b iden b qcov b tcov h _cov Epimerase (241aa)

seed|ATH|AT1G61720.1 100 100 100 o4 S - 0m . Motif 3
seed TGY|GWHPASIV026748 100 93 93 9% =1 - Mot 4
LI43|GWHPACFB021926 99 97 96 96 s - MotiF2
SCZ|CSS0041663.1 99 96 96 96 - - ot
SCZ|CSS0033195.1 99 97 9% 94 ==t ANR - Motif 6
DASZ|GWHPABKB030287 99 96 9% 96 - . o3
SCZ|CSS0005927.1 79 98 90 95 R T ] Motif 7
FHI|GWHPALOG001123 75 98 94 95 - . I Motif 9
seed|ATR|XP_006836994.1 100 100 100 98 =
AOF|XP_020243396.1 61 99 95 94 S - 0m
MBA|Mba08_g01400.1 63 93 93 94 - .-

ZM|Zm00001eb431510_PO02 49 97 95 98 .- -
ZM|Zm00001eb431500_P002 49 9% 96 95 - - .
ZM|Zm00001¢b431520_P001 49 97 96 95 .
FHIGWHPALOGO011017 50 92 70 95 - - - . ., -
ACH|DTZ79_21g02570 74 99 97 95 T .
DASZ|GWHPABKB020332 98 100 99 96 .
SCZ|CSS0011557.1 98 100 100 9 - 0,
LI43|GWHPACFB015399 98 97 97 9 T .
seed TGY|GWHPASIVO11523 100 100 100 96 T m
DASZ|GWHPABKB020333 72 88 98 9 - I .,
SCZ|CSS0033346.1 78 99 97 96 T .,

1 SCZ|CSS0033342.1 78 99 97 96 - .
LI43|GWHPACFBO015400 78 94 98 9% —. . .
ACH|DTZ79_21g02560 82 96 94 95 S oam 0m
DASZ|GWHPABKB020331 91 93 100 96 HEE-E
seed|TGY|GWHPASIV011522 100 93 93 96 T .,
SCZ|CSS0016543.1 100 93 93 96 T .,
seed ATR[XP_006878520.2 100 100 100 96 ST TR

| seed|ATR|XP_020523764.1 100 100 100 96 s
MBA|Mba04_g31800.1 68 96 82 80 - m
AOF|XP_020267696.1 70 99 85 96 T =
MBA[Mba01_g01310.1 72 91 89 96 O
seed|ZMA|B4FS33 100 100 100 95 ST — SR
ZM|Zm00001¢b359030_P001 100 99 99 95 S  m
ZM|Zm00001eb159020_P001 85 97 96 95 SRR
ACH|DTZ79_09g07310 84 95 91 95 S . m
DASZ|GWHPABKB017147 100 100 100 96 S I
seed|TGY|GWHPASIV005031 100 100 100 95 T W
LI43|GWHPACFB014576 99 100 97 96 S am  m
SCZ|CSS0000672.1 99 100 100 96 . W,
seed[VVI|VIT_1850001g12800.t01 100 100 100 95 — . .,
FHIIGWHPALOGO13172 78 94 89 95 o m
FHIGWHPALOG013173 78 94 88 96 . m
seed|ATR|XP_006878526.1 100 100 100 95 L oam W

_|:ACH|DTZ79708g08870 45 86 70 88 —EHE- - - Vestitone reductase
SCZ|CSS0039811.1 46 95 70 92 . -
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Supplemental Fig S21. The parameter validation for ANR and DFR in SDR superfamily.



