Table S1 - Identified candidates among abiotic stress responsive gene categories in soybean and Medicago genomes
based on selected arabidopsis seed sequences, as well as number of other hits, e-value and score, against the
respective database of Medicago truncatula (Mt) and Glycine max (Gm).

Arabidopsis Information Blast Result
Query . . Other i
Category Sequence Best Hit Organism Hits E-value  Score
bZIP T;;:tso"r“p“"“ At1g42990 Mt_bZIP._1 M. truncamla 2 700e-12 674
Mt_Carb_Met_1 M. truncatula 7 0.0 959
At3g10740
Gm_Carb_Met_1 G. max 8 0.0 947
Gm_Carb_Met_2 G. max 7 6,00 e-121 430
At3g06500
Mt_Carb_Met 2 M. truncatula 6 0.0 788
Gm_Carb_Met_3 G. max 2 8,00 e-76 280
At3g60130
Carbohydrate Mt_Carb_Met_3 M. truncatula 5 1,00 e-107 386
Metabolism Gm_Carb_Met_4 G. max 3 1,00 e-166 582
At5g18670
Mt _Carb_Met 4 M. truncatula 3 8,00 e-141 496
Gm_Carb_Met_5 G. max 19 0.0 919
At3g04240
Mt_Carb_Met_5 M. truncatula 17 0.0 1166
Gm_Carb_Met_6 G. max 5 5,00 e-98 353
At2g43820
Mt_Carb_Met_6 M. truncatula 10 2,00 e-106 382
Gm_Cell_Met_1 G. max 1 8,00 e-83 304
At3g53180
Mt_Cell_Met_1 M. truncatula 7 9,00 e-175 610
Gm_Cell_Met_2 G. max 4 2,00 e-60 229
At3g45300
Mt_Cell_Met_2 M. truncatula 7 6,00 e-153 536
Gm_Cell_Met_3 G. 14 2,00 e-156 352
Cellular A2g39210 —el el max
Metabolism Mt_Cell_Met_3 M. truncatula 8 1,00 e-91 333
Gm_Cell_Met_4 G. max 2 3,00 e-91 331
At2g42970
Mt_Cell_Met_4 M. truncatula 11 7,00 e-145 510
Gm_Cell_Met_5 G. max 19 1,00 e-38 155
At1g68620
Mt_Cell_Met_5 M. truncatula 19 7,00 e-40 159
Gm_Cell_Stru_Org_Biog_1 G. max 16 4,00e-110 394
At1g03220 )
Mt_Cell_Stru_Org_Biog_1 M. truncatula 19 4,00 e-145 510
At3e10720 Gm_Cell_Stru_Org_Biog_2 G. max 7 1,00 e-123 437
Cellular Structure g Mt_Cell_Stru_Org_Biog 2 M. truncatula 7 1,00e-87 318
Organization and .
Biogenesis At5262350 Gm_Cell_Stru_Org_B'log_3 G. max 16 1,00 e-47 184
Mt_Cell_Stru_Org_Biog_3 M. truncatula 18 9,00 e-47 182
Gm_Cell_Stru_Org_Biog_4 G. max 19 7,00 e-21 95.9
At5g20230 )
Mt_Cell_Stru_Org_Biog_4 M. truncatula 18 1,00 e-22 102
Gm_Cytoch_P450_1 G. max 11 2,00 e-101 365
At2g34500
Mt_Cytoch_P450_1 M. truncatula 12 0.0 684
Cytochrome P450
Gm_Cytoch_P450_2 G. max 4 2,00 e-85 311
At3g26220
Mt_Cytoch_P450_2 M. truncatula 10 8,00 e-97 350
Detoxification Gm_Detox_Enz_1 G. max 14 4,00 e-43 169
Enzyme At2g31570
Mt_Detox_Enz_ 1 M. truncatula 17 9,00 e-40 157
Gm_Detox_Enz_2 G. max 19 4,00 e-51 196
At2g29450
Mt_Detox_Enz_ 2 M. truncatula 19 2,00 e-50 194
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