
erized 

LOC
1102

3
1. 1.136     0.471     0.523     0.727     

0
.   

1
.   
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AS7
6 

protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
10256379 

5637
9 

9
3
9 

4
2 

3
9 

A0A
287
BAC
5 

Capping 
actin 
protein, 
gelsolin 
like 
OS=Sus 
scrofa 
OX=9823 
GN=CAP
G 

CAP
G 

3
8.
6
6
5 0.936 0.783 0.53 0.902 0.691 0.412 0.817 1.314 1.594 1.332 1.716 1.231 

0
.
8
9 

##
##
##
# 

1
.
1
5 

##
##
##
# 

F2Z
5E6 

Ribosomal 
protein S5 
OS=Sus 
scrofa 
OX=9823 
GN=RPS5 

RPS
5 

2
2.
8
7
6 0.685 0.482   0.608 0.538   1.133 1.339   1.828 2.035   

0
.
9
8 

##
##
##
# 

1
.
5
6 

##
##
##
# 

I3LT
88 

Sodium/po
tassium-
transportin
g ATPase 
subunit 
alpha 
OS=Sus 
scrofa 
OX=9823 
GN=ATP1
A1 

ATP
1A1 

1
0
9.
7
6 0.709     0.75     1.387     1.166     

1
.
0
6   

0
.
8
4   

A0A
287
AWI
4 

Protein 
tyrosine 
phosphata
se, 
receptor 

PTP
RJ 

1
4
3.
3   0.225     0.692     1.516     1.714   

3
.
0
8   

1
.
1
3   
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type J 
OS=Sus 
scrofa 
OX=9823 
GN=PTPR
J 

A0A
287
AX
W3 

Catechol 
O-
methyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=COM
T 

CO
MT 

2
4.
4
6
6   1.281     0.939     0.925     1.267   

0
.
7
3   

1
.
3
7   

A0A
287
AFK
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
1.
0
0
2 1.848   1.086 1.13   1.192 0.472   0.89 0.328   0.776 

0
.
7
9 

##
##
##
# 

0
.
8
1 

##
##
##
# 

B3S
P85 

Gamma-
interferon-
inducible-
lysosomal 
thiol 
reductase 
OS=Sus 
scrofa 
OX=9823 
GN=IFI30 IFI30 

2
7.
6
1
4 1.04 1.169 1.107 1.223 1.626 1.057 1.028 0.768 1.14 0.698 0.891 0.775 

1
.
1
8 

##
##
##
# 

0
.
8
1 

##
##
##
# 

F1R
PT7 

Coiled-coil 
domain 
containing 
148 
OS=Sus 
scrofa 
OX=9823 

CCD
C14
8 

6
8.
5
4
4   1.32 1.888   2.284 1.348   0.339 0.387   0.495 0.475 

1
.
1
3 

##
##
##
# 

1
.
3
4 

##
##
##
# 
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GN=CCD
C148 

F1R
QW
7 

Compleme
nt C2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=C2 C2 

9
4.
2
5
7 1.456 1.052 1.66 1.382 1.39 1.251 0.715 1.121 0.655 0.661 0.82 0.52 

0
.
9
7 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A
287
A2T
9 

Twinfilin 
actin 
binding 
protein 1 
OS=Sus 
scrofa 
OX=9823 
GN=TWF1 

TWF
1 

3
6.
7
0
4   1.178 1.064   0.603 0.797   1.112 1.066   1.459 1.171 

0
.
6
2 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
286
ZW
F5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
2.
8
5
6 1.616 1.498 1.387 1.08 1.574 1.59 0.41 0.454 0.394 0.282 0.339 0.446 

0
.
9
4 

##
##
##
# 

0
.
8
5 

##
##
##
# 

I3LA
84 

Procollage
n-lysine,2-
oxoglutara
te 5-
dioxygena
se 3 
OS=Sus 
scrofa 
OX=9823 
GN=PLOD
3 

PLO
D3 

8
4.
6
4
1 0.904     0.86     1.241     1.012     

0
.
9
5   

0
.
8
2   

A0A
287
B9
W3 

Dynein 
cytoplasmi
c 1 heavy 
chain 1 

DYN
C1H
1 

4
2
8.
4 0.833 0.825 0.695 1.339 0.72 0.845 1.08 1.036 1.285 1.109 1.721 1.315 

1
.
2
3 

##
##
##
# 

1
.
2
2 

##
##
##
# 
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OS=Sus 
scrofa 
OX=9823 
GN=DYN
C1H1 

A0A
286
ZKR
3 

Protein S 
OS=Sus 
scrofa 
OX=9823 
GN=PRO
S1 

PRO
S1 

6
9.
9
4
4 1.212 1.064 1.186 1.237 1.23 1.301 0.892 0.834 0.867 0.914 0.915 0.668 

1
.
0
9 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1S
2E5 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
5
5
7     0.501     0.55     1.508     0.943 

1
.
1
0   

0
.
6
3   

A0A
287
ATK
6 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
3
3
6 1.774     1.017     0.464     0.278     

0
.
5
7   

0
.
6
0   

F2Z
4Y8 

40S 
ribosomal 
protein 
S11 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
1 

RPS
11 

1
8.
4
3
1     0.396     0.539     1.351     1.53 

1
.
3
6   

1
.
1
3   

A0A
287
B22
1 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
0.
5
9     0.516     0.494     1.521     1.567 

0
.
9
6   

1
.
0
3   
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A0A
287
A6N
0 

Polypeptid
e N-
acetylgala
ctosaminyl
transferas
e OS=Sus 
scrofa 
OX=9823 
GN=GALN
T2 

GAL
NT2 

5
7.
5
2 1.264 1.21 1.767 1.239 1.184 1.456 1.027 0.873 0.399 0.814 0.796 0.19 

0
.
9
2 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
287
AB5
4 

Zinc finger 
and BTB 
domain 
containing 
20 
OS=Sus 
scrofa 
OX=9823 
GN=ZBTB
20 

