. glaberrima
O. sativa

. glaberrima
O. sativa

. glaberrima
O. sativa

. glaberrima
O. sativa

. glaberrima
O. sativa

[N

60
61

120
121

180

181

240
240

1st exon 2d exon

MNPTTAAAADQPSKPSEAAAARKRKSSAKPKASSSSLPTATAIRTNASPKRSKVAAGAGDDESE]
MNPTTAAAADQPSKPSIAAAARKRKSSAKPKASSSSLPTATAITNASPKRSKVAAGAGDDSS]
Ins(GCC) Sub(GCG -> ACG)

314 exon 4™ exon

[©DADAAEEKPEPAKDY IHVRARRGQATDSHSLAERVRRER I SERMKLLQSLVPGCNK | glke]
DADAAEEKPEPAKDY IHVRARRGQATDSHSLAERVRRERI SERMKLLQSLVPGCNK | gbAe]

Sub(GGC -> GCC)
5th exon 6th exon

TGKALMLDE I INYVQSLQRQVEFLSMKLATMNPQLDFDSHYMPSKDMSHMPVPAY PSEDPRige]
TGKALMLDE I INYVQSLQRQVEFLSMKLATMNPQLDFDSHYMPSKDMSHMPVPAY PSKIDPRRS]q)

Sub(GGC -> AGC)

TTTTAFSYTGSPATADPFTVYNCWELDLHTAMQMGATT\YGLSQDGP IATMAPSPSPLPHHgA]E]
TTTTAFSYTGSPATADPFTVYNCWELDLHTAMQMGATTEGLSQDGP IATMAPSPSPLPHHgAE]E]

7 exon Del(TCG)

PPLHGFYGGQQQQGTTVNHMKAEP 263
PPLHGFYGGQQQQGTTVNHMKAEP 263

Figure S1 Amino acid sequences of RAE1/An-1 in O. glabeerima and O. sativa

Amino acid sequences of RAE1/An-1in O. glaberrima and O. sativa are aligned by ClustalW. Mutations in the DNA
sequence are shown below the mutation sites. The thick gray bar under the aligned sequences represents a conserved
bHLH domain. The thin black bars and gray bars above the aligned sequences indicate the region of exons.
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