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80 90 100 110 120 130 140 150

(o154 2 S EGCGGCGTCGGT[YGTC[TCGGCACGGCCAAGTGCGCCGACTGCACCMGGAAGAACATGAAAGCHIGAGGATGCTTTC

(1)1 3 BGCGGCGTCGGTMGTCI\TCGGCACGGCCAAGTGCGCCGACTGCACCMGGAAGAACATGAAAGC[MGAGGATGCTTTC

(o159 MK I GCGGCGTCGGTING TC[TCGGCACGGCCAAGTGCGCCGACTGCACCMGGAAGAACATGAAAGCIGAGGATGCTTTC

(1521 W BGCGGCGTCGGTMGTCEITCGGCACGGCCAAGTGCGCCGACTGCACCE\GGAAGAACATGAAAGCHGAGGATGCTTTC)
160 170 180 190 200 210 220

(o155 2 NS A A GAABCTCCA[GTGGCGATISAAGTGCAAGAAC[HECAAMGGMGAGTACGAGAGCAAGGC[BIN\CINGGAAAGCTEGAS

OsPRP1.2
OsPRP1.3
OsPRP1.4

AAGAA[CTCCAINGTGGCGATMAAGTGCAAGAACINICAAMGGINGAGTACGAGAGCAAGGCHNECMGGAAAGCT[MGARN
AAGAAMCTCCAEGTGGCGATMAAGTGCAAGAACIJEICAANGGINGAGTACGAGAGCAAGGCOE\C[MGGAAAGCTEGAS

230 240 250 260 270 280 290 300
(o155 2 NS NG G[FNC CGGRGEE®T TCAGCETCCCECTHGAC[CCGACCTMEACAGCTCEMGACTGCRTEGCICAGCTCCAMNGCGC[Y
(o255 2 NI G GOMIC CGG[MG@OIT TCAGCETCCCRCT[MGACEICCGACCTIOACAGCTCHGACTGCRTIGCECAGCTCCA[SING CGCEY
[oX525 1 J NG GOFNC C GG[MG®INT TCAGCETCCCCT[MGAC[CCGACCTIEACAGCTCMGACTGCRTMGCICAGCTCCA[INGCGC[Y

[o1-):2 2 BN BN G GHWNC CGGEGH[®T TCAGCINTCCCMC T[MGACI[ECCGACCTMOACAGCTCEGACTGCIETEMGCRCAGC TCCAINEGCGCle]

OsPRP1.4 CAACGAGCCATGCCCEGGECARNGAGCCATCCAAGATCGTGCCABTGTCE\GAGGGCACCTT TLYMMEC ClET[®GCS

310 320 330 340 350 360 370
(o152 S M AICAACGAGCCATGCCC[BGGECA[GAGCCATCCAAGATCGTGCC TGTC[GAGGGCACCTT T{E[elNeC CleT(6lGC[S)
OsSPRP1.2 CAACGAGCCATGCCCEGGECARNGAGCCATCCAAGATCGTGCC TGTCEGAGGGCACCT T T[ENNSFAC C[e]T[6IG Cpy
OsPRP1.3 CAACGAGCCATGCCCHGGHCA[GAGCCATCCAAGATCGTGCC TGTCEGAGGGCACCTT T[ENNSIEC CIATINGC (9

380 390 400 410 420 430 440 450

(o152 NS MGG CINAGACMSINC TAMCINT C[eGCETTGTGEGCTCMGIGACCATCTGCGGEMCCINATCAAGAAGAAGATCATREIGAC
(o255 2N BG G CINAGAC[ONEIC T ANC[ME T CE/GCT TG T GISG C[ T C[e|GMGACCATCTGCGGMCCMATCAAGAAGAAGATCAT®GAC

(o) 13N IING G CINAGACENSINC TAMC[OFNT CIN\GC[T TG TG[MGC[ET CE\GMGACCATCTGCGGICC[MATCAAGAAGAAGATCATEGAC
(o152 3 BN B G G C(MA GACHOINC TAMCISINT CIAGCET TG T GG CENT CIE|GIGACCATCTGCGGIWCCMATCAAGAAGAAGATCATEIGAC

460 470 480 490 500 510 520
(o152 3N EICACTTCCAMAAGAAGCCGGTGCCACCBAAGCCEGA[ECCINAA[CCEGAGCCERACCCAAGCCMAAGCCHGAGCCEGALE
(1) 3N BNICACTTCCANAAGAAGCCGGTGCCACCHAAGCCEGANCC[MAAECCINGAGCC[ECCCAAGCC[EAAGCCIR\GAGCCEGAS
[0 3N ENCACTTCCAMAAGAAGCCGGTGCCACCEAAGCCEHGA[CC[EAA[ECCIGAGCCERCCCAAGCC[AAGCCINGAGCCEGAN
(o152 W BICACTTCCAMAAGAAGCCGGTGCCACC[MAAGCC CEVGAEICCIAALICCIEGAGCCEICCCAAGCC[EAAGCCIGAGCCEGALE]

530 540 550 560 570 580 590 600
(o152 3 NS ECACCCEMITCCTCGACCA[NTCCACAAGAAGGAGAAGEACTTCTTEGABCACTTCCACAAGAAGCCHGT[ECCECCH
(¢33 IICACCCOI\TCCTCGACCAMMTCCACAAGAAGGAGAAGEACTTCTTIWGABMCACTTCCACAAGAAGCCEGTE\CCEICCH
(o)1 3N EIC ACCCOITCCTCGACCANNTCCACAAGAAGGAGAAGEACTTCTT[MGAMCACTTCCACAAGAAGCCIRGT[ECCEICChy
(o152 3B BCACCCEWTCCTCGACCA[NTCCACAAGAAGGAGAAGEMACTTCTTGANWCACTTCCACAAGAAGCCEGTECCECCH

640 650 660

OsPRP1.1 FV.NelofolT(c)Nelofel TL.V-Ne C[eiC[)NC[ofedod WXeldelG . |. . . . ... ... NCAGCCHWGCGCCE\GAGTACCACAACCCINAGCCChN
OsPRP1.2 EYclololor P NElNeINCAGCCE\GCGCCWGAGTACCACAACCCHAGCCCEY
OsPRP1.3 Yelololop:V:Nelole(el CAGCCIGCGCC[E{GAGTACCACAACCC[EAGCCCHy
OsPRP1.4 rYejoleley:V:-Nelolec CAGCCIWGCGCCIWGAGTACCACAACCC[EAGCCCH
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Figure S1. Sequence analysis. Target site start positions marked in blue.