ZBT
B20 

7
3.
3
9
3                                 

A0A
287
BPU
0 

Agrin 
OS=Sus 
scrofa 
OX=9823 
GN=AGR
N 

AGR
N 

2
0
1.
8
6 1.176     1.039     1.009     0.862     

0
.
8
8   

0
.
8
5   

P29
269 

Myosin 
regulatory 
light 
polypeptid
e 9 
OS=Sus 
scrofa 
OX=9823 
GN=MYL9 

MYL
9 

1
9.
8
2
7 0.482     0.755     1.469     1.533     

1
.
5
7   

1
.
0
4   

F1S
5Z7 

Sortilin 
OS=Sus 
scrofa 

SOR
T1 

1
0
1. 0.955 0.909   0.99 0.705   0.94 1.285   1.066 1.122   

0
.
9

##
##
##

0
.
9

##
##
##
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OX=9823 
GN=SORT
1 

3
9 

1 # 8 # 

F1R
LT1 

ATP 
binding 
cassette 
subfamily 
C member 
6 OS=Sus 
scrofa 
OX=9823 
GN=ABCC
6 

ABC
C6 

1
3
5.
9
1 0.519     0.415     1.421     1.7     

0
.
8
0   

1
.
2
0   

Q64
L94 

Proteasom
e activator 
complex 
subunit 1 
OS=Sus 
scrofa 
OX=9823 
GN=PSM
E1 

PSM
E1 

2
8.
6
1
7 0.97 0.839 0.995 0.844 0.794 1.008 1.082 1.268 1.283 1.395 1.589 0.667 

0
.
9
4 

##
##
##
# 

1
.
0
1 

##
##
##
# 

A0A
287
A53
4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LYPL
A1 

LYP
LA1 

2
1.
2
1
7                                 

A0A
287
BM
G2 

Trans-2,3-
enoyl-CoA 
reductase 
OS=Sus 
scrofa 
OX=9823 
GN=TECR 

TEC
R 

3
6.
0
1
1     0.828     0.885     1.393     1.226 

1
.
0
7   

0
.
8
8   

F1S Uncharact PRD 2 0.675 0.657 0.648 0.622 0.721 0.645 1.141 0.835 1.288 2.383 2.11 1.462 1 ## 1 ##
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3U9 erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
1 

X1 2.
2
4
8 

.
0
0 

##
##
# 

.
8
2 

##
##
# 

A0A
287
AR
U4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=SKP1 

SKP
1 

1
8.
6
5
8                                 

A0A
287
ADE
6 

Ribosomal 
protein 
S15a 
OS=Sus 
scrofa 
OX=9823 
GN=RPS1
5A 

RPS
15A 

1
4.
8
3
9     0.609     0.571     2.013     1.591 

0
.
9
4   

0
.
7
9   

I3LB
80 

Solute 
carrier 
family 3 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=SLC3
A2 

SLC
3A2 

5
6.
3
4
5 1.081 0.651 1.044 0.935 0.981 0.935 0.924 1.533 1.004 1.094 1.115 1.053 

1
.
0
3 

##
##
##
# 

0
.
9
4 

##
##
##
# 

A0A
287
BT1
2 

WNT1 
inducible 
signaling 
pathway 
protein 2 
OS=Sus 
scrofa 

WIS
P2 

2
6.
2
2
1                                 
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OX=9823 
GN=WISP
2 

A0A
287
AH
C3 

Myoferlin 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
F 

MYO
F 

2
4
7.
7
2   0.746 0.587   0.639 0.646   1.254 1.357   1.543 1.53 

0
.
9
6 

##
##
##
# 

1
.
1
8 

##
##
##
# 

Q28
944 

Cathepsin 
L1 
OS=Sus 
scrofa 
OX=9823 
GN=CTSL 

CTS
L 

3
7.
1
7
7 1.487 1.296 1.397 1.492 1.454 1.423 0.544 0.61 0.547 0.416 0.446 0.457 

1
.
0
5 

##
##
##
# 

0
.
7
8 

##
##
##
# 

A0A
2C9
F3D
9 

Vimentin 
OS=Sus 
scrofa 
OX=9823 
GN=VIM VIM 

4
9.
2
2 1.613 1.088 0.771 0.593 1.435 0.89 1.045 0.83 0.853 0.625 0.941 1.062 

0
.
8
4 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1R
Z01 

Chitinase 
domain-
containing 
protein 1 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CHID
1 

CHI
D1 

4
4.
5
5
3 1.172 1.088 1.041 1.203 0.997 1.209 0.902 1.041 0.955 0.777 1.001 0.829 

1
.
0
3 

##
##
##
# 

0
.
9
0 

##
##
##
# 

A0A
287
BKE
4 

Zinc finger 
protein 
550 
OS=Sus 
scrofa 
OX=9823 
GN=ZNF5
50 

ZNF
550 

4
7.
2
6
1     1.03     1.406     0.833     0.329 

1
.
3
7   

0
.
4
0   
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F1R
UT4 

Cathepsin 
F OS=Sus 
scrofa 
OX=9823 
GN=CTSF 

CTS
F 

5
1.
1
0
2 1.109 1.438 1.142 1.11 1.146 1.281 0.993 0.843 0.818 0.888 0.688 0.999 

0
.
9
6 

##
##
##
# 

0
.
9
7 

##
##
##
# 

I3LS
62 

Ribosomal 
protein 
L15 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
5 

RPL
15 

2
2.
3
7
7     0.729     0.605     1.271     1.476 

0
.
8
3   

1
.
1
6   

P18
137 

Alpha-
lactalbumi
n OS=Sus 
scrofa 
OX=9823 
GN=LALB
A 

LAL
BA 

1
6.
1
7
4 0.574 0.635 0.496 0.596 0.584 0.548 1.527 1.498 1.546 1.386 1.427 1.569 

