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Figure S1. SNP associations results from the calibration and validation datasets for AGE26 and
AGCL. Plots on the left side are Manhattan plots representing the associations between
genome-wide SNP and age at a scrotal circumference of 26 cm (AGE26), as well as, SNP and
age at the first corpus luteum (AGECL). In both Manhattan plots chromosomal positions are in
the x-axis and —Log (P-values) are in the y-axis. Plots on the right side represent the correlation
between —Log (P-values) estimated with the calibration datasets (in the y-axis) and —Log (P-
values) estimated with the validation dataset (in the x-axis). Note that some SNP associations
were significant in both calibration and validation datasets (detailed in supplementary Tables 1

and 2.
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Table S1. SNP associated (P < 0.01) with AGE26 in both calibration and validation datasets.

AGE26 AGECL
Genetic Markers
Calibration Validation Calibration Validation

SNP Chr bp dist gene maf  Effect P %Var. Effect P %Var. Effect P %Var. Effect P %Var.
BTB-00009271 1 25,576,064 44,087 ROBO1 040 1883  8.22E-04 2.73 18.10  7.00E-04 252 23.88  8.30E-03 371 4.65 5.21E-01 0.14
Hapmap52417-rs29016891 1 26,259,422 171,932 ROBO1 048 1383 1.72E-03 2.84 17.19 3.05E-03 2.37 10.15 2.21E-01 0.70 -4.33 5.67E-01 0.13
ARS-BFGL-NGS-113793 2 32,770,767 0 FIGN 0.13 31?66 1.56E-04 3.63 -2748  6.21E-04 2.73 2.24 8.62E-01 0.02 15?36 1.76E-01 0.72
ARS-BFGL-NGS-110442 2 133,112,506 0 Loc100137795s 004 3640 6.15E-03 1.82 35.83 9.11E-03 1.77 -4.99 7.92E-01 0.03 13.51 4.48E-01 0.21
ARS-BFGL-NGS-10134 2 134,632,287 15,972 PAX7 0.11 23.17  4.38E-03 1.65 26.87  5.02E-03 2.23 26.34  5.85E-02 1.81 14?78 3.06E-01 0.57
ARS-BFGL-NGS-20008 3 85,520,539 352,692 NFIA 0.26 16.86  9.62E-03 174 20.28  1.07E-03 251 10?84 2.81E-01 0.61 -2.23 8.28E-01 0.03
ARS-BFGL-NGS-109534 7 13,608,935 0 NFIX 007 3407 4.79E-04 2.39 35.19 1.46E-03 2.55 19.36 2.61E-01 0.65 14.12 3.47E-01 0.35
ARS-BFGL-NGS-37497 7 13,745,889 0 FARSA 002 6586  254E-04 3.36 52.38  3.32E-03 213 5.40 8.25E-01 0.02 36.31  9.86E-02 0.86
BTB-01570482 8 23,846,515 0 MLLT3 015 20.09 9.53E-03 161 23.12 3.79E-03 2.13 27.55 3.10E-02 2.56 -5.02 6.17E-01 0.09
ARS-BFGL-NGS-93995 9 10,453,697 152,521 B3GAT2 0.30 15?92 6.93E-03 1.69 17.18 4.54E-03 1.97 14.20 1.10E-01 114 2.34 7.83E-01 0.03
BTB-00511494 13 5,623,697 8,390 BTBD3 0.01 68?90 7.23E-03 2.07 112-.99 1.45E-05 5.57 23.04 4.68E-01 0.20 33?85 1.40E-01 0.42
Hapmap32552-BTA-129045 14 22,323,719 0 SNTG1 042 1706  1.64E-03 2.28 1474  7.85E-03 1.70 3271  2.79E-04 7.09 33.06  2.10E-05 7.23
ARS-BFGL-BAC-12159 14 22,587,081 82,280 PCMTD1 0.50 16?46 2.47E-03 217 -16.66  4.40E-03 2.23 27?10 1.41E-03 4.99 36?13 2.20E-06 8.86
ARS-BFGL-NGS-104268 14 24,057,354 58,016 RP1 0.42 20j86 1.47E-04 341 -27.93 2.17E-06 6.11 24j57 3.42E-03 4.00 27?49 3.69E-04 5.01
BTB-01532239 14 24,437,778 0 XKR4 0.48 14?43 8.80E-03 1.67 -16.62  2.65E-03 221 29?87 5.43E-04 6.05 35?40 1.36E-06 8.50
BTB-01530778 14 24,482,969 0 XKR4 0.45 15?31 5.81E-03 1.86 -17.23 1.89E-03 2.36 26?42 1.52E-04 4.70 32?57 7.72E-06 7.14
BTB-01530836 14 24,573,257 0 XKR4 048 1434 9.25E-03 1.65 16.66 2.55E-03 2.23 28.98 8.53E-04 5.70 36.17 8.18E-07 8.87
BTB-00557532 14 24,643,266 32,308 XKR4 0.49 14?34 9.32E-03 1.65 -16.80  2.30E-03 2.26 29?64 6.36E-04 5.96 36?52 6.68E-07 9.04
Hapmap40120-BTA-34288 14 24,787,245 14,249 TGS1 046 1430 9.79E-03 1.63 16.25 3.34E-03 2.10 27.41 1.18E-04 5.07 31.13 1.54E-05 6.54
Hapmap41234-BTA-34285 14 25,107,556 0 LOC526726 0.47 16?74 1.72E-03 2.24 -18.11 9.15E-04 2.62 21?33 1.32E-02 3.07 41?03 2.11E-08 11.38
BTB-02056709 14 25,175,950 0 SDR16C6 048 1895 6.39E-04 2.88 17.08 2.01E-03 2.34 22.95 6.38E-03 3.57 4211 5.28E-09 12.03
Hapmap46986-BTA-34282 14 25,307,116 84,125 PENK 0.50 16j80 1.84E-03 2.26 -20.49 1.48E-04 3.37 28j52 5.93E-04 5.52 33?10 5.65E-06 7.44

