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Figure S1. Polymorphism SSR markers between the two parents
M - DL1000 DNA marker; P, — Jinnong 1A ({); P, — 9311-9 (A2 F, — F, of Jinnong 1A x 9311-9
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Figure S2. Plants displaying crossing-over bands at MM2000 (A), MM2014 (B) and RM25658 (C)

A: M - DL1000 DNA marker; P, - Jinnong 1A (9); P, — 9311-9 (3); 1, 3, 4 — recombinants (plant numbers:538, 2579, 4400);
2 — non-crossing over plant; F, — F, of Jinnong 1A x 9311-9

B: M - DL1000 DNA marker; F, — F, of Jinnong 1A x 9311-9; 1, 2, 4~7 — non-crossing-over plants; 3, 8 — crossing over plants
C: M — DL1000 DNA marker; F, — F, of Jinnong 1A x 9311-9; 1~2, 4~8 — non-crossing over plants, 3 — crossing-over plant
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Table S1. Results of the protein sequence alignment of the predicted genes

For gene 1

protochlorophyllide reductase B, chloroplastic [Oryza sativa Japonica Group]
Sequence ID: XP_015614945.1 Length: 402 Number of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 244 GenPept Graphics

Score Expect Method Identities Positives Gaps
421 bits(1083) 2e-148 Compositional matrix adjust. 231/244(95%) 232/244(95%) 5/244(2%)

Buery 1 MALOAATTTEFLPEAL EARKECAVEDSAFLGYVRLGDGLELET SALCLETERVETEEVAIR A0
MALOAATTTEFLP AL SARKECAVED SAFLGYRLGDGLELET SALCLETERVETEEVAIR
Shjet 1 MALOAATTTSFLP AL EARKECAVEDSAFLGYVRLGDGLELET SALCLETERVETSEVAIR A0

Cuery 61 slaszaavesptatpaspsGROTLREGTAVITGASSGLGLATAKAL ARTGEWHVYNGCEDE 120
AQASAAYSEPT TPASPSGEOTLREGTAVITGASSGLGLATAKALARTGRWHYYNGCRDE
Shict A1 AQASAAVSSPTVTPASPSGEQTLREGTAVITGASSGLGLATAKALAETGEWHYVNGCREDE 120

Query 121 LEASRAAKAACHEEGEYTIVHLDLASLDEVROFVGNYRELGHPYDVVVCNAAVTQPTAED 180
LEAGZRAAKAACHEEGEYTIVALDLASLDEVREQFY NYRRL NPVDVVVCNAAVTOFTAED
Shjct 121 LEASRAAKAACNEEGESYTIVHLDLASLDSVEQFVANVYRRLENPYDVVVCNAAVTOPTAED 130

Query 181 PEFTADGFEMSVGYNHLCGHFLLARELLADLTESDYPEERLITIVGEITGH———— GNLSPE 235
PEFTADGFEMEVGYVNHLGHFLLARELLADL TSEDYPSERLIIVGEITGN GCH+ P
Shjct 181 PEFTADGFEMEVGVNHLGHFLLARELLADLTSEDYPSKERLITIVGEITGNTNTLAGNVEFE 240

Query 256 PELG 259
LG
Shjct 241 ANLG 244

For gene 2

protochlorophyllide reductase B, chloroplastic [Oryza sativa Japonica Group]
Sequence ID: XP_015614945.1 Length: 402 MNumber of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 228 to 402 GenPept Graphics

Score Expect Method Identities Positives Gaps
375 bits(963) 6e-131 Compositional matrix adjust. 175/175(100%) 175/175(100%) 0/175(0%)

Query 4 GNTNTLAGNYPFEANLGDLECGLASGLDGYSSEANIDGCEFDGARAYEDSEVCNNLTHOER 65
GNTNTLAGNVFFEANLGDLECLASGLDGYSS5ANIDGCEFDGAKAYED SEVCNNLTHOER
Sbjct 228 GNTHTLAGNVPPEANLGDLEGLASGLDGVSSSAMIDGGEFDGAEAYEDSEWCNMLTMOEF  ZBT

Query 64  HRRYHGETGVTFASLYPGCIATTGLFREHVPLFRELLFFPFQEYITEGYVSEEEACERLAQ 123
HRRYHGETGVTFASLYPGCIATTCLFRENVPLFRLLFPPFOEY ITECY Y SEEEAGERLAG
cbjct 288 HREYHGETGWTFASZLYPCCIATTGLFREHVPLFELLFFPFOEYITEGYVSEEEACERLAG 347