1
.
0
1 

##
##
##
# 

0
.
9
6 

##
##
##
# 

F1S
NU4 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00736951 

LOC
1007
3695
1 

2
0.
4
2
1 0.866     0.758     0.739     0.849     

0
.
8
8   

1
.
1
5   

F1R
Q75 

Coagulatio
n factor IX 
OS=Sus 
scrofa 
OX=9823 
GN=F9 F9 

5
1.
6
6
2 0.888 1.054 1.19 1.246 1.222 1.159 0.986 0.891 0.839 1.183 0.858 0.951 

1
.
1
6 

##
##
##
# 

1
.
1
0 

##
##
##
# 

F1S
MW
4 

Vacuolar 
protein 
sorting 4 
homolog B 

VPS
4B 

4
4.
3
9 1.131     0.999     1.053     0.851     

0
.
8
8   

0
.
8
1   
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OS=Sus 
scrofa 
OX=9823 
GN=VPS4
B 

8 

F1S
L58 

Dynactin 
subunit 2 
OS=Sus 
scrofa 
OX=9823 
GN=DCTN
2 

DCT
N2 

4
4.
5
0
4     0.923     0.96     1.241     1.052 

1
.
0
4   

0
.
8
5   

B2Z
CZ7 

ST6GalNA
c IV 
OS=Sus 
scrofa 
OX=9823 
GN=ST6G
ALNAC4 

ST6
GAL
NAC
4 

3
4.
2
8
7 0.753 0.867 0.89 1.041 0.804 0.866 1.039 1.218 1.263 1.076 1.183 1.399 

1
.
0
8 

##
##
##
# 

1
.
0
4 

##
##
##
# 

A0A
287
B2X
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
3.
1
5
5 2.017 1.798 1.259 1.489 1.31 1.343 0.326 0.422 0.475 0.219 0.403 0.137 

0
.
8
2 

##
##
##
# 

0
.
6
2 

##
##
##
# 

Q29
361 

60S 
ribosomal 
protein 
L35 
OS=Sus 
scrofa 
OX=9823 
GN=RPL3
5 

RPL
35 

1
4.
5
4
9                                 

A0A
287
AG5
0 

CKLF like 
MARVEL 
transmem
brane 

CMT
M6 

1
7.
0
2 1.448   1.545 1.431   1.737 0.797   0.441 0.66   0.289 

1
.
0
6 

##
##
##
# 

0
.
7
7 

##
##
##
# 
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domain 
containing 
6 OS=Sus 
scrofa 
OX=9823 
GN=CMT
M6 

4 

A0A
287
BAZ
6 

Peroxiredo
xin 2 
OS=Sus 
scrofa 
OX=9823 
GN=PRDX
2 

PRD
X2 

2
1.
8
8 0.864 0.876 0.906 0.787 0.679 0.921 1.042 1.045 1.221 1.492 1.632 1.038 

0
.
9
0 

##
##
##
# 

1
.
2
6 

##
##
##
# 

P00
339 

L-lactate 
dehydroge
nase A 
chain 
OS=Sus 
scrofa 
OX=9823 
GN=LDHA 

LDH
A 

3
6.
6
1
8 1.122 0.951 0.663 1.011 2.053 0.58 1.091 0.663 1.077 1.091 0.785 1.203 

1
.
3
3 

##
##
##
# 

1
.
0
9 

##
##
##
# 

P49
932 

Antibacteri
al peptide 
PMAP-37 
OS=Sus 
scrofa 
OX=9823 
GN=PMA
P37 

PMA
P37 

1
8.
9
2
7   0.936     2.738     0.713     0.728   

2
.
9
3   

1
.
0
2   

F1R
GR0 

Calcium-
transportin
g ATPase 
OS=Sus 
scrofa 
OX=9823 
GN=ATP2
A3 

ATP
2A3 

9
5.
4
5
2 1.088 1.255 1.32 1.205 1.214 0.791 0.963 0.794 0.778 0.923 0.647 0.778 

0
.
8
8 

##
##
##
# 

0
.
9
3 

##
##
##
# 



 

www.megajournalofcasereports.com 
2063 

Q95
342 

60S 
ribosomal 
protein 
L18 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
8 

RPL
18 

2
2.
3
0
4 0.73 0.952 0.506 0.766 0.764 0.759 1.038 0.988 1.266 1.523 1.623 1.459 

1
.
0
5 

##
##
##
# 

1
.
4
0 

##
##
##
# 

A0A
286
ZQ
Q8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 --- 

1
6.
3
5
5                                 

P17
741 

High 
mobility 
group 
protein B2 
OS=Sus 
scrofa 
OX=9823 
GN=HMG
B2 

HM
GB2 

2
4.
1
3
3                                 

F1S
IX3 

UTP--
glucose-1-
phosphate 
uridylyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=UGP2 

UGP
2 

5
5.
6
7
9 0.721   0.587 0.681   0.859 1.128   1.785 1.693   1.266 

1
.
1
8 

##
##
##
# 

1
.
0
2 

##
##
##
# 

F1R
F61 

Dehydroge
nase/redu
ctase 3 
OS=Sus 
scrofa 

DHR
S3 

3
3.
6
6 0.869 0.803 1.011 0.977 1.079 1.037 1.095 0.991 1.029 1.186 1.222 1.085 

1
.
1
5 

##
##
##
# 

1
.
1
2 

##
##
##
# 
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OX=9823 
GN=DHR
S3 

P00
795 

Cathepsin 
D OS=Sus 
scrofa 
OX=9823 
GN=CTSD 

CTS
D 

3
7.
2
9
4   0.725 0.722   0.929 0.812   1.306 0.906   1.587 1.229 

1
.
2
0 

##
##
##
# 

1
.
2
7 

##
##
##
# 

A0A
287
AM8
8 

Lysyl 
oxidase 
like 2 
OS=Sus 
scrofa 
OX=9823 
GN=LOXL
2 

LOX
L2 

8
6.
3
9
8 1.853 1.415 1.736 1.196 1.214 1.567 0.531 0.619 0.48 0.646 0.737 0.465 

