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Fig. 1 Suppl. The conserved domains of the Trx family in Arabidopsis. All proteins contain at least one of three Trx domains:

thioredoxin domain (green), TxIA domain (red), and TRX CDSP32 domain (grey).
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Fig. 2 Suppl. The conserved domains of the Trx family in peanut. 35 Trx proteins are shown in 4, the other 35 members in the B. All

proteins contain at least one of two Trx domains: thioredoxin domain (green), Tx1A domain (light orange).
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Fig. 3 Suppl. Gene structure map of A¢7rx. The green rectangles in the map represent untranslated region (UTR), yellow rectangles

represent coding sequence (CDS), the black lines represent introns. The numbers 0, 1, and 2 mean intron phase.
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Fig. 4 Suppl. Gene structure map of AhTrx. 35 Trx genes are shown in the 4 part, the other 35 members in the B part. The green
rectangles in the map represent untranslated regions (UTRs), the yellow rectangles represent coding sequences (CDS), the black lines

represent introns. The numbers 0, 1, and 2 mean intron phase.
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Fig. 5 Suppl. The motif composition and distribution of AhTrx and AtTrx proteins. The motif composition and distribution of Trx
proteins are shown in the 4 part, and the conservative sequence of the motif in the B part. Characters 1-10 represent motifs 1-10

successively. The height of each character in the motif represents the degree of conservation of the amino acid at that position.

Table 1 Suppl. Identification of Trx protein family members in peanut (aa - number of amino acids, GRAVY - grand average of

hydropathicity).
Gene ID Size [bp] Size (aa) Theoretical pI Molecular mass ~GRAVY Subcellular location Signal peptide
[Da]

AHO01G33550.1 864 287 9.67 32130.05 -0.404 chloroplast no
AH01G20330.1 939 312 9.19 34570.78 -0.139 mitochondria no
AH01G00510.1 807 268 5.88 29609.37 -0.476 chloroplast no
AH01G20310.1 852 283 9.50 31381.13 -0.215 chloroplast no
AH10G15550.1 540 179 6.89 20412.45 -0.231 chloroplast no
AH10G15550.2 537 178 6.89 20341.38 -0.242 chloroplast no
AH10G30320.1 540 179 5.26 20462.64 -0.203 chloroplast no
AH11G24030.1 864 287 9.67 32103.97 -0.422 chloroplast no
AH11G11040.1 465 154 8.67 17411.15 -0.070 chloroplast no
AH11G09070.1 792 263 6.14 29188.05 -0.473 chloroplast no
AH12G06680.1 429 142 4.80 15983.11 -0.249 nuclear no
AH12G09250.1 468 155 8.56 17910.51 -0.570 nuclear no
AH13G00170.1 684 227 9.26 25112.43 -0.070 chloroplast no
AH13G44380.1 399 132 9.44 15033.59 -0.264 chloroplast no
AH13G56940.1 543 180 5.26 20542.72 0216 chloroplast no
AH13G21560.1 537 178 9.20 19354.49 -0.015 chloroplast no
AH14G32340.1 564 187 9.30 20588.94 -0.139 chloroplast no
AH14G34300.1 405 134 5.69 14707.75 -0.207 cytoplasm no
AH14G26310.1 753 250 6.09 28631.77 -0.342 cytoplasm no
AH14G22540.1 654 217 5.84 24825.5 -0.328 chloroplast no
AH15G30630.1 666 221 8.46 24304.11 -0.049 chloroplast no
AH15G12630.1 465 154 9.34 17456.4 -0.199 cytoplasm no
AH16G00200.1 1029 342 5.16 37633.85 -0.170 chloroplast no
AH16G00200.2 900 299 5.68 33312.8 -0.284 chloroplast no
AH16G03480.1 588 195 8.83 22544.06 -0.320 nuclear no
AH16G19250.1 390 129 5.82 14610.25 -0.509 nuclear no
AH16G28020.1 870 289 9.78 32439.38 -0.438 chloroplast no
AH17G22190.1 492 163 9.06 18918.79 -0.237 chloroplast no
AH17G15550.1 486 161 6.88 17598.11 -0.066 chloroplast no

AH18G14970.1 555 184 9.47 19920.94 -0.084 chloroplast no
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Table 2 Suppl. Primers used in this study

Primer name Primer sequence (5'-3") Product size [bp] Purpose

5390.3-F TGTGGATACACTATGTGGTCGAT 89 qRT primers for
5390.3-R GGAGTAAAGCGAAAAGCAGCA AH07G25390.3
5390.1-F TGGATATTCAAGAAAACCCAACCG 100 qRT primers for
5390.1-R ACGATTTCCTTCACTCGGCT AHO07G25390.1
9420.1-F AGAGGCACAAGTCACCTATGAG 92 qRT primers for
9420.1-R TGAACTGGTAGGAACTGCGAG AH07G19420.1
9360.1-F GGAAGCAACCATCAAAAGCCA 75 qRT primers for
9360.1-R AAGCAGATCTTCGGGCATCA AH10G09360.1
7150.1-F TCCAACTTAAAAGCAACAATAGGCT 84 qRT primers for
7150.1-R TCTGCTGTCCTTTGTTGTTGC AHO08G07150.1
8800.1-F ACCAGTTGCTCTACCCACTC 93 qRT primers for
8800.1-R CCACCTCGCACGATGCT AHO08G18800.1
2630.1-F TTGCTGCCAACAAAGAACTCAA 100 qRT primers for
2630.1-R GAGGGTAAACGGAGGGGATTT AH06G22630.1
3550.1-F CCAACAAAGAACTCACCTTCACA 98 qRT primers for
3550.1-R GAATGAGGGTAAAGGGAGGGG AHO01G33550.1
0720.1-F GAAACGGGTTTATGCAGTTCCA 80 qRT primers for
0720.1-R TTCCACCACTGCATCGATCT AH08G30720.1
3480.1-F GACTCTAGTGAAGCGTGGCA 93 qRT primers for
3480.1-R TTGTGGCCTCCAATCACCTC AH16G03480.1
4870.1-F ATTGGAAAAGTTGGCAGCGG 88 qRT primers for
4870.1-R CCGAGCAACAAGTTTATGCGA AH09G34870.1
0310.1-F AACCGTCACTGACTCTGTTTCT 99 qRT primers for
0310.1-R TGCTGGTGGTGATGCTACTTA AH01G20310.1
2780.1-F GCAGCAAGGAAGGGTTACCT 99 qRT primers for
2780.1-R TGGAGGATTTGATGTTGAAGAGGA AH00G02780.1
9690.1-F AGCTGATTCTAGGATTTCCCATGT 94 qRT primers for
9690.1-R CAAAGGCTTAACTTTTGTGTCACC AH04G19690.1
3590.1-F AGAAACCAGCTGATTCTGGAATTTT 75 qRT primers for
3590.1-R GACAAAGTTTGCTATGATTGTGCC AH08G03590.1
5550.2-F CCAACAACCACAACCCCCTA 96 qRT primers for
5550.2-R GTTGAAGGAACGGGCGAATC AH10G15550.2
1560.1-F ATGTTTCCCCACTATTCCGGG 83 qRT primers for
1560.1-R GTAAGGGTTCTGGGCTTCAGT AH13G21560.1
1540.1-F CGCCGTGTCGAGAATTTCC 87 qRT primers for
1540.1-R ATGGGATCCACTTGGACGG AH08G21540.1
0320.1-F CCCTACCTTTTCAACAAGAACCAA 94 qRT primers for
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