b iden b_qcov  b_tcov.  h covl h_cov2

PTR/PNT11010 70 99 99 99 99
—————seed[VVIVIT_1650100g01130.101 100 100 100 99 99
CKARWRS88982.1 65 99 99 99 99
EPTR|PNT52379 65 99 94 94 99
seed ATR|XP_006837977.1 100 100 100 99 99
PTR|PNT37193 65 97 83 74 99
ZMA[KMZ60473.1 60 98 99 99 99
ZMA[KMZ60472.1 60 98 99 99 99
ZMAJKMZ61370.1 61 98 98 97 99
seed|ASH|PKA53998.1 100 100 100 97 98
ZMAKMZ62616.1 69 98 96 97 99
ZMAIKMZ68347.1 57 97 88 50 76
ZMAJKMZ74276.1 63 96 58 32 99
ZMAJKMZ67556.1 84 97 97 99 98
ZMA[KMZ75012.1 83 98 95 99 91
ZMAKMZ75522.1 84 97 97 99 99
ZMAJKMZ75524.1 85 96 96 98 98
ZMA[KMZ73267.1 77 97 97 98 99
ACO[XP_020107375.1 89 99 97 99 99
seedOSA|LOC_Os11g32650.1 100 96 96 99 99
seed OSAILOC_Os07g11440.1 100 100 100 99 99
CKARWR74428.1 85 98 98 99 99
CKA[RWR74429.1 89 98 98 99 99
PTR|PNT04871 88 99 101 99 99
seed|VVI[VIT_1450068g00920.101 100 100 100 99 99
CKARWRS8983.1 92 99 99 99 99
CKARWRY6071.1 92 99 99 99 99
CKARWRY7293.1 84 99 106 74 98
seedATR|XP_011627026.1 100 100 100 99 98
PTR|PNT46175 91 99 99 99 99
{EPTR|PNT46174 91 99 99 99 99
PTR|PNT46173 88 99 99 99 99
EPTR|PNT52795 91 99 99 99 99
PTR|PNT52794 91 99 99 99 99
HD|GWHPAZTZ005265 100 100 100 99 99
seed TGY|GWHPASIV005532 100 100 100 99 99
HD|GWHPAZTZ016267 100 64 100 99 99
seed TGY|GWHPASIV017279 100 100 100 99 99
HD|GWHPAZTZ027278 96 100 100 99 99
HD|GWHPAZTZ027279 93 100 100 99 99
HD|GWHPAZTZ027280 91 100 100 99 99
W04009626 46 99 72 55 99
ATHAT4G34850 W 4 95 95 97 98
PTR|PNT21102 42 95 94 97 98
PTR|PNT41636 41 97 95 97 99
HD|GWHPAZTZ007308 44 97 9 96 99
L ACO|XP_020095094.1 38 08 95 86 98
ATH|AT1G02050 41 91 92 99 99
HD|GWHPAZTZ009759 42 40 93 96 97
PTR|PNT03201 41 94 85 97 99
PTR|PNT49647 42 96 94 97 99
—— CKA|RWR87448.1 42 95 93 97 99
— ACO|XP_020094790.1 40 97 98 9 99
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Fig. S4 The parameter selection for CHS of the test species. The sequences marked with asterisks were previously
misannotated in earlier studies ™.
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