0
.
8
0 

##
##
##
# 

1
.
1
3 

##
##
##
# 

A0A
287
AC3
7 

RAB3A 
interacting 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=RAB3
IP 

RAB
3IP 

4
3.
8
7
7 0.691     0.736     1.107     1.658     

1
.
0
7   

1
.
5
0   

A5G
FX7 

Cathepsin 
Z 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=CTSZ 

CTS
Z 

3
3.
7
9
1 1.323 1.194 1.349 1.633 1.482 1.59 0.685 0.589 0.691 0.594 0.518 0.505 

1
.
2
2 

##
##
##
# 

0
.
8
2 

##
##
##
# 

A0A
287
BB1
7 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=TAF1 

TAF
1 

1
7
9.
9                                 
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A0A
286
ZNI
7 

Serine 
protease 8 
OS=Sus 
scrofa 
OX=9823 
GN=PRSS
8 

PRS
S8 

3
6.
0
2
1 1.292 1.928 1.335 1.223 0.954 1.07 0.585 0.604 0.715 0.462 0.698 0.618 

0
.
7
1 

##
##
##
# 

0
.
9
3 

##
##
##
# 

F1S
U59 

Annexin 
OS=Sus 
scrofa 
OX=9823 
GN=ANXA
7 

ANX
A7 

4
9.
5
4
1 0.787 0.854 1.021 1.295 0.936 0.962 1.084 1.101 1.042 1.133 1.377 1.26 

1
.
2
0 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
287
BRE
0 

Phenylala
nyl-tRNA 
synthetase 
alpha 
subunit 
OS=Sus 
scrofa 
OX=9823 
GN=FARS
A 

FAR
SA 

5
4.
4
5
3   0.923     1.063     1.202     1.507   

1
.
1
5   

1
.
2
5   

O62
680 

CD59 
glycoprotei
n OS=Sus 
scrofa 
OX=9823 
GN=CD59 

CD5
9 

1
3.
7
9 0.867 0.965 0.762 0.695 0.809 0.678 1.078 1.175 1.33 1.27 1.532 1.375 

0
.
8
4 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
286
ZIF3 

High 
density 
lipoprotein 
binding 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=HDLB

HDL
BP 

1
3
1.
4 0.969     1.013     0.941     1.093     

1
.
0
5   

1
.
1
6   
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P 

Q76
7L6 

Flotillin-1 
OS=Sus 
scrofa 
OX=9823 
GN=FLOT
1 

FLO
T1 

4
7.
3
5
5 0.983 1.204 1.454 1.181 1.24 1.456 0.994 1.117 0.665 0.88 0.908 0.436 

1
.
0
7 

##
##
##
# 

0
.
8
0 

##
##
##
# 

A0A
287
AN
N1 

ADAMTS 
like 4 
OS=Sus 
scrofa 
OX=9823 
GN=ADA
MTSL4 

ADA
MTS
L4 

9
8.
8
3
1 1.203 1.068 1.147 1.144 1.284 1.312 1.055 1.076 0.885 0.911 0.77 0.635 

1
.
0
9 

##
##
##
# 

0
.
7
7 

##
##
##
# 

Q03
472 

Apolipopro
tein R 
OS=Sus 
scrofa 
OX=9823 
GN=APO
R 

APO
R 

2
2.
7
2
4 1.371 1.51 1.262 1.178 1.325 1.325 0.576 0.592 0.718 0.716 0.741 0.569 

0
.
9
2 

##
##
##
# 

1
.
0
7 

##
##
##
# 

A0A
287
A5
W5 

RAB39A, 
member 
RAS 
oncogene 
family 
OS=Sus 
scrofa 
OX=9823 
GN=RAB3
9A 

RAB
39A 

2
5.
0
3
6   1.409     1.745     0.466     0.302   

1
.
2
4   

0
.
6
5   

A0A
287
BCE
6 

Fc 
fragment 
of IgG 
binding 
protein 
OS=Sus 
scrofa 

FCG
BP 

2
6
5.
3
9 1.412 2.245 0.935 1.815 1.389 1.26 0.317 0.453 0.745 0.146 0.234 1.394 

0
.
9
7 

##
##
##
# 

1
.
1
7 

##
##
##
# 
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OX=9823 
GN=FCGB
P 

F1R
FQ7 

GTP-
binding 
nuclear 
protein 
Ran 
OS=Sus 
scrofa 
OX=9823 
GN=RAN RAN 

2
4.
4
2
3 0.767 0.906 0.838 0.871 0.842 0.799 1.124 1.018 1.109 1.32 1.501 1.126 

1
.
0
0 

##
##
##
# 

1
.
2
1 

##
##
##
# 

A0A
287
B2R
9 

Dimethylar
ginine 
dimethyla
minohydrol
ase 2 
OS=Sus 
scrofa 
OX=9823 
GN=DDA
H2 

DDA
H2 

2
4.
5
0
8 1.113   0.823 1.106   0.88 0.765   1.383 0.993   1.033 

1
.
0
3 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
6D6 

Suppresso
r of 
tumorigeni
city 14 
protein 
homolog 
OS=Sus 
scrofa 
OX=9823 
GN=ST14 

ST1
4 

9
1.
6
8
5     1.237     1.218     0.874     0.776 

0
.
9
9   

0
.
8
9   

I3L8
93 

Rab GDP 
dissociatio
n inhibitor 
OS=Sus 
scrofa 
OX=9823 

GDI
1 

4
8.
1
5
3                                 
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GN=GDI1 

A0A
287
AT4
8 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 
GN=LOC1
00153899 