ARS-BFGL-NGS-529 14 25,638,580 77,701 IMPAD1 0.44 - 227E-04 313  -1492 659E-03 176 - 2.38E-03 485 - 1.40E-06  8.82
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92,373,745 0 FOXP3 0.09 2426 6.62E-05 157 23.71 2.23E-04 1.50 1555  2.96E-01 0.55 13.01  3.11E-01 0.38

BTA-30350-n0-rs X

Hapmap53698-rs29016346 X 92,552,271 34,771 PAGE4 0.11 20.64 3.06E-04 1.38 21.56 1.45E-04 1.50 14.49 2.79E-01 0.58 -3.77 7.37E-01 0.04
ARS-BFGL-NGS-10300 X 93,077,595 745 AKAP4 0.08 28.71 1.98E-05 1.87 20.12 3.45E-03 0.92 28.52 9.67E-02 1.56 14.99 2.71E-01 0.43
Hapmap47906-BTA-29386 X 93,631,688 106,632 LOC784528 0.14 19.08 1.40E-04 141 26.55 2.88E-07 2.74 -6.00 6.32E-01 0.12 10.13 3.43E-01 0.34
Hapmap24388-BTA-21551 X 94,321,737 56,440 GSPT2 0.12 18.48 5.12E-04 1.18 -27.44  7.29E-07 2.60 5.81 6.60E-01 0.10 9.36 4.13E-01 0.26
BTA-98196-no-rs X 97,672,066 66,423 PFKFB1 0.10 17.60 1.40E-03 0.86 -31.51  2.53E-06 2.77 4,02 7.79E-01 0.04 5.15 6.90E-01 0.06
ARS-BFGL-NGS-79062 X 100,161,904 0 MSN 007 2622 5.07E-04 1.40 17.97 6.57E-03 0.66 291 8.69E-01 0.01 14.27 3.30E-01 0.35
Hapmap47471-BTA-101241 X 101,743,604 3,590 ARHGEF9 0.07 27.23 1.30E-04 1.55 26.71 8.46E-05 1.49 12.63 4,53E-01 0.28 -1.14 9.52E-01 0.00
Hapmap28111-BTA-30368 X 103,066,682 180,765 ZNF674 0.14 18.24 3.02E-04 1.29 20.31 1.28E-04 1.60 10.54 4,05E-01 0.37 -6.75 5.19E-01 0.15
Hapmap58785-rs29016314 X 105,042,126 82,100 NDP 0.08 1726 7.92E-03 0.67 18.44 8.98E-03 0.76 8.28 6.16E-01 0.13 -0.17 9.88E-01 0.00
ARS-BFGL-NGS-16664 X 108,144,345 97,291 LOC529109 012 1933 4.62E-04 1.26 19.76 5.36E-04 1.32 -9.12 4,78E-01 0.24 -7.10 5.34E-01 0.14
ARS-BFGL-NGS-36290 X 108,208,784 32,852 L0OC529109 015 1484 3.61E-03 0.88 15.37 3.11E-03 0.94 -6.25 5.92E-01 0.13 -2.26 8.21E-01 0.02

Table S2. SNP associated (P < 0.01) with AGECL in both calibration and validation datasets.

AGE26 AGECL
Genetic Markers
Calibration Validation Calibration Validation
SNP Chr bp dist gene maf  Effect P %Var. Effect P %Var.  Effect P %Var. Effect P %Var.
BTA-96881-no-rs 1 38,982,951 258,261 LOC617944 004 622 6.16E-01 0.04 -10.52  5.48E-01 0.13 52.40 4.40E-03 2.66 54.01 6.31E-03 2.82
ARS-BFGL-NGS-61496 1 65,820,557 18,134 FSTL1 0.45 -1.19 8.34E-01 0.01 -5.62 3.57E-01 0.25 24.11 9.93E-03 3.90 23.49 3.67E-03 3.70
BTB-01287574 1 133,671,941 0 LOC539234 0.10 -8.56 3.67E-01 0.21 -1.40 8.94E-01 0.01 41.01 6.26E-03 4.00 33.70 4.48E-03 2.70
BTB-00061551 1 133,958,910 0 LOC539234 0.10 8.67 3.65E-01 021 2.18 8.35E-01 0.01 -40.18  8.36E-03 3.79 32.39 6.97E-03 2.47
Hapmap51743-BTA-54330 1 140,835,240 0 BRWD1 0.02 -4.01 8.05E-01 0.01 12.27 5.42E-01 0.10 110.97 8.64E-06 6.77 84.15 2.03E-03 3.89
ARS-BFGL-NGS-117131 2 125,677,712 18,830 MED18 0.10 0.00 1.00E+00 0.00 38.28 4.16E-01 4.40 -24.37 1.10E-04 151 33.77 1.25E-07 2.90
ARS-BFGL-NGS-21195 3 95,708,039 18,435 C3H1orf185 0.12 9.30 6.30E-01 0.29 31.15  1.64E-01 3.29 -21.78  2.46E-03 1.36 33.43 8.28E-08 3.21
ARS-BFGL-NGS-117339 5 7,832,521 156,772 NAV3 0.12 -2.66 9.53E-01 0.02 -37.84  4.25E-01 4.79 28.29 4.34E-06 2.26 28.39 1.33E-06 2.28

Hapmap43922-BTA-73158 5 28,736,911 0 LOC524475 0.24 10.75  9.95E-02 0.68 -4.37  5.05E-01 0.11 30.97 1.85E-03 4.77 23.42 7.24E-03 2.73
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