6-62

WT

Figure S1.

3,036,007
Deletion (102,158 bp)

/s
//‘
] 0 }".‘ SIU 40 50 &0 70 80 ‘.-IIU lf('fJ
IRGSP-1.0 Chr. 9 GG'GMGmGGMG*GRGGIGWG“GGmGGIG“GWGHGRGRG“G“G“GG“GGﬁGWEGGm
| 1) f
................

6-62 mutant Wt v A Sy A
aCTTw\TTuTCCCE‘CCAT‘I FFATCJ CATGAGGCGCATGCCA ccfrchTcAcTc.c,crc'rTc.cccA'\cTTG ___________________________________

3,138,166
Deletion (102,158 bp)

Fd

110 120 130 140 1;{- 140

10 130 130 140
ATCTAATTGTAATGCATGGTTTECTAAAAGGTGAATA GMG GIGGG

#Lf ANV

I \ / MY AT
*********************************** F\(_I'AAIGG'I(J(J(J]CI(_IAAAI I(JIF\(J.»-\AI 1 'IG(.AA](J(J(_AI IAAI'(_(_.»-\.»-\I IAA(_(_LAAAT l(_A[ T lf_l'.»‘\.»‘\

Confirmation of a large (102,158 bp) deletion in the 6-62 mutant

A: a pair of PCR primers were designed upstream and downstream of the deletion, and subjected for amplification from genomic DNA from the

6-62 mutant and wild-type Nipponbare. The arrow indicates the 303 bp band expected in the 6-62 mutant. B: A schematic drawing of the

structure and flanks of the deletion. Comparison between PCR-direct sequencing of the amplified DNA fragment and the reference Nipponbare

genomic sequence indicated that the deletion spans 102,158 bp in length and has no filler sequence.