LOC
1001
5389
9 

4
6.
9
7
6                                 

A0A
286
ZZK
9 

Plexin B2 
OS=Sus 
scrofa 
OX=9823 
GN=PLXN
B2 

PLX
NB2 

1
7
6.
4
6                                 

A0A
287
BKD
2 

Histone-
lysine N-
methyltran
sferase 
OS=Sus 
scrofa 
OX=9823 
GN=SETD
B1 

SET
DB1 

1
2
6.
2                                 

O18
831 

Growth/diff
erentiation 
factor 8 
OS=Sus 
scrofa 
OX=9823 
GN=MST
N 

MST
N 

4
2.
7
9
1 1.366 1.252 1.38 1.535 1.708 1.337 0.69 0.608 0.623 0.52 0.576 0.51 

1
.
1
5 

##
##
##
# 

0
.
8
4 

##
##
##
# 

F1S
6Z3 

Uncharact
erized 
protein 
OS=Sus 
scrofa 
OX=9823 

ABR
ACL 

9.
8
3
3
5 0.631 0.459   0.768 0.637   1.251 1.263   1.034 1.389   

1
.
2
9 

##
##
##
# 

0
.
9
6 

##
##
##
# 
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GN=ABRA
CL 

F1S
A98 

Tyrosine 
3-
monooxyg
enase/tryp
tophan 5-
monooxyg
enase 
activation 
protein 
theta 
OS=Sus 
scrofa 
OX=9823 
GN=YWH
AQ 

YW
HAQ 

2
7.
7
6
4 0.415 0.619 0.608 0.306 0.492 0.558 1.38 1.251 1.367 2.02 1.929 1.478 

0
.
8
3 

##
##
##
# 

1
.
3
6 

##
##
##
# 

F1R
WV
1 

Compleme
nt factor 
properdin 
OS=Sus 
scrofa 
OX=9823 
GN=CFP CFP 

5
0.
7
2 1.157 1.561 1.261 1.01 1.157 1.304 0.894 1.008 0.768 0.736 0.797 0.671 

0
.
8
7 

##
##
##
# 

0
.
8
3 

##
##
##
# 

F1R
QI7 

Unconvent
ional 
myosin-VI 
OS=Sus 
scrofa 
OX=9823 
GN=MYO
6 

MYO
6 

1
4
4.
9
3                                 

A0A
2C9
F3F
0 

Superoxid
e 
dismutase 
[Cu-Zn] 
OS=Sus 
scrofa 

SOD
1 

1
5.
7
7
9 1.221 1.321   0.934 0.958   0.798 0.805   0.866 0.828   

0
.
7
4 

##
##
##
# 

1
.
0
6 

##
##
##
# 
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OX=9823 
GN=SOD1 

A0A
287
BIH
0 

Leucine 
rich repeat 
containing 
26 
OS=Sus 
scrofa 
OX=9823 
GN=LRRC
26 

LRR
C26 

3
7.
5
3
1 0.603 0.641 0.462 0.643 0.676 0.555 1.545 1.409 1.567 1.437 1.452 1.952 

1
.
1
0 

##
##
##
# 

1
.
0
7 

##
##
##
# 

A0A
287
AE7
6 

60S 
ribosomal 
protein L4 
OS=Sus 
scrofa 
OX=9823 
GN=RPL4 

RPL
4 

4
4.
6
9
2 0.504 0.715 0.492 0.526 0.64 0.621 1.076 1.129 1.329 1.783 1.866 1.364 

1
.
0
4 

##
##
##
# 

1
.
4
2 

##
##
##
# 

A0A
287
BH
C4 

Rho 
GTPase 
activating 
protein 18 
OS=Sus 
scrofa 
OX=9823 
GN=ARH
GAP18 

ARH
GAP
18 

6
0.
0
8
7   0.419     0.582     1.643     1.684   

1
.
3
9   

1
.
0
3   

F1S
QT3 

Phosphate 
carrier 
protein, 
mitochond
rial 
OS=Sus 
scrofa 
OX=9823 
GN=SLC2
5A3 

SLC
25A
3 

3
9.
8
8
8                                 

A0A Joining JCH 1 1.359 1.496 1.194 1.263 1.054 1.173 0.73 0.73 0.862 0.573 0.617 0.787 0 ## 0 ##
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287
BJL
0 

chain of 
multimeric 
IgA and 
IgM 
OS=Sus 
scrofa 
OX=9823 
GN=JCHA
IN 

AIN 8.
0
0
1 

.
8
6 

##
##
# 

.
8
5 

##
##
# 

F1S
MX5 

Calcium 
binding 
protein 39 
OS=Sus 
scrofa 
OX=9823 
GN=CAB3
9 

CAB
39 

3
9.
9
2
7   0.954     0.659     1.276     1.402   

0
.
6
9   

1
.
1
0   

F1S
CF0 

Alpha-1-
antitrypsin 
OS=Sus 
scrofa 
OX=9823 
GN=SERP
INA1 

SER
PIN
A1 

4
6.
9
5
1 1.255 1.357 1.347 1.457 1.263 1.258 0.795 0.737 0.765 0.671 0.658 0.725 

1
.
0
1 

##
##
##
# 

0
.
8
9 

##
##
##
# 

A0A
287
B74
2 

TROVE 
domain 
family 
member 2 
OS=Sus 
scrofa 
OX=9823 
GN=TROV
E2 

TRO
VE2 

6
0.
4
5
1 0.956     0.675     0.952     0.802     

0
.
7
1   

0
.
8
4   

F1S
H92 

Inter-
alpha-
trypsin 
inhibitor 
heavy 

ITIH
4 

1
0
0.
3
6     1.269     1.081     0.771     0.746 

0
.
8
5   

0
.
9
7   
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chain H4 
OS=Sus 
scrofa 
OX=9823 
GN=ITIH4 

A0A
287
B0C
2 

G protein-
coupled 
receptor 
class C 
group 5 
member A 
OS=Sus 
scrofa 
OX=9823 
GN=GPR
C5A 

GPR
C5A 

3
5.
3
1
6 1.482     1.245     0.615     0.496     

0
.
8
4   

0
.
8
1   

F1R
S09 

Torsin 
family 2 
member A 
OS=Sus 
scrofa 
OX=9823 
GN=TOR2
A 

TOR
2A 

3
4.
7
9
7 0.94 0.825   1.005 1.007   1.259 1.19   1.038 1.076   

1
.
1
4 

##
##
##
# 

0
.
8
6 

##
##
##
# 

A0A
287
B5M
2 

Mucin-4 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=MUC
4 

MUC
4 

1
3
2.
0
3 0.661 0.575 0.535 0.639 0.621 0.639 1.323 1.555 1.43 1.351 1.378 1.431 

