b_iden b gcov b _tcov h covl h cov2 Chal_sti_syl‘lt_N (22533)

ACH|DTZ79_06g13750 43 97 96 99 97 - ~— -
LJ43|GWHPACFB012850 44 97 96 99 96 4 e i—r -
FHIGWHPALOGO18698 43 96 97 99 98 - A —— Motif 2
MBA|Mba05_g16100.1 40 96 88 98 96 - — - —— .
ZM|Zm00001eb305800 P002 10 93 99 99 96 - A mT— I Motif 1
ACH|DTZ79_01g05330 42 95 941 99 98 - - Motif 4
ACH|DTZ79_08g08230 41 84 94 99 97 - ~— - —— -
LJ43|GWHPACFBO11425 42 93 94 99 97 — — - —— Motif 7
ZM|Zm00001eb322120_P001 56 96 98 97 99 - ~— - —— .
ZM|Zm00001¢b322090_PO01 56 96 98 97 99 - I Motif 9
ZM|Zm00001eb198050_P001 48 93 91 97 98 - i — i
ZM[Zm000016b200050_POOI a4 81 03 98 96 - e [ | MOtff 6
ZM|Zm00001¢b200040_P001 45 94 93 98 96 — - -Em— Motif 5
ZM|Zm00001eb198080_P001 51 81 96 98 96 - ~— - —— Motif 3
ZM|Zm00001eb129160_P001 54 94 88 98 99 — — - ————
ZM|Zm00001eb129220_P001 56 88 81 98 99 - — - ——
ZM|Zm00001eb129240_P001 56 88 81 98 99 - — - Chal sti synt C (] Slaa)
ZM|Zm00001eb129120_P001 54 94 88 98 99 - — - - - -
MBA|Mba01_g09120.1 67 96 98 99 99 -  —
MBA|Mball_g23730.1 68 99 98 99 98 - — -
MBA|Mba00_g07350.1 65 99 99 99 98 b — -
MBA|Mba06_g09820.1 63 92 99 99 99 b — -
MBA[Mbal0_g18120.1 65 99 99 99 99 - e —
MBA[Mba05_g31330.1 60 99 98 99 98 b — -
MBA|Mbal0_g18130.1 64 98 70 99 99 — -
MBA|Mba02_g15110.1 68 98 95 99 98 < — - — - —
MBA|Mba03_g00960.1 63 99 99 99 98 b — -
MBA|Mbal0_g18100.1 67 99 99 99 97 L — - ———
AOF|XP_020275699.1 65 95 98 99 99 < — -
AOF|XP_020257203.1 66 98 99 99 99 - e
AOF|XP_020260024.1 59 96 95 97 96 - — -
seed|ASH|PKA53998.1 100 100 100 97 98 L — -
seed|ATR|XP_006837977.1 100 100 100 99 99 - — -
FHI|GWHPALOG012265 63 99 99 98 98 L el —
seed|VVI|VIT_16s0100g01130.t01 100 100 100 99 99 b — -
FHIIGWHPALOGO11402 74 89 70 98 97 < — -
FHIGWHPALOGO11424 74 96 96 98 97 — - —— . i
FHIGWHPALOGO011411 74 94 119 97 97 - ~— - ——
FHIIGWHPALOGO011431 74 96 96 98 97 - — -
FHIIGWHPALOGO11440 74 96 96 98 97 - — -
FHIGWHPALOG011445 74 96 96 98 97 - ~— - ——
FHIGWHPALOGO11443 74 91 94 98 94 - — -
AOF|XP_020245912.1 67 98 97 99 96 - ~ - ———
MBA|Mba06_g11590.1 89 98 98 99 99 - e —r
MBA|Mba06_g16830.1 89 99 98 99 99 k. — -
MBA|Mbal0_g10820.1 89 98 98 99 99 b — -
MBA|Mbal0_g10880.1 85 99 96 99 99 < — -
seed|OSA|LOC_Os11g32650.1 100 96 96 99 99 L — - ——
seed/OSA|LOC_Os07g11440.1 100 100 100 99 99 - — -
seed|VVI|VIT_14s0068g00920.101 100 100 100 99 99 - ~— -
FHIGWHPALOGO010813 89 99 98 99 99 < — -
seedATR|XP_011627026.1 100 100 100 99 98 < — -
FHIIGWHPALOGO015536 93 99 70 99 99 < — -
FHIIGWHPALOGO015539 91 94 70 99 99 T — - — - - —— - W
FHIGWHPALOG015543 91 99 99 99 99 b 2 — — -
FHIGWHPALOGO15544 91 99 99 99 99 b ~— -
FHIGWHPALOG015545 90 99 99 99 99 b ~— -
FHIIGWHPALOGO15551 91 99 99 99 99 - ~— -
FHIGWHPALOGO015554 92 99 99 99 99 b ~— -
ACH|DTZ79_08g07130 92 99 99 99 99 b ~— -
ACH|DTZ79_01g02850 91 99 97 99 99 b i —r
ACH|DTZ79_22g06860 95 99 99 99 99 - ~ - ——
seed TGY|GWHPASIV005532 100 100 100 99 99 - — -
SCZ|CSS0003832.1 100 100 100 99 99 b — -
LJ43|GWHPACFB014183 100 100 100 99 99 b i—r
LIJ43|GWHPACFB019717 94 100 100 99 99 - — -
SCZ|CSS0017899.1 94 100 100 99 99 - — -
SCZ|CSS0021901.1 90 100 96 90 99 b — -
seed TGY|GWHPASIV017279 100 100 100 99 99 b —
LJ43|GWHPACFB018002 99 100 100 99 99 < ~ -
SCZ|CSS0030597.1 100 100 100 99 99 - — -
LJ43|GWHPACFB026038 90 100 100 99 99 - — -
LJ43|GWHPACFB026039 94 92 97 95 99 b i—r
LJ43|GWHPACFB026040 96 83 98 97 99 - — -
SCZ|CSS0004474.1 95 100 100 99 99 < — -
SCZ|CSS0007714.1 96 100 100 99 99 - — -
ATHJAT4G34850.1 B p— \ I PKSB
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Fig. S15 The parameter validation for CHS.



