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Category

Number of SNPs

Proportion (%)

Upstream 29816 0453
UTR3 33663 0512
UTRS 7299 o111
Exonic | Stop gain 270 0.004
Stop loss 58 0,001
Synonymous 15846 | 0241
Non-synonymous 14609 0222

Unknown 9211 0.140

Intronic 2226657 33843
Splicing 334 0005
Downstream 36667 0557
Upstream/downstream 1045 0016
Intergenic 4203881 63,895
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Breeds/Population

Changtai (CT)
Jinchuan (JC)
Muli (ML)
Maiwa (MW)
Tibet (XZ)

Zhongdian (ZD)

0.0342

0.0868

0.0999

0.0204

0.0286

0.0777

0.0315

00422

0.0998

00216

00317

0.0444

0.0848

0.0241

00371

00409

00499

00898

00345

00464

00444
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Variant type SNP count Indel count
Intergenic | 12609201 1,782,495
Intronic 7053401 1062533
Exonic 135627 3,549
Downstream 119577 20132
UTRS sy 23552
Upstream | 13as 18491
UTRS 90819 14489
neRNA intronic 25381 3,850
Upstream or downstream 3822 655
neRNA exonic 2923 282
 Splicing 412 266
Exonic, splicing 16 2
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Clean reads number Clean bases number (G) Map rate (%) Effective depth

‘ MG 113,552,917 ‘ 17.03 99.30 647

‘ BM 143,757,312 ‘ 2156 98.73 8.14
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Joint reference Xinjiang Chinese All data All data-50
population Brown holstein

0.%(SE)  0e*(SE)  h*SE) 0.%(SE) 0c*(SE) h(SE)

485 485 0 Xinjiang 0.174 4043 0.042 0.18 4015 0043
Brown T T T T
(0.073) (0127)  (0017)  (0.079) 0131) | (0019)

785 485 300 Xinjiang 0.143 2721 0.05 0235 2687 0.081
Brown T
(0.073) (0.124)  (0045)  (0.204) 0271) | (0.065)

785 485 300 Chinese 0216 4,026 0.051 0.184 4029 0.044

Holstein T +
(0.077) (0.124)  (0018) | (0.089) 0131) | (0.021)

1,085 485 600 Xinjiang 0.159 2718 0.056 0.106 276 0037

Brown T +
(0.107) (0.18) 0037) | (0.113) 0.181) | (0.039)

1,085 485 600 Chinese 0213 4.033 0051 0234 399 0.056
Holstein
(0.802) (0.129) (0.019) (0.855) (0.127) (0.02)

1,385 485 900 Xinjiang 0177 268 0.062 0.125 2711 0.044
Brown T
(0.088) (0.133) (0.03) (0.083) 0.138) | (0.029)

1,385 485 900 Chinese 0.199 4.039 0.047 0232 3992 0.055
Holstein T
(0.073) 0123)  (0017)  (0.081) 0127) | (0.019)

1,685 485 1,200 Xinjiang 0.139 2891 0.046 0.134 2896 0045
Brown T
(0.039) (0112) | (0013) | (0.055) (0.114) | (0.018)

1,685 485 1,200 Chinese 0218 4.027 0052 02 401 0.048
Holstein
(0.058) 0123)  (0014) | (0.071) 0127) | (0017)

1985 485 1,500 Xinjiang 0.09 2.899 003 0918 289 0031
Brown T T T
(0.046) (0.101)  (0016) | (0.463) (0.104) | (0.016)

1985 485 1,500 Chinese 0226 4.021 0.054 0229 3988 0055
Holstein T
(0.078) (0.124)  (0018) | (0.077) 0.125) | (0.018)

2285 485 1800 Xinjiang 0058 2923 002 0074 2913 0025
Brown T
(0043) | (0095) | (0015) | (0.042) | (0091) | (0.014)

2285 485 1800 Chinese 0208 4.03 0.049 0201 4011 0.048
Holstein
(0.069) 0122)  (0016)  (0.089) (013) (0.021)

2,585 485 2,100 Xinjiang 0057 2.863 002 0.044 2868 0015

Brown T T T
(0.044) 0082)  (0015)  (0.032) (0.084) | (0011)