1
.
0
7 

##
##
##
# 

0
.
9
7 

##
##
##
# 

F1S
AQ2 

Cytochrom
e P450 
family 46 
subfamily 
A member 
1 OS=Sus 
scrofa 

CYP
46A
1 

5
7.
0
3
1                                 
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OX=9823 
GN=CYP4
6A1 

A0A
287
AE
G8 

60S 
ribosomal 
protein 
L10 
OS=Sus 
scrofa 
OX=9823 
GN=RPL1
0 

RPL
10 

1
8.
5
9
1 0.282 0.443   0.689 0.503   1.456 1.54   1.631 1.859   

1
.
6
4 

##
##
##
# 

1
.
1
7 

##
##
##
# 

A0A
287
BD0
4 

Autophagy
-related 
protein 2 
homolog A 
OS=Sus 
scrofa 
OX=9823 
GN=ATG2
A 

ATG
2A 

1
8
7.
4
6 1.492     1.429     0.583     0.438     

0
.
9
6   

0
.
7
5   

F1S
0L4 

Prolyl 3-
hydroxylas
e family 
member 4 
(non-
enzymatic) 
OS=Sus 
scrofa 
OX=9823 
GN=P3H4 

P3H
4 

5
0.
9
3
8 1.084 1.008 1.409 1.692 1.521 1.396 0.647 0.747 0.679 0.535 0.577 0.465 

1
.
3
2 

##
##
##
# 

0
.
7
6 

##
##
##
# 

F1R
K01 

Carboxype
ptidase B2 
OS=Sus 
scrofa 
OX=9823 
GN=CPB2 

CPB
2 

4
8.
6
0
1 2.183 1.797 1.257 1.062 1.233 1.297 0.418 0.508 0.631 0.419 0.455 0.737 

0
.
6
9 

##
##
##
# 

1
.
0
4 

##
##
##
# 

Q9 Aldose 1- GAL 3 0.754     0.962     1.156     1.478     1   1   
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GK
X6 

epimerase 
OS=Sus 
scrofa 
OX=9823 
GN=GAL
M 

M 7.
8
1
5 

.
2
8 

.
2
8 

A0A
287
B13
5 

Peptidylgly
cine alpha-
amidating 
monooxyg
enase 
OS=Sus 
scrofa 
OX=9823 
GN=PAM PAM 

8
6.
7
9
3                                 

P50
390 

Transthyre
tin 
OS=Sus 
scrofa 
OX=9823 
GN=TTR TTR 

1
6.
0
8
1 1.309 1.338 1.414 1.215 1.076 1.349 0.715 0.882 0.706 0.72 0.791 0.658 

0
.
9
0 

##
##
##
# 

0
.
9
4 

##
##
##
# 

F1S
0L5 

Syndecan 
OS=Sus 
scrofa 
OX=9823 
GN=SDC2 

SDC
2 

2
2.
3
5
6   1.185 1.121   1.25 1.148   0.802 1   0.711 0.539 

1
.
0
4 

##
##
##
# 

0
.
6
9 

##
##
##
# 

I3L9
V7 

Transcoba
lamin-2 
precursor 
OS=Sus 
scrofa 
OX=9823 
GN=TCN2 
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8
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0
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9   

A0A
287
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7 

Redox-
regulatory 
protein 
FAM213A 
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6
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scrofa 
OX=9823 
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B4M
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Phosphogl
ucomutase
-1 
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scrofa 
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GN=PGM
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PGM
1 
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8.
1
3
9 0.768   1.009 0.774   0.818 1.306   1.141 1.367   1.135 

0
.
9
0 
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# 

1
.
0
2 

##
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# 

D0G
0C9 
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containing 
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subunit 7 
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GN=CCT7 

CCT
7 

5
9.
4
7
3 0.932     0.922     1.013     1.42     

0
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9
9   

1
.
4
0   

F1S
6F8 

Tetratricop
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repeat 
domain 
39A 
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scrofa 
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GN=TTC3
9A 

TTC
39A 

6
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6
7
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1
.
0
9   

1
.
3
1   

F1R
TW
4 

Translatio
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16 

TMA
16 

2
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1
5
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homolog 
OS=Sus 
scrofa 
OX=9823 
GN=TMA1
6 

A0A
287
AKK
6 

Tenascin 
R OS=Sus 
scrofa 
OX=9823 
GN=TNR TNR 

1
3
6.
8   0.37     0.288     2.239     1.103   

0
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7
8   

0
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4
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F1R
I78 
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tweety 
homolog 
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3 

TTY
H3 
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7.
5
6
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3
5   

0
.
8
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A0A
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BR4
3 

Protein 
XRP2 
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scrofa 
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3
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1
5
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1
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F1S
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specific 
dipeptidas
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5
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7
3
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1
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1
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GN=PTN 

F1R
KG8 

Uncharact
erized 
protein 
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PEB
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protein 
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ABL
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3
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1
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2
1   
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3
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A0A
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6 
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erized 
protein 
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4
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4
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scrofa 
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diphosphat
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GN=RAB3
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phosphate 
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Determination of protein abundance: Based on the protein identification results, five DEPs were selected for PRM analysis (Figure 6, Supplementary Table S7). The 

analysis indicated that the abundance of these five proteins was lower in C than in T3. This is in line with the proteomics data and shows that the results of the proteomics 

analysis were reliable. 
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Figure 6: Protein abundance of significantly changed transcripts and proteins in day 7 milk of sows between control group (0 μg/kg1α,25(OH)2VD3-glycosides) and 

treatments 3 (4 μg/kg1α,25(OH)2VD3-glycosides). 

C = control group; T3 = treatments 3;*significant difference (P < 0.05). ENOI =Enolase 1; FASN = Fatty acid synthesis; ACACA = Acetyl-CoA carboxylase 1; GAPDH = 

Glyceraldehyde-3-phosphate dehydrogenase; LDHB = L-lactate dehydrogenase B chain; The abundance of ENO1, FASN, ACACA, GAPDH, LDHB proteins were analyzed 

by PRM in three replicates. 

