Table 1 Descriptive statistics for germination-related traits at 25°C and 5°C

Trait Number Mean Median SD Range
GR3N 190 96.23 97.78 4.84 77.78~100.00
GR7N 190 97.67 100.00 3.51 82.22~100.00
GR11C 190 26.35 12.22 29.70 0~97.78
GR21C 190 52.42 50.00 32.78 0~100.00
GIN 190 45.95 46.56 2.30 31.67~47.62
GIC 190 20.15 13.54 19.05 0~80.08
RGI 190 0.44 0.29 0.41 0~1.68
RGR11C.3N 190 0.27 0.13 0.30 0~0.98
RGR21C.7N 190 0.54 0.53 0.33 0~1.08




Table 2 Position, MAF and P values of 26 significant SNPs associated with both
RGR21C.7N and RGI

P value in
No. SNPs Chromosome  Position MAF
RGR21C.7N RGI

1 chr4 181394117 4 181394117 0.116 1.41E-06 1.11E-06
2 chr6_ 93763259 6 93763259 0.073 1.73E-08 5.94E-08
3 chr6_ 93804119 6 93804119 0.175 6.15E-07 1.03E-06
4 chr6_ 93817680 6 93817680 0.189 1.26E-06 4.25E-07
5 chr6_ 93829267 6 93829267 0.192 2.37E-07 3.47E-07
6 chr6_ 93832400 6 93832400 0.178 4.41E-07 8.43E-07
7 chr6_93833496 6 93833496 0.186 1.10E-08 1.32E-07
8 chr6_ 93859258 6 93859258 0.164 1.37E-07 9.69E-07
9 chr6_ 93859868 6 93859868 0.192 5.26E-07 1.82E-06
10 chr6 93861491 6 93861491 0.122 3.29E-07 1.08E-07
11 chr6 93862794 6 93862794 0.172 1.94E-07 1.31E-06
12 chr6 93862996 6 93862996 0.181 9.59E-07 1.48E-06
13 chr6 93877558 6 93877558 0.192 2.00E-07 2.88E-07
14 chr6 93883692 6 93883692 0.192 4.23E-07 1.01E-06
15 chr6 93887057 6 93887057 0.178 6.31E-07 1.65E-06
16 chr6 93891301 6 93891301 0.178 1.04E-07 4.11E-07
17 chr6 93892729 6 93892729 0.161 3.50E-09 8.71E-09
18 chr6 93892736 6 93892736 0.133 1.87E-08 6.61E-08
19 chr6 93896199 6 93896199 0.164 9.13E-08 2.26E-07
20 chr6_93896425 6 93896425 0.200 3.16E-07 1.52E-07
21 chr6_93896703 6 93896703 0.172 1.08E-06 9.60E-07
22 chr6_93910576 6 93910576 0.164 5.87E-07 7.22E-07
23 chr6 93913471 6 93913471 0.181 5.43E-07 1.80E-06
24 chr6_ 93921703 6 93921703 0.178 2.55E-07 8.89E-07
25 chr8 166223522 8 166223522 0.144 1.23E-06 3.57E-07

26 chr9 106376520 9 106376520 0.242 3.07E-07 1.16E-06
The red SNP is the top SNP shared by RGR21C.7N and RGI




Table 3 Candidate genes were identified within LD decay regions of 26 significant SNPs

associated with both RGR21C.7N and RGI
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