2585 485 2,100 Chinese 0218 4.024 0052 0.197 4014 0.047

Holstein
(0.082) 0129)  (0019)  (0.099) (0.133) | (0.023)

Note: “All data” refers to the calculation results without excluding the phenotypic data of the 50 validation animals; A Il data-50" refers to the calculation results after excluding the phenotypic
it af tha 50 vildation intaells o, = addibve itic varines o = fasidtal Vi it < SRl on siatid e
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Joint reference population

485
785
1,085
1,385
1,685
1985
2,285

2,585

Xinjiang Brown

485
485
485
485
485
485
485

485

Chinese holstein

300

600

900
1,200
1,500

1800

2,100

Total population

0172

0272

0.196

0.142

0340

0245

0302

0205

bo
6682
27443
25215
25038

~12.308

~12.074

-14.355

-18.233

by
0171
0271
0201
0129
0312
0242
0201

0257

Validation population

0225

~0.041

0.087

0.04

~0.061

-0.083

~0.033

-0.147

~101.864

~36.453

-38312

~38.802

-64.426

72544

~71.878

-80.443

0056

0.027

-0.037

-0.064

-0.024

-0.13
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Joint reference population

Xinjiang Brown

Chinese holstein

Total population

Validation population

Ricesy  bo Ricesv  bo
185 185 0 0300 | -1492 | 029  -0.141 | -0776  -0083
785 185 300 0414 | 0332 | 0437 0035 | -2114 | 0038
1,085 485 600 0404 | 0236 | 0413 | 0138 | 2734 | 0137
1385 185 900 0374 | 0189 041 | -0065 | -3829  -006l
1685 185 1,200 0379 0271 | 038 0038 3699 0033
1985 185 1,500 0382 | 0227 | 0374 | -0132 | -4211  -0.01
2285 185 1800 0263 | 0303 | 0207 -0.149 | -421 | -0.192
2,585 485 2,100 0424 -0.253 0393 -0.03 -4.451 -0.032
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Breed Trait® umber Minimum Ma: Average SD

Xinjiang Brown 305dMY/kg 7515 814 8444 412649 140571 3407
MFY/kg 2,655 216 43155 168.53 6829 4052

MPY/kg 2,655 203 30272 14371 5142 3578

SCS 2,655 -205 1095 [ 498 216 4337

Chinese Holstein 305dMY/kg 89350 4001 15,000 1011668 2045.07 2021
MFY/kg 89350 8630 101921 398.52 11743 2947

MPY/kg 89,350 | 87.72 951.76 329.92 74.40 2255

sCs 89350 -365 9.65 [ 325 181 55.66

SCS: somatic cell score. SD: Standard deviation.
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Joint reference Xinjiang Chinese All data-50
population Brown holstein

h*(SE)  0.%(SE) 6.%(SE)  h*(SE)

485 485 0 Xinjiang 235810 | 925050 0204 237,340 | 931960 | 0203
Brown
(23428) | (19516) | (0018) = (23720) | (19687) = (0.018)

785 485 300 Xinjiang 395790 | 2495000 0137 605190 | 2378800 0203
Brown T
(256,700) | (292,170) ~ (0.081)  (236900) = (272,020) = (0.072)

785 485 300 Chinese 245370 | 923,400 021 245710 | 930,680 | 0209
Holstein T
(24660) | (19243) | (0019) = (24,693) | (19285) = (0.019)

1,085 485 600 Xinjiang 768210 | 2,324,100 0249 785140 | 2313700 0254
Brown
(205,040) | (181,580) = (0.057) = (192460) = (180370) | (0.054)

1,085 485 600 Chinese 246200 | 922,650 0211 246250 | 930,390 021
Holstein
(24449) | (18966) = (0019) = (24649) | (19962) = (0.019)

1,385 485 900 Xinjiang 635210 | 2316300 0216 544100 | 2,363,400 0188
Brown T T T
(125,820) | (129,040) ~ (0.038) = (122:830) = (136,000) = (0.039)

1,385 485 900 Chinese 243990 | 923970 0209 249,440 | 929320 | 0212
Holstein
(24038) | (19290) | (0018) = (24562) | (19,131) | (0.018)