Cuery 124 VYEDPELTESGVTWEWNNNGASFENQLEEEASDPEEKAKEVWELSEELVCLADHDD 178
V¥ EDP Bl TE GV TWEWN NN CASFENOLSEEASDPEEARKEVWEL SEELVGLADHDE)
Sbjct 348 VVEDPELTESGVYWSWNNNSASFENQLEEEASDPEEAEEVWELSEELVGLADHDD 402
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Table S1 to be continued.
For gene 3

uncharacterized protein LOC4349005 isoform X2 [Oryza sativa Japonica Group]
Sequence ID: XP_015614617.1 Length: 837 Number of Matches: 1
See 4 more title(s) v See all Identical Proteins([PG)

Range 1: 1 to 864 GenPept Graphics

Score Expect Method Identities Positives Gaps
1226 bits(3198) 0.0 Compositional matrix adjust. 732/864{92%) 733/864{91%) 67/864(7%)

guery 144 MIVEIYgrrsrzfsdggggerzsegefcsssRDAFEFdgeeeddlvllgsssqesshppaps 203
MIVRTYGRESRSF D CERGF-GGF oS SQDAFEFDGEEEDDLVL L G55 595 5SHFFAFS
Skict 1 MIVETYGRRSRSF S DG CERGGGEEF S5 50DAFEFDGEEEDDLVLLGES5G55SHFPAPS &0

Guery 204 qesssMWDFDEDPPPSPrrrrergeeelYAEPataaaaaasatSIHEAEEYGEMMESVDE 263
QESSEMWLFDEDPFP PRRRRGRGGEGDVAEPATAAAAAAAATEI MEAEEYGEMMESVIE
Sbict &1 HESSSMWLFDEDPPPPPRRRRGRGEECDYAEPATAAAAAAAATSIMEAEEYGEMMESVDE 120

Fuerry I84 ANFALDCLRATAPRRVERASFLALLGICASAFRRREVLEAQZ 204
ANFALDGLRATAFRRVRRASFLALLGICASAFRREVLEAR
Sbict 121 ANFALDGLRATAPRREVERASFLALLGICASAPRRRVLEAQGLVQQIIDAILVLNIDDFRC 180

guery 303 -0 SVRENHLLDSESCVHF L1kl InppwnlvDEFAFSIGSELLGISEVEM 331
VRENHLLDSESCVHFLLELLNFPVNLVDSEAPSIGEELLGISEVRM
Shict 181 TIGAAALLFVLASDVHENHLLDSESCVHFLLELLNFFVNLVDSEAFPSIGSELLGISEVEM 240

Query 332 LNGENEDSDCISEEILSEVEEILLSCQEIESLDEDDERETTRPELCPEWLALLTMEFACLS 411
LNGSNEDSDCISEEILSEVEEILL SC)EIRSLDEDDER T TRPELCFERLALL TMERACLS
Skiet 241 LNGEWEDSDCISEEILSEVEEILLSCREIRSIDEDDEETTRPELCPEWLALLTMEREACLS 300

Query 412 AVEVEETSDTVERVGGNFEETLRELGGLDSIFDVMMDCHSTLENLIEDTSTSALDLNEGT 471
AVEVEETSDTVERVGGNFEETLRELGGL DS IFDVMMDCHE TLENL IEDTSTSALDLNEGT
Skict 301 AVSVEETSDIVSRVGENFEETLRELGGLDSIFDVMMDCHSTLENLIEDTSTSALDLNEGT 360

Query 472 SLYSAALLLECLEILENATFLEDDNETHLLMMSRELYPERSSLEFVGEViiss
SLeSAALLLECLEILENATFLSDDNE THLLMMSRELYFERSSL SFVGVIISIIELLSALS
Sbkict 361 SLQSAALLLECLEILENATFLSDDWETHLLMMSFELYPERSSLSFVGVIISIIELLSALS 420

Guery 332 i1l@NssvvessstvypksskvsR@SChs 596
ILaNESVVESESTYPESSEVEQRSCS
ILgNSSVVESS TYPESSEV SRR S C SDVMGE TSFNDGERFENSFEFFNLLSNRTRHSCLSSES 480

.
[
¥

Sbict

on
on

Query 7 EVSHITISSGSDAGLSGEAFNCspsissngassgs lgERHSNGGALELNIEFDRGNANFI 616
EVEHITISSGSDAGL SeFAFNCSFS IS SNGASSGEL GERHSNGGALELNIEEDRGNANF I

Sbict 481 EVEHITISSGEDAGLSQEAFMCEPSISSNGASSGELGEFHENGGALELNIEEDRGNAKPI 540

7 RGESCWISIFAHSEDCNSREMARRRRLSENVITDSGGGDDFFAFDDVDGEFSNRELLGFE 676
RGEEGWISIRAHSEDGNSREMARRRRL SENVI TDSGEGDDFFAFDOVDREPSKRELLGFE
Sbict 341 RGSSGWISIRAHSSDGNSREMARRRRLSENVITDSGESDDFFAFDOVDGEFPSNRELLGFE 600

