
Os03g01290 TCACCACCCTCGGCGTCGCCGTCAACCTGGTGACCTACCTCACCGGGACTATGCACCTC
Os08g05910 TGACGACGCTGGGGATCGCCGTGAACCTGGTCACCTACCTGACGGCGACGATGCACGCC
Os10g02080 TGGCGTTCTTCGGGGTGCAGTACAGCCTGGTGACATTCCTGACGACGCAATTGCGGCAG
Os10g49200 TCGCCTTCTCCGGCGTGGCGCTGAACCTGGTGGTGTACCTGGCCACCGTCCTTCACGGC
Exon2_RC TTGCATTTTTTGGCGTCGCCGTGGGCCTGGTGGTGTTCCTCAGGCAGGTGCTCCACCAG
Exon3 TCGCCTTCTTCAGCGTTGCCATGGACCTGGTGATGTTCTTCCGGCGGGTGCCCCACCAA
Os02g48570 GCGCCTTCTTCGGCGTCGGGGTGAACCTTGTGGTGTTCCTGCGGCGGGTGCTCCACCAG

GGCAGCGCCGCCTCCGCCAACGCCGTCACCAACTTCCTCGGCACCTCCTTCA

TGCTCTGC

GGCAACGCCGAGGCCGCCAACGTCGTCACCAACTTCATGGGCACCTCCTTCA

TGCTCTGC

GGAAATGCAGAAGCAGCCAGGAACTTCAGCATGTGGCAGGGCACCTGCTACA

TCGCTCCC

ACCCTCGCCTTCAACGCCGCCCATGTCGACACCTGGAATGGCACCACCTTCA

TCGTCCCC

GAGAACGCCGAGGCCGCCAATAGCGTCAGCATGTGGATGGGCACCGTCTACA

TCTTCTCC

GAGAACGCCGTGGCCACCAACAACATCAGCATATGGATGGGCACCATCTTCA

TCTTTGCC

GACAACGCAGAGGCAGCCAACAGCATCAGCAAGTGGACCGGCACGGTCTACA

TCTTCTCC

Os03g01290 CTCCTCGGCGGCTTCCTCGCCGACACCTACCTCGGCCGCTACCTCACCATCGCCATCTTC
Os08g05910 CTCCTCGGCGGCTTCGTCGCCGACTCCTTCCTCGGCCGCTACCTCACCATCGCCATCTTC
Os10g02080 CTCGCCGGTGCCATCGTCGCCGACTCCTGCCTCGGCCGATACCGCACCATCCTCGCCTTC
Os10g49200 GTCATCGGGGCTTTCCTCGCCGACTCCTACTGGGGAAAGTACAGGACCATCCTCGCCTCC
Exon2_RC CTCTTCTGTGCTTTCCTGAGTGACTCCTATATGGGGCGCTACATCACTTGCATCATGTTC
Exon3 CTCTTTAGTGCTTTCCGTAGTGATTCCTATACGGGGTGCTACTTCACTTGGATCATGTTA
Os02g48570 CTCATCGGCGCCTTCATGAGCGACTCCTACTGGGGCCGATACATCACGTGTGCAATCTTC

ACCGCCGTCCAAGCGGCCGGCATGGCCGTCCT
ACCGCCGTCCAAGCCTCGGGGGTGACGATCCT
TTCTCCATCTACATCATCGGGATGGGAACGAT
CTCCTCTTCTACCTCGCCGGCCTTGTGCTCCT
CAATTCATCTTCATCGTGGTA-TG-TAATCCT
CAATTTATCTTCATCGTGATA-TA-TGCTCCT
CAGATGATCTATGTCACGGTA-CGATGGTCAA

Figure S3. Alignment of the foldback structure regions of exon 3 and the reverse 
complement of exon 2 from Os06g21900 with putative progenitor genes.  Conserved positions 
are highlighted as follows: 7/7 red, 5/7 or 6/7 orange,  4/7 yellow, 3/7 green (including at least 
one conserved base in Os06g21900 foldback).