1,685 485 1,200 Xinjiang 591430 | 2,562,300 0.188 523,940 | 2586200 0.169
Brown T
(130,800) | (123390) = (0037) = (75741) | (110240) = (0.023)

1,685 485 1,200 Chinese 243880 | 923950 | 0209 | 253520 926610 | 0215
Holstein i
(24708) | (19457) | (0019) | (23774) = (19612) | (0018)

1985 485 1,500 Xinjiang 610,630 | 2,556,100  0.193 582,790 | 2,571,100 0.185
Brown
(107.850) | (101,890) = (0.031) = (119430) = (105660) = (0.035)

1985 485 1,500 Chinese 242740 | 923,660 0209 246930 | 929,650 021
Holstein
(24064) | (19028) = (0018) = (24018) | (19202) = (0.018)

2285 485 1800 Xinjiang 629300 | 2,573,000 0.197 637,850 | 2,569,600 0.199
Brown
(97.901) | (92,596) | (0028) = (102810) | (94655) | (0.029)

2285 485 1800 Chinese 244750 | 923220 021 246,040 | 930,360 021
Holstein T T
(23787) | (18710) = (0018) = (25235) | (19941) = (0.019)

2585 485 2,100 Xinjiang | 654250 | 2513800 0207 | 642470 | 2520000 0204
Brown T
(91086) | (85262) | (0026) | (91676) | (83306) | (0.026)

2585 485 2,100 Chinese 242,120 | 924,250 0.208 247,120 929710 021
Holstein

(23562) | (19207) | (0018) = (25612) | (19792) = (0.019)

Note: “All data” refers to the calculation results without excluding the phenotypic data of the 50 validation animals; “All data-50" refers to the calculation results after excluding the phenotypic
data of the 50 validation animals. o®, = additive genetic variance; o’ = residual variance; h°






OPS/images/fgene-15-1394636/fgene-15-1394636-t006.jpg
Joint reference Xinjiang Chinese All data-50
population Brown holstein

h*(SE)  0.%(SE) 6.%(SE)  h*(SE)

485 485 0 Xinjiang 211.01 28436 007 22503 28799 0073
Brown T T
(64.235) | (94.068) = (0021) = (67.683) | (97.71) | (0.022)

785 485 300 Xinjiang 260.07 28202 0.085 261.65 28605 0.084
Brown T
(7093) | (92423) | (0023) = (73.108) | (97.286) | (0.023)

785 485 300 Chinese 667.02 10,151 0.062 1,091 98702 01
Holstein T
(62876) | (10568) = (0056) = (663.79) | (10142) = (0.057)

1,085 485 600 Xinjiang 261.42 28217 0.085 260.63 28633 0.084

Brown T
(72708) | (92754) | (0023) = (68761) | (96963) & (0.022)

1,085 485 600 Chinese 1,248 99226 0.112 1594.4 9682.6 0.142
Holstein
(52217) | (70323) | (0045) = (544.89) | (678.09) | (0.046)

1,385 485 900 Xinjiang 2628 28194 0.086 25119 28654 0.081
Brown T
(66.884) | (93.427) = (0021) = (77.111) | (97509) | (0.024)

1,385 485 900 Chinese 10153 10,726 0.087 734.34 10921 0.064
Holstein T
(41444) | (55317) | (0034) = (51115) | (60L11) = (0.043)

1,685 485 1,200 Xinjiang 256.98 28215 0.084 263.17 28609 0.085
Brown T
(67.492) | (94.732)  (0022)  (80748) | (97.523) = (0.025)

1,685 485 1,200 Chinese 715.82 10,683 0.063 838.62 10,581 0.074
Holstein
(37283) | (497.08) | (0032) | (33932) = (467.88) | (0.029)

1985 485 1,500 Xinjiang 253.46 28204 0.083 249.42 28668 0.081
Brown T T
(58914) | (91339) | (0019) = (75035) | (96.106) | (0.024)

1985 485 1,500 Chinese 629.08 10,465 0057 785.9 10349 0071
Holstein T
(1784) | (41727)  (0028)  (285.16) | (399.72)  (0.025)

