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Supplementary Table 1. Functional annotation results of DEGs upon ozone treatment.

Regulation Seq. Name Seq. Description igﬂ'gth H?[.s()f min. e-value g/ilrerfirI]arity
Up regulated Glyma01g32750 lipid transfer protein precursor 357 20 9.15E-81 79.05%
Glyma02g37990 metalloendoproteinase 1-like 918 20 0 67.90%
Glyma02g39830 hypot_hetical protein MTR_7g046110 1374 20 8.55E-172 69.60%
[Medicago truncatula]
Glyma04g01020  probable fructose-bisphosphate aldolase 1188 20 0 94.35%
chloroplastic-like
Glyma06g16600 cyclase dehydrase family protein 2061 20 0 76.90%
Glymal1g01520 seed specific protein bn15d1b 357 20 5.72E-84 65.45%
Glymal0g33710 superoxide dismutase 735 20 0 89.35%
Glyma06g01310 40s ribosomal protein 327 20 6.25E-42 97.40%
Glyma06g01310  40s ribosomal protein s25-2 303 20 1.32E-15 96.25%
Glymal8g01860 histone h3 411 20 7.35E-91 99.40%
Glyma01g43720 hydroxymethylbilane synthase 1071 20 0 91.10%
Glymal5g40190 glutathione s-transferase 651 20 5.45E-141 92.30%
Glymal6g20780 N/A 531 0
Glymal1g03470 uncharacterized protein 186 20 7.14E-39 79.20%
Glymal6g28070 chlorophyll a/b-binding protein 795 20 0 97.90%
Glymallgl4250  protein 447 20 4.61E-93  60.30%
Glyma01g28440 upf0481 protein at3g47200-like 1131 20 3.55E-130 51.05%
Glyma09g09100  protein tify 3b 621 20 278E-137  67.30%
Glymal9g37100 udp-glycosyltransferase 73c2-like 1527 20 0 80.25%
Glymal4g40590 histone h3 411 20 7.35E-91 99.40%
Glymal4g14360 udp-n-acetylglucosamine udp-glucose gdp- 1038 20 0 86.30%
mannose transporter
Glymal8g04080 rubisco activase 1296 20 0 91.40%
Glymal3g32680 methionine sulfoxide reductase type 609 20 3.07E-131 89.55%
Glymal7g03350 pathogenesis-related protein class 10 477 20 9.43E-100 89.30%
Glyma03g39200 N/A 492 20  8.62E-103  86.15%
Glyma06g11970 nac domain protein 900 20 0 82.95%
Glyma08g22600 phospholipase d alpha 2430 20 0 93.65%
Glyma06g40330  protein 360 20 5.66E-62  85.45%
Glyma08g08770 light-harvesting complex ii protein Ihcbl 936 20 0 97.05%
Glymal9g34480 cytochrome p450 94al-like 1539 20 0 82.50%
Glymal3g44080 uncharacterized protein 348 20 7.06E-70 68.75%



Glymal3g20200 polyubiquitin 465 20  1.48E-102  99.75%
Glyma01g03070 N/A 480 0
Glymal4g39950 syringolide-induced protein 14-1-1 741 20 5.30E-140 56.30%
Glyma05g00780 eukaryotic translation initiation factor 5a2 483 20 1.76E-114 97.60%
Glymal7gl1130 eukaryotic translation initiation factor 5a2 483 20 1.76E-114 97.60%
Glymal8g13630 glutathione s-transferase 648 20 1.72E-157 88.70%
Glymal3g35950 protein 351 20 9.22E-80  87.05%
Glyma08g36390 cell wall-associated partial 180 6 8.03E-28 82.17%
Glyma06g07400 gtp-binding nuclear protein ran-3-like 666 20 7.24E-153 08.15%
Glymal4g38720  ubiquinol-cytochrome c reductase complex 219 20 1.99E-47  89.25%
ubiquinone-binding protein gp-c
Glyma07g25390 desacetoxyvindoline 4- 1197 20 0 71.35%
Glyma02g38610 rna polymerase beta subunit 192 20 1.97E-26 87.25%
Glymal0g05790 dna-binding protein s1fa2 249 20 3.02E-24 83.75%
Glymal2g01080 42 kda peptidyl-prolyl isomerase 1113 20 0 88.75%
Glymal5g01470 pleiotropic drug resistance protein 1-like 4281 20 0 90.10%
Glymal3g12070 N/A 417
Glymal3g12070 cytochrome p450 liketbp 693 20 8.86E-57 80.00%
Glymal9g39570 60s ribosomal protein 639 20 3.48E-126 96.40%
Glymal8902610 wound-induced protein 1-like 324 20 2.15E-71 73.90%
Glyma08g11480 s-adenosyl-I-homocysteine hydrolase 1458 20 0 97.40%
Glyma07g00520 mitogen-activated protein kinase kinase 5 1056 20 0 85.30%
Glymal9g40690 adp-ribosylation factor 546 20 4.90E-129 99.80%
Glyma05g36770 f-box protein skip8 657 20 1.01E-162 84.90%
2ngted Glyma07g00890 lipoxygenase 2580 20 0 86.10%
Glyma08g18800 9-cis-epoxycarotenoid dioxygenase 1062 20 1.88E-131 74.30%
Glymal3g26150 eril exoribonuclease 1245 20 0 78.25%
Glyma09g04150 uncharacterized protein 10100526890 261 10 5.86E-39 71.60%
Glymal8g08750 ribosomal protein s19 150 20 2.71E-29 97.00%
Glyma05g31450 myo-inositol-1-phosphate synthase 1533 20 0 98.00%
Glymal3g20830 rna-binding protein 840 20 4.74E-164 77.20%
Glymal1g35500 protein 570 20  8.30E-125  85.85%
Glymal8g03220 chlorophyll a/b binding protein 837 20 1.96E-167 83.50%
Glymal9g36130 thioredoxin-like protein 771 20 9.76E-173 87.05%
Glymal7g01800 Irinkae-binding post-transcriptional regulator csx1- 1209 20 0 84.10%
Glyma06g12250 protein tolb 2100 20 0 73.10%
Glyma07g38090 uncharacterized protein 567 20 1.38E-102 77.50%
Glymallg07160 uncharacterized protein 507 20 5.72E-99 80.95%
Glymal9g06370 ribulose bisphosphate carboxylase 537 20 3.47E-132 93.40%
Glyma08g40850 ssdna-binding transcriptional regulator 810 20 2 54E-139 79.70%
Glymal5g03050 lipoxygenase I-5 2562 20 0 89.75%
Glymal9g44200 aldose 1- 954 20 0 88.45%
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