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O. sativa—Hap.1 6 GOGGOG A c T GCT &C C G Dl G G AGT C/TT Del CG Ct GCGGGT G T 8 203
Hap2 TGCGTGGGOGACG G A C C A T GC C C G Dl GG AGT C T Del Dl CA ClC GCG G G T GOGGOGGOGTIOGG G T 1
Hap3 GGCAC Dl ACGG C A G G T CGC O C AAGGICG C Dl C C GAC Dl T G Dl GG CGA T Del G T 7
Hap4 GGCAC Dl ACGT C A GG TOCC O C AAGGICG C Dl C C GAC Dl T G Dl GG CGAT Del G T 1
0. rufipogon- Hap.5 G G CGTGGGGACA G A C C AT GC O CG Dl GG AGT CT Dl Dl CG CC GCG G G A GIGGIGGIGIOGOG G T 3
Hap.6 GG CGTGIGGOGACA G A C C AT GC Dl T G Dl G G AGT C T Del Dl CG CIC G C G G G T GOGGOGGOGTOGOOG G Del 1
Hap7 GGCGTGIGGOGACG G A C C A T GC O C G Dl CG AGT C T Dl Dl CG CIC GCG T G T GOGGOGGOGTOGG G T 1
Hap8 GGCGTGIGGGACG G A C C A TGC OC CG Dl GG AGT C T Del Dl CG CIC T C G G G T GOGGOGGOGTOGOOG G T 1
Hap9 GG CGTGIGGGACG G A C C A TGC C CG Dl G G AGT C T Dl Dl CG CIC GC G G G T GOGGOGGOGTOGOOG T T 1
Obanh”_l:Hap1OGTTGTCXXBGCGGTGGCAGGTGC CC C G Dl G G AGT C T Del Dl CG CIT GCG G G T GOGGOGGOGTOGCOG G T 4
GTCGTOGEGEGCGG C A GGAGG C O CG Dl GG AGT C T Del 64kbC G CT G C G G G T TGGOGGTGGOGTOGE G T 2
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GTC GIC AGGGC C G G € G T C A CAC € C C G C C T GOGGCG CDIDIGT G C G T GACT G G C cc A C A ACGACGICGICGT GGTGGA C 2

0. barthii T G TeotoocAcce ¢ 1 6 T o 1 ¢ A e o o C© G C C T GOGOCG CDDIGTG C G T GACT G G C G C cots G € A Dl coeA A 2
Hapd G TCGICGIC ACGEC C G G € G T C A CAC C C C G C C T GOGCCG ChADAIG TG C G T GACT G G ¢ G C cos A C A cotocA A1

Hap.5 G TCGICGTCACGEC € G 6 € G T C A CAC C ¢C C G C C T GOGGCG CDIDIGT G C G TGACT G G C G G C CGICG A A A ACGACGTCGTCGT GGTGGA A 4

Hapg oeics Dol be T A G € T & C oM CAc pel T DA C C CCAC A CDIDIATEG C A T AG T Dol Dol Dol C € C T G C T ACGACGTCGTCGT A

Hap7 A CG Del GGG C G Dol C T T Del T c T €CG C CCCOC G CDelDel AT C C G T AATT G G C GAICIGG C C CG G C T ACGACGICGTCGT Del A 1

HapB ACG Dl GGG C G G C T T C A CAC C T € G C Dl C COGGCG ChelDel AT C C G T AATT G G C GAICIG C C CG G A T ACGAGGICGICGT Del A 1

Hap9 ACG Del GGG C G 6 C T T C A CAC C T € G T CCCOGCc G ADIDIG CC Dl Dl T AATT G G C GAICICG C C CG G C T ACGAGGICGICGT Dol A 1

Hap.10 A CG Del GGG C G G C T T C A CAC C T C G T C CCOGOCG ADDI AT C DI G T AATT G G C GAICICG C C CG G C T ACGACGICGICGT Dol A 1

Hap.11 A CG Dl GGG C G G C T T C A CAC C T C G T C CCOGGCG ADIDI AT C C G T AATT G G C GAICICG C C GG G C T ACGAGICGICGT Dol A 1