2285 485 1800 Xinjiang 26636 | 28189 0.087 24233 28717 | 0078
Brown T
(73755) | (97.11) | (0023) = (61402) | (94469) & (0.02)

2285 485 1800 Chinese 717.61 10,529 0.064 75432 10,503 0.068
Holstein
(23988) | (36006) | (0021) = (26609) | (364.18) | (0.024)

2,585 485 2,100 Xinjiang 223.39 28435 0073 1748 2917 0.057

Brown T T T I
(67122) | (91.748) | (0022) = (74579) | (10176) | (0.024)

2585 485 2,100 Chinese 1037.2 10,437 0.091 1139.2 10376 0.099

Holstein
(25692) | (33628) | (0022) = (24942) | (329.61) | (0.021)

Note: “All data” refers to the calculation results without excluding the phenotypic data of the 50 validation animals; “All data-50" refers to the calculation results after excluding the phenotypic
data of the 50 validation animals. ¢, = additive genetic variance; 0% = residual variance; h? = heritability; SE, standard error.
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Joint reference Xinjiang Chinese All data-50
population Brown holstein

h*(SE)  0.%(SE) 6.%(SE)  h*(SE)

485 485 0 Xinjiang 23844 14294 0.143 246,05 1455.9 0.145
Brown t
(46431) | (48.997) | (0026) = (47902) | (50543) | (0.027)

785 485 300 Xinjiang 253.09 1423.1 0.151 267.32 1446.7 0.156
Brown T
(50485) | (49.704) | (0028) = (48616) | (48525) | (0.027)

785 485 300 Chinese 46333 39567 0.105 45138 39555 0.103
Holstein T T
(47727) | (464.24) ©.1) (3825) | (461.92) | (0.081)

1,085 485 600 Xinjiang 261.17 14194 0.156 264.41 1450.2 0.155
Brown
(48.804) | (47.058) = (0027) = (5141) | (49689) = (0.028)

1,085 485 600 Chinese 7867 39713 0.166 82805 | 39357 | 0174
Holstein T
(310.95) (308.68) (0.061) (280.6) (277.55) | (0.053)

1,385 485 900 Xinjiang 26473 14194 0158 265.12 14505 | 055
Brown T T T
(51675) | (48.283) | (0029) = (47.87) | (49.206) = (0.026)

1,385 485 900 Chinese 544.43 38864 0.123 593.77 3858.1 0.134
Holstein
(188.04) | (22202) | (0041) = (17204) | (20445) | (0.036)

1,685 485 1,200 Xinjiang 255.49 14237 0.153 265.08 1447.8 0.155
Brown T
(49.583) | (48.699) = (0028) = (50392) | (52497) & (0.028)

1,685 485 1,200 Chinese 57671 39584 0128 56076 | 39626 | 0124
Holstein :
(14064) | (17524) | (003) | (14943)  (18338) = (0.032)

1985 485 1,500 Xinjiang 257.41 14222 0.154 250.87 1457.3 0.147
Brown -
(48761) | (48203) = (0027) = (52614) | (52575) @ (0.029)

1985 485 1,500 Chinese 563.84 39809 0.125 576.8 3988.6 0.127
Holstein
(13603) | (15487) = (0029) = (11889) | (15555) | (0.025)

2285 485 1800 Xinjiang 249.04 14242 0.149 261.17 14514 0.153
Brown T
(48.875) | (48.052) = (0.028) | (48.144) (49.9) (0.026)

2285 485 1800 Chinese 653.65 39165 0.144 64501 39183 0.142
Holstein T T
(11542) | (13807) = (0024) = (12801) | (13872) | (0.027)

2,585 485 2,100 Xinjiang 246.36 1427.5 0.148 243.18 1458.6 0.143

Brown T
(41.863) | (47.265) | (0.024) | (52403) (51) (0.029)

2585 485 2,100 Chinese 711274 | 37956 0.158 717.43 37962 0.159
Holstein
(11826) | (12631) | (0025) = (11658) | (11939) | (0.024)

Note: “All data” refers to the calculation results without excluding the phenotypic data of the 50 validation animals; “All data-50" refers to the calculation results after excluding the phenotypic
data of the 50 validation animals. o®, = additive genetic variance; o’ = residual variance; h° = heritability; SE, standard error.
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Breed

Character name (unit)?