 

 

Supplementary Table S7-3: PRM protein_results. 

Protein 

Accession 

Protein 

Gene 

7dC-1 

Relative 

Abundan

ce 

7dC-2 

Relative 

Abundan

ce 

7dC-3 

Relative 

Abundan

ce 

7dT3-1 

Relative 

Abundan

ce 

7dT3-2 

Relative 

Abundan

ce 

7dT3-3 

Relative 

Abundan

ce 

7dC 

Relative 

Abundan

ce 

7d3 

Relative 

Abundan

ce 

7dT3/7d

C Ratio 

7dT3/7d

C Ratio 

(TQ) 

7dT3/7dCp-

value 

I3LK59 ENO1 0.80 0.87 0.94 1.01 1.22 1.17 0.87 1.13 1.30 1.28 0.024782  
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I3LC73 FASN 0.36 0.99 0.84 1.20 1.30 1.32 0.73 1.27 1.75 1.31 0.048485  

Q7SIB7 PGK1 1.53 0.77 0.73 0.91 1.10 0.94 1.01 0.99 0.98 1.44 0.932577  

D2D0D8 
ACAC

A 
0.72 0.79 0.94 1.09 1.30 1.17 0.82 1.18 1.45 1.29 0.014280  

A0A287BB

I5 

GAPD

H 
0.68 0.70 0.90 1.06 1.36 1.31 0.76 1.24 1.63 1.62 0.014225  

P00336 LDHB 0.87 0.76 0.57 1.02 1.55 1.23 0.73 1.27 1.73 1.55 0.038885  

A0A287AJ

Q2 
PGAM1 0.49 0.96 0.78 0.97 1.45 1.35 0.74 1.26 1.69 1.37 0.062456  

F1RIF8 PGD 1.04 0.67 0.67 0.85 1.63 1.13 0.80 1.20 1.51 1.33 0.190178  

A0A286ZY

10 
G6PD 0.69 0.90 1.09 0.85 1.14 1.33 0.89 1.11 1.24 1.31 0.304259  

A0A287A1

E0 
EEF2 0.46 0.97 0.93 0.93 1.33 1.37 0.79 1.21 1.54 1.38 0.118700  

P09571 TF 0.71 1.32 0.91 0.96 1.06 1.04 0.98 1.02 1.04 0.80 0.823719  

P50578 
AKR1A

1 
0.24 0.45 0.78 0.59 1.93 2.02 0.49 1.51 3.10 1.83 0.104195  

Note：7dC = milk samples of the control group on the 7th day; 7dT3 = milk samples of the treament 3 on the 7th day. 

 

Supplementary Table S7-2: PRM peptide_results. 

Protein 

Accessio

n 

Protein 

Gene 
Peptide 

Retenti

on 

Time 

7dC-1 

Area 

7dC-2 

Area 

7dC-3 

Area 

7dT3-

1 Area 

7dT3-

2 Area 

7dT3-

3 

Area 

7dC-1 

Normali

zed Area 

7dC-2 

Normal

ized 

Area 

7dC-3 

Normali

zed 

Area 

7dT3-1 

Normal

ized 

Area 

7dT3-2 

Normali

zed 

Area 

7dT3-3 

Normali

zed Area 

I3LK59 ENO1 YISPDQLADLY 19.11 242080 297730 350830 36621 41079 42081 0.70 0.86 1.01 1.05 1.18 1.21 
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K 0  0  0  00  00  00  

I3LK59 ENO1 
VNQIGSVTESL

QACK 
13.86 

628990

0  

614150

0  

596360

0  

66369

00  

86295

00  

77543

00  
0.91 0.89 0.86 0.96 1.25 1.12 

I3LC73 FASN 
VVEVLAGDGQ

LYSR 
16.03 

123720

00  

187090

00  

171820

00  

24266

000  

25859

000  

23879

000  
0.61 0.92 0.84 1.19 1.27 1.17 

I3LC73 FASN 
FPQLDETCFAN

SR 
16.55 

114610

0  

109850

00  

860870

0  

12601

000  

13781

000  

15266

000  
0.11 1.06 0.83 1.21 1.33 1.47 

P09571 TF WCTISNQEANK 9.69 
464020

00  

726890

00  

544920

00  

68575

000  

71662

000  

71138

000  
0.72 1.13 0.85 1.07 1.12 1.11 

P09571 TF 
FDQFFGEGCAP

GSQR 
15.48 

875290

00  

190320

000  

123550

000  

10917

0000  

12704

0000  

12334

0000  
0.69 1.50 0.97 0.86 1.00 0.97 

Q7SIB7 PGK1 
ITLPVDFVTAD

K 
21.06 

529120

0  

268600

0  

254620

0  

31698

00  

38303

00  

32759

00  
1.53 0.77 0.73 0.91 1.10 0.94 

A0A287

A1E0 
EEF2 TFCQLILDPIFK 23.68 

282700

0  

592790

0  

573130

0  

57342

00  

81740

00  

84046

00  
0.46 0.97 0.93 0.93 1.33 1.37 

D2D0D8 
ACAC

A 

IGSFGPQEDVLF

LR 
21.68 

329130

0  

438130

0  

397500

0  

49299

00  

54572

00  

60799

00  
0.70 0.94 0.85 1.05 1.16 1.30 

D2D0D8 
ACAC

A 

TVELSIPADPAN

LDSEAK 
18.69 

116470

00  

100280

00  

162390

00  

17593

000  

22405

000  

16231

000  
0.74 0.64 1.03 1.12 1.43 1.03 

A0A287B

BI5 

GAPD

H 
AITIFQER 15.14 

352180

0  

292550

0  

508380

0  

53796

00  

61330

00  

68072

00  
0.71 0.59 1.02 1.08 1.23 1.37 

A0A287B

BI5 

GAPD

H 

GAAQNIIPASTG

AAK 
11.79 

139910

0  

174970

0  

167950

0  

22215

00  

32015

00  

26781

00  
0.65 0.81 0.78 1.03 1.49 1.24 

P00336 LDHB 
VIGSGCNLDSA

R 
9.44 942290  822850  619940  

11116

00  

16855

00  

13305

00  
0.87 0.76 0.57 1.02 1.55 1.23 
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A0A287