O. rufipogon-| Hapi2 Acs pa oes ¢ 6 6 ¢ T T c A cmac o T € G T DI C CCGCCG ADIDI AT C C G T AATT G G C GACICG C C CG G C T ACGACGICGICGT Del A 1
g POy Hap.13 Ao Ddl GGG G G 6 C T T G A CAC C T GG T C CCOOCG ADIDIATC C G TAATT G G C GACIG C C OB G C T ACGACGICGTCST Del A 1
Hap14 A CG Del GGG C G G C T T C A CAC C T € G C C CCOGGCG CheiDel AT C C G T AATT G G C GACICG C T CG G C T ACGAGICGICGT Del A 1

Hap15 A GG Del GIGA C G G C T T C A CAC C T € G C C CCOOCG CheiDel A TG C G T AATT G G T GACIG C C CG G C T ACGACGICGICGT Del A 1

Hap16 A CG Del GIGA C G G C T T C cac ¢ T £C G C C CCOCCG CDDel AT G C G T AATT G G T GACIGG C C 5 G C T ACGACGICGICGT Dol A 1

Hap.17 A C6 Dol GGA C G G C T T C A CAC C T £C G C C CCOCCG CDDolATG C G T AATT G G T GACIGG C C GG G C T ACGACGICGICGT Dal A 1

Hap.18 A CG Dl GIGA C G G C T G C A CAC C T GGt € G C T Dsl C CGCECG C C A G C G Dl Dl Dl A AT T G G C GACIG C C CCI G C T ACGACGICGTCGT Dol A 1

Hap.19 Ao Dol GGA C G G ¢ T T C A D C T GGAGC € G € € € CCBCC G CDIDI A TG C G T AATT G G T GACIG C C OB G C T ACGACGTCGTCST Dol A 1
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Group < g : ObZNF1 MDPSSSSWPAPASPPVELSLSLPPAAARSRDEAAPTATVDGKOVELE 78
mhii kY OrzZNF1 78
- ar ObZNF10 . .MEPCRRRHDGVGGGG . . . GRRSS| 56
O O. rufipogon OrzZNF8 . \MEPCHD. . GGGGGGG . . . GRRS S|gVIgF 54
Consensus r £ clfc tf k qaquhqnah k
ObZNF1 MG s TAADGRUCEGAAS DDDTTVEEMPSTGSCRRAlG FRsTE 148
OrzNF1 55 STAADGRWCBGAAS DDDTTANgMP S LGS ClAAlG - FASTE 148
onzn ObZNF10 STTMPLPPVAGE@RTTPHGAVVTESEGLVFAAT) RPRPLPH sl . 135
o OrzZNF8 STTMPPPPVAAGRTTPHGAVMTINGGLVFATT] RPRPLPH HevBaTs 133
R Consensus g
o
ObZNF1 REBISCGCVAGEELYLIMLGL .o 167
OrzNF1 REBTGGGVAGEELYLELGL 167
ObZNF10 . GGWHDIRAWP) Y SVDDGAASFFGASRKDGG. DATWDGGEVEVLDLELRL 187
OrzNF8 GAWHDIRAWP) VS, DDGAASFFGASRKDGGDAAVDDVVVDGG .EVLDLELRL 187
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Fig. S7. Haplotype divergence of RPAD locus among sub-populations. a, b Haplotype analysis of PROG1/PROG7 in Os, Or, Ob, and Og. Green and yellow boxes
respectively indicate the zinc-finger domain and EAR motif of PROG1, while the red line shows the mutation site. ¢ Validation of deletion in Og and Ob using primers
P1, P2, and P3. d Validation of deletion in Or and Os using primers P4, P5, and P6. e Detection of variations in PROG1 using primers P7 and P8 and detection of
variations in PROG7 using primers P9 and P10. The positions of primers P1-P10 are shown in Fig. 7a. f Phylogeny based on cDNA of ObZNFs and OrZNFs. g
Alignment of protein sequences of ObZNF1, OrZNF1, ObZNF10, and OrZNF8. Identical residues are highlighted by black boxes. Os, Osi, Osj, Or, Og, and Ob refer to
O. sativa, O. sativa indica, O. sativa japonica, O. rufipogon, O. glaberrima, and O. barthii, respectively.