Xinjiang Brown Catle milk 305MY (kg) 2,000-1,3000
MEP(%) 2-7
MPP(%) 27
SCC(1,000/mL) 0-25,000
Chinese Holstein Cattle milk [ 305MY(kg) 4,000-15,000
MFP(%) 27
MPP(%) 27
SCC(1,000/mL) 0-25,000

MFP: milk fat percentage; MPP:

S vt pepsiniion S0 sams Gewll vaink:
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Phenotype animals Pedigree animals

‘ Xinjiang Brown Cattle 7,516 2207 l 16,795
‘ Chinese Holstein Cattle 93,717 48,464 ‘ 654,390

‘ Total 1,01,233 50,671 [ 671,185
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Joint reference g Xinjiang Brown cattle inese holstein cattle

485 485 0

785 485 300
1,085 485 600
1,385 485 900
1,685 485 1,200
1985 485 1,500
2,285 485 1800
2,585 485 2,100
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SNP

position

Domestic sheep

1 NEGR1 | ss1113654939 50204860 BONE_WT, BONEP, FA-C20:5, FA-C22:5, FATP, LMYP, MUSWT, and PUFA
1 USP25 | ss1116150477 152500264 BONE_WT, BONEP, FA-C20:5, FA-C22:5, FATP, FLYD, LMYP, MUSWT, and PUFA
ss1116154441 152601830
4 COPG2 | 551129997095 103086813 CVED_PRI
551129997769 103151963
4 NRCAM | 551129534548 55685078 CVFD_PRI
4 RELN 551129484817 50358993 CVED_PRI
551129485872 50458109
5 GALNTI0 | 551130834348 68288153 FA-CI6:1
7 RINI 551133283846 74925794 CVED_PRI, SL
9 ADGRB3 | 551134565186 5336181 LMA and MUSWT
551134567992 5535614
12 CAPN2 | 551137368707 29531925 BDENS, FATP, LMYP, and MY
12 SDCCAGS | ss1137447517 36847011 BDENS, FATP, LMYP, and MY
15 CADMI | 551139557872 28497013 FECGEN
17 HIPIR | 551141565009 61655059 BDENS and SCS
18 PML 551141994265 32479250 FA-C20:1, FATP, SL, and TESTWT
2 PTPRM | 51145103439 45903918 FATP, FATWT, HCWT, LMYP, MFY_180D, and MY
25 MTR s51145839414 9173663 CVFD_PRI, MFDIAM, MFPER, SL, TESTWT, and UYC
2 DLC1 551146742924 25957009 MUSWT, Stature, UDDATT, and WORMCT
551146743820 26043393
551146744870
Wild sheep
1 KCNJI0 | ss1115230121 117944910 BDENS, BELUMBS3, BONE_WT, FA-C20:5, FA-C22:5, FATP, FECGEN, LMYP, MDLUMB3, MUSWT, and
PUFA
1 MGST3 | ss1115375784 125162941 BDENS, BELUMBS3, BONE_WT, FA-C20:5, FA-C22:5, FATP, FECGEN, LMYP, MDLUMB3, MUSWT, and
PUFA
2 ACOl | ss1121421351 109766460 FA-CI18:3, FA-C20:4, FA-C20:5, FA-C22:5, HOWT, LATRICH_2, MFPER, and SCS
551121422525 109804281
2 GALNTL6 | ss1121533683 116265153 FA-C18:3, FA-C20:4, FA-C20:5, FA-C22:5, HCWT, LATRICH_2, MFPER, and NFEC
551121534742 116350674
551121534985 116362603
551121536161 116417246
551121537352 116465257
ss1121537767 116500683
551121538473 116534114
551121540364 116594826
ss1121541584 116635922
551121544347 116763390
551121548053 116898149
551121548153 116905792
551121548799 116953479
551121549287 116992107
551121549759 117072252
551121554393 117115355
ss1121568385 117485350
551121570596 117573048
ss1121571444 117612053
551121573654 117702396
551121577773 117736662
551121580557 117849339
2 ZNF395 | ss1158590803 111016299 FA-C183, FA-C204, FA-C20:5, FA-C22:5, HCWT, LATRICH_2, MFPER, and SCS
3 AKS 551124538240 4201867 HFEC and SL
3 TSC1 551124537252 4132992 HEEC and SL
5 PLINS | ss1130359135 18089207 FA-C16:1
9 SPAGI  ss1135395144 84948639 HCWT, LMA, MFY_180D, and MUSWT
551135395539 84978362
1 NF1 551209682579 44753284 HCWT, JAWL, and LATRICH_2
551209684264 44896884
12 PRDMI6 551137575478 53644681 FATP and LMYP
551137575655 53663779
13 RALGAPA2 | 551138263148 41284446 MUSWT and SAOS
ss1138263481 41314389
551138264060 41371630
551138264441 41394956
ss1138264932 41434517
551138265074 41443275
551138265616 41483549
18 ACAN | 551218825229 17861995 FA-C20:1, MY, SL, and TESTWT
19 GADLI | ss1219489564 5622653 ASREP and DRESSING