AJQ2 
PGAM1 

ALPFWNEEIVP

QIK 
22.96 

423840

0  

830190

0  

670460

0  

83635

00  

12509

000  

11611

000  
0.49 0.96 0.78 0.97 1.45 1.35 

F1RIF8 PGD EIFQSIAAK 13.90 
125970

0  
811850  808270  

10252

00  

19643

00  

13683

00  
1.04 0.67 0.67 0.85 1.63 1.13 

A0A286Z

Y10 
G6PD GGYFDEFGIIR 20.58 

276870

0  

359540

0  

437470

0  

34079

00  

45951

00  

53526

00  
0.69 0.90 1.09 0.85 1.14 1.33 

P50578 
AKR1A

1 
SPAQILLR 14.64 372090  705400  

122790

0  

92578

0  

30316

00  

31856

00  
0.24 0.45 0.78 0.59 1.93 2.02 

Note：7dC = milk samples of the control group on the 7th day; 7dT3 = milk samples of the treatment 3 on the 7th day. 

 

 

Discussion 

Li et al. [8] reported that the supplementation of 1α,25(OH)2VD3 increased daily weight gain of piglets and milkability of sows, which is consistent with our observation. 

However, our data indicated that the supplementation of 1α,25(OH)2VD3in late gestation had no significant effect on the litter weight and individual weight of piglets at birth. 

This difference might be due to the fact that the sows in this study received the diets supplemented with 1α,25(OH)2VD3-gly only from d 85 of gestation. Thus, the 

supplementation period in this study was shorter than the one reported by Li et al. [8]. Since piglets are completely dependent on milk for the first 7 days, milk production and 

milk composition are critical in this period. Our data showed a higher survival rate of piglets until day 7, which might relate to the higher milkability. The reasons for the 

increased milkability in T3 are not clear. Interesting is that despite the higher milk production no dilution of the nutrients was observed. Indications for the potential reasons 

of these findings can be found in the proteomic analysis of colostrum and 7d milk. The down-regulation of the GNAS complex locus in the ovarian steroid production 

pathway in T3 found in this study might have resulted in a decreases secretion of Parathyroid Hormone (PTH) into the colostrum. There is a negative regulation between 

parathyroid hormone and prolactin [10], an important protein responsible for the initiation and maintenance of lactation [11]. The potential reduction of PTH might have thus 

increased prolactin secretion and in turn indirectly up-regulated colostrum production. Another potential mechanism might be that 1α,25(OH)2VD3 stimulated the expression 

of the prolactin gene on static lymphocytes via a VD3 receptor, as it has been described elsewhere [12], thereby enhancing lactation capacity of sows. 

Milk is the main source of nutrients such as energy and protein for nursing piglets. Insufficient energy supply in newborn piglets is an important cause of death. In addition to 

its potential effects on prolactin, 1α,25(OH)2VD3can also promote lipid accumulation and enhance the expression of FASN genes responsible for encoding fatty acid synthesis 
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[13]. Fatty acids are an important energy source for the body [14]. In addition, they can influence gut morphology and gut integrity [15,16]. It has furthermore been described 

that the changes in n-6 Polyunsaturated Fatty Acid (PUFA) and n-3 PUFA contents in milk can influence neonatal bone formation and development [17]. The porcine 

mammary gland requires a series of enzymes to facilitate lipid synthesis. The most crucial ones among these enzymes are FASN and ACACA [18]. Our results showed that in 

milk on day 7, fatty acid synthesis enzymes and ACACA were significantly up-regulated and that the expression of FASN genes was increased in T3. This indicates an 

increased fatty acid synthesis capacity, which might have been the reason for the observed improved daily weight gain of the piglets. Similarly, GeneRPL9, which encodes for 

the 60S ribosomal protein L9, has also been reported to be related to the metabolism of fat and fatty acids, it can increase fat deposition [19]. The results of this study show 

that, 60S ribosomal protein L9 was up-regulated in the ribosomal pathway in T3, which might explain the observed increase in milk fat content. Another important energy 

source is glucose. During glycolysis, GAPDH catalyses the conversion of glyceraldehyde 3-phosphate into 1,3-diphosphoglyceric acid. This oxidation process generates 

energy which is stored in the form of ATP [20]. PGD and G6PD are the key enzymes for this reaction [21,22]. Data of this study showed that the PGD, G6PD, PGK1, 

GAPDH, ENO1, PGAM1, and other glucose metabolism-related enzymes were significantly up-regulated when sow diets were supplemented with 1α,25(OH)2VD3-gly. The 

KEGG pathway analysis indicated that the aforementioned up-regulated enzymes were related to carbon metabolism and glycolysis/gluconeogenesis pathways, indicating 

that the ability of carbon metabolism was enhanced. The up-regulation of these enzymes most likely resulted in an increase in the glycolysis intermediate products, such as 

dihydroxyacetone phosphate and glycerol 3 phosphate. These products act as substrates for the synthesis of milk fat and might thus be the reason for the higher milk fat 

content in sows supplemented with 4 μg/kg1α,25(OH)2VD3-gly. In addition, the up-regulation of the aforementioned genes connected to glucose metabolism could also 

enhance the capacity for milk fat synthesis. This due to the fact that it has been reported that the inhibition of PGD reduces lipogenesis and RNA biosynthesis [23]. 

 

Conclusion 

In summary, our results showed that the supplementation of plant-derived 1α,25(OH)2VD3-gly to late gestation and lactation diets of sows improved milk production and milk 

composition, most probably by regulating proteins involved in fatty acid metabolism, glucose metabolism and milk fat synthesis pathways. 
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