Table S4 DEGs of flavonoid and anthocyanin biosynthesis in the testa of

Gene name ID shanhual5Rshanhual5R’log2FoldChange

PAL arahy.Tifrunner.gnml.ann1.NB2RRK 413 147 -1.492
arahy.Tifrunner.gnml.ann1.PUMP6L 4810 1025 -2.231

C4H arahy.Tifrunner.gnml.ann1.AYA1A5 62 4 -4.14
arahy.Tifrunner.gnml.ann1.K1LFJJ 53 5 -3.359
arahy.Tifrunner.gnm1.ann1.SGZ2CH 7874 3613 -1.124

4CL arahy.Tifrunner.gnml.ann1.35X8AA 530 73 -2.853
arahy.Tifrunner.gnml.ann1.7DZV4F 17 0 -6.641
arahy.Tifrunner.gnm1.ann1.BDR360 137 40 -1.771
arahy.Tifrunner.gnml.annl1.IT8P61 742 340 -1.127
arahy.Tifrunner.gnm1.ann1.L700WL 79 282 1.841
arahy.Tifrunner.gnml.ann1.W43CKL 643 1785 1.474

CHS arahy.Tifrunner.gnml.ann1.6J3HHE 110 38 -1.549
arahy.Tifrunner.gnml.ann1. ALW2B1 22 1095 5.634
arahy.Tifrunner.gnm1.ann1.JH8TMD 67 15 -2.198
arahy.Tifrunner.gnml.ann1.KOUY8K 117 19 -2.618
arahy.Tifrunner.gnm1.ann1.QZNOLQ 111 10 -3.551
arahy.Tifrunner.gnml.ann1.UDJXG6I 3893 1897 -1.037

F3H arahy.Tifrunner.gnml1.ann1.79B99S 2518 525 -2.261
arahy.Tifrunner.gnml.ann1.HE8J5U 2687 685 -1.973

F3'H arahy.Tifrunner.gnml.ann1.8F7PE4 3121 876 -1.834
arahy.Tifrunner.gnml.ann1.K8HIR8 1769 453 -1.966

DFR arahy.Tifrunner.gnml1.ann1.BOKX4P 68 20 -1.786
ANS arahy.Tifrunner.gnml.ann1.AQ6B1J 909 128 -2.826
arahy.Tifrunner.gnml1.ann1.UQO0Z3E 799 138 -2.53

ANR arahy.Tifrunner.gnml.ann1.IK60LM 753 106 -2.824
arahy.Tifrunner.gnm1.ann1. W8TDEC 100 36 -1.48

LAR arahy.Tifrunner.gnml.ann1.T1J2UZ 643 6 -6.76
arahy.Tifrunner.gnm1.ann1.MO5HMO 580 7 -6.381

FLS arahy.Tifrunner.gnm1.ann1.4WXUS8P 1840 113 -4.018

arahy.Tifrunner.gnml.ann1.4Y1607 2828 174 -4.018



R4 and R7 stages of Shanhual5 and Zhonghual2 peanut

pvalue FDR

0.00151 0.018568
7.2E-06 0.000252
5.38E-08 3.99E-06
8.01E-05 0.001857
0.002131 0.024098
6.61E-06 0.000235
0.000202 0.003955
7.47E-08 5.25E-06
0.00022 0.004231
1.28E-08 1.16E-06
0.001335 0.016966
0.000204 0.00399
3.79E-34 2.18E-30
0.001883 0.021999
1.09E-09 1.29E-07
5.45E-13 1.5E-10
0.000722 0.010674
2.11E-12 4.88E-10
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5.81E-12 1.22E-09
0.004007 0.038214
2.19E-27 6.79E-24
491E-15 2.13E-12
2.65E-10 3.71E-08
5.3E-05 0.00132
5.81E-16 3.21E-13
6.42E-46 1.29E-41
6.09E-12 1.26E-09
2.57E-19 2.59E-16
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