AMDG, age at maximum daily gain; ADG, average daily gain; BELUMBS3, back fat a third lumbar; BW, body weight; BDENS, bone density; BONE_W'T, carcass bone weight ; BONEP, carcass
bone percentage; FATP, carcass fat percentage; DRESSING, dressing percentage; FATWT, carcass fat weight ; FECGEN, fecal egg count; FCURY, fiber curvature; FLYD, flecce yield; HFEC,
Haemonchus contortus FEC; HO, horns; HCWT, hot carcass weight; IGA, immunoglobulin A level; IGG, immunoglobulin G level; IOA, inherited ovine arthrogryposis; INTFAT, internal fat
amount; JAWL, jaw length; LMYP, lean meat yield percentage; LMA, longissimus muscle area; MFEDIAM, mean fiber diameter; FA-C20:4, meat arachidonic acid content; FA-CI8:1, meat cis-
vaccenic acid content; FA-C22:5, meat docosapentaenoic acid content; FA-C20:5, meat eicosapentaenoic acid content; FA-C20:1, meat gadoleic acid content; FA-C18:2, meat linoleic acid
content; FA-C18:3, meat linolenicacid content; FA-C14:0, meat myristic acid content; FA-C18:1, meat oleicacid content; FA-C16:0, meat palmitic acid content; FA-C16:1, meat palmitoleic acid
content; PUFA, meat polyunsaturated fatty acid content; FA-C14:0, meat stearic acid content; MCARPL, metacarpal length; MFPER, milk fat percentage; MFY_180D, milk fat yield; MLACT,
milk lactose yield; MPUFA, milk polyunsaturated fatty acid content; PP, milk protein percentage; PY, milk protein yield; MYPERS, milk yield persistency; MY, milk yield; MDLUMB3, muscle
depth at third lumbar; MUSWT, muscle weight in carcass; NFEC, Nematodirus FEC; CVED_PRI, primary fiber diameter coefficient of variance; RLEGS, rear leg set; ASREP, reproductive
seasonality; SAOS, Salmonella Abortusovis susceptibility; SCS, somatic cell score; SL, staple length; Stature: stature; SCFA, subcutaneous fat area; SCET, subcutaneous fat thickness; TESTWT,
testes weight; TOTBONE, total bone; LATRICH 2, Trichastrongylus adult and larva count; TFEC_1, Trichostrongylus colubriformis FEC; UDDATT, udder attachment; UYC, useful yield
st WOBMOT: e aomit:
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Category

Wild sheep

cc Cytosol 0006 ZNF395, RALGAPA2, COPBI, RAPIGDSI, UAPI, ELP3, CIORF72,
PRDMI6, UBRS, SPAGI, NEK1, TAFS, ACO1, RGS22, DCAF13, SH3GLI,
and PLINS

BP Positive regulation of GTPase activity 0007 RALGAPA2, RAPIGDSI, NF1, and C9ORF72

cc Presynapse 0024 KCNJ10, C9ORF72, and SH3GLI

KEGG Nucleotide metabolism 0.028 UCK2, ENTPDG, and AKS

cc Glutamatergic synapse 0.037 NAPB, ACAN, RNFI194, and SH3GL1

BP Regulation of phosphoprotein phosphatase activity 0.046 TIPRL and TSCI

KEGG Metabolic pathways 0050 UCK2, PAH, MGST3, PRDMI16, ENTPDG6, GADLI, ACOI, UAPI,
GALNTLG, and AK8

Domestic sheep

ME Calcium-dependent cysteine-type endopeptidase activity 0004 | CAPNI3, CAPNS, and CAPN2

cc Cytoplasm 0.005 TENM4, KCNIP1, RALGAPAL, SPATS2, RANBP17, MTR, CHD3,
ARHGAP44, LOC101121185, RELN, XPOT, ELMOL, ARHGEF3, CAPN2,
BBOFI, CPNE2, SDCCAGS, EIFAG1, and TRIM67

cc Golgi membrane 0022 GALNTI4, LOCI01112819, RTN1, COPG2, and GALNTIO

BP Activation of cysteine-type endopeptidase activity involved in 0023 | DLCIL, HIPIR and PML

apoptotic process

KEGG Other types of O-glycan biosynthesis 0024 GALNT14, GXYLTI, and GALNTIO

BP O-glycan processing 0036 GXYLTI and GALNTI0

ME SH3 domain binding 0038 ELMOI, HIPIR, and HCLSI

BP Negative regulation of protein ubiquitination involved in 0042 HFE and PML

ubiquitin-dependent protein catabolic process

BP Negative regulation of angiogenesis 0046 ADGRB3, PTPRM, and PML

ME GTPase activator activity 0048 ARHGAP44, LOCI01109993, RALGAPAL, and DLCI

KEGG Cell adhesion molecules 0049 CADMI, NEGRI, PTPRM, and NRCAM

ME SUMO binding 0050 USP25 and PML

CC, cellular component, BP, biological process, MF, molecular function.
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Joint reference population

Xinjiang Brown

Chinese holstein

Total population

Validation population

Ricesy  bo Ricesv  bo
185 185 0 0280 | 223 | 0277 | 0203 | -1654 0136
785 185 300 0465 | -0.307 | 0468 -0066 | -4338 = -0.048
1,085 485 600 0444 0185 | 0458 | 0158 | -5416 0116
1,385 185 900 0421 017 | o018 004 5773 | 0032
1685 185 1,200 0386 028 | 0356 -0.091 | 6293 0079
1985 185 1,500 0399 | 0243 | 0401 = -0259 | -6967 -0213
2285 185 1800 0397 | -0313 | 0504  -0.165 | -59 -0l
2585 185 2,100 0371 | -0234 | 03 0222 | 6578 0176
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Joint reference population  Xinjiang Brown  Chinese holstein Total population Validation population

RPesv  bo RPesy bo
185 185 0 0215 oo | 0249 004 0007 | 0025
785 185 | 300 0255 001 | 0295 o1 | -ooss | -0223
1085 485 600 0234 0008 0232 0002 | -0071 | 0002
1,385 185 900 0221 0007 0207 0062 | -0084 | 0075
1685 485 1,200 0448 0002 0502 04 0084 -0501
1985 185 | 1,500 0248 0006 0255  -0117 | -0089 & 0178
2285 | 185 1800 0254 0002 029 0005 | 0073 | 0006
2,585 485 | 2,100 0.190 0.003 0239 -0.093 [ -0.089 -0.138






OPS/images/fgene-15-1394636/inline_1.gif





OPS/images/fgene-15-1394636/inline_10.gif





OPS/images/fgene-15-1394636/inline_25.gif





OPS/images/fgene-15-1394636/inline_21.gif
(2-2p;)





OPS/images/fgene-15-1394636/inline_22.gif





OPS/images/fgene-15-1394636/inline_23.gif
Py





OPS/images/fgene-15-1394636/inline_24.gif
H' = A
iy [u
0 G"?A"]
2





OPS/images/fgene-15-1394636/inline_18.gif
G= MM
DYXTN
L





OPS/images/fgene-15-1394636/inline_19.gif
(0-2p;)





OPS/images/fgene-15-1394636/inline_2.gif





OPS/images/fgene-15-1394636/inline_20.gif
(1-2p;)





OPS/images/fgene-15-1394636/inline_17.gif