Guery @l

Query €77 FESPREHQDESGWGVLVASHEPDGPEDLNGSGTTSLFSAFDESSLLEDCLLASVEVLMNL 736
ERSPREHaDES GGV L VASHEPDRPEDL Mg ST TSLFSARDESSLLEDCLLASVEVLENL
Sbict &01 FESPREHQDESGRGVLVASHEPDGPEDLNGSGTTSLFSAFRDESSLLEDCLLASVEVLMNL 660

Query 737 ANDNFEGCELIASCGGLNTMASL IMFHFFSFCFVVDNNYNTRDVNLDHELSSSQNSEAHG 796
ANDNPSGCELIASCGGLNTMASL IMFHFPSFCFVVDRNNYNTRDVNLDHEL S558NEEAHR
Sbict €61 ANDNFSFIELIASCGGLNTMASL IMRHFPSFCFVVDNNYNTIRDVNLDHELSSSeNSEAH] 720

Query 797 VEIEQLRDHELDFLVAILGLLVNLVEEDSLMNEVELSSARVPVDLSGNPRSEETRRDVIAL 856
VEIERLRDHELDFLVAILGLL VKL VERDSLNREVREL SSARVEVDL SeNFESEETRRDVIAL
Sbict 721 VEIEQLRDHELDFLVAILGLLVKLVEEDSLMNEVELSSARVPVDLSGNPQSEETRRDVIAL 78O

Query 837 LCEVFLASQGASEASGTISFDDEESLMQGAFEAEMMIVEAYAATTIIAFISTESMEVEGAL 916
L EVFLASRGASEASGTIEFDDEES L MG GAREAEMMIVEAYAATI L LAFLSTESMEVRGAL
Sbijct 781 LCSVFLASRGASEASGTISFDDEESLMGGAREAEMMIVEAYAATTIIAFLSTESMEVEGAL 840

Query ‘917 SSECLPNNSLEILVPALEEFVISEL 940
SSCLFNNSLEILVFALEEFVT L
Sbict 841 S5CIPNNSLEILVPALEEFVSFHL Be4
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Table S1 to be continued
For gene 4

XS domain containing protein-like [Oryza sativa Japonica Group]
Sequence ID: BAD26426.1 Length: 123 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 40 to 123 GenPept Graphics

Score Expect Method Identities Positives Gaps
153 bits(386) 3e-49 Compositional matrix adjust.  77/84(92%) 73/84(92%) 0/84(0%)

Query 1 NTSVRLVTNCSFLETTROF SNLEVGESSHNILPYNVENEPCIYLTRTHNVPSLGGNTLARA 60
+T VRLVTN SFLSTT @ SNLHEVGPSSHNILPVMVENEPGIYL RTNVPSLGGNTLAPA
Sbjct 40  VTGWRLVTHRSFLSTTCOLSNLHVGPSSHNILPVNVEMEPGITLIRTNVPSLGGNTLARAL 99

Guery 61 GDERLEALVLTGWGEACVRSPVAT G54

GDERLEALVLTGWGEACYR DPVAT
sbhict 100 CGDERELEALVLTGWGEACVEPFVAT 123

For gene 5

retrotransposon protein, putative, unclassified [Oryza sativa Japonica Group]
Sequence ID: AAX96828.1 Length: 1014 Number of Matches: 3

Range 1: 1 to 309 GenPept Graphics ¥ Next Match

Score Expect Method Identities Positives Gaps
461 bits(1187) 4e-146 Compositicnal matrix adjust. 254/320(79%) 265/320(82%) 25/320(7%)

Query 1 MARGEALLDGEVLPPSRIVESERQACGLPRRFNPESATGREIVTLGEGRPAPDYPGREVEFFL 60
MARGEALLDGEVLPPERIVEERQACL REFNPESATGREIVTLGEGRPAPDYPGREVEFL
sbjct 1 MARGEALLDGEVLPPERIVEERQAGLERRFNPESATCREIVTLGEGRPAFDYPGREVFFL 60

Buery 61  FFAMAGLVFPFSEFFMDVLEFYDLOMAHLTPNAVNTLATFAHLCENFIGVEP—————- F 113
FRAMAGLYFFPFSEFFNDYLEFYDLOMAHL TPNAVHTLATFAHLCENFIGYERFP F
Sbjct 61  FFAMAGLVFFFSEFFMDVLEFYDLOMAHLTFNAVMTLATIFAHLCENFIGYRFSLELFEWF 120

Query 114 FCOSGATGAGAEPLHPLRPPOEVG—ERELEER——-LVLHPP——RRREAPPTEErapzazlag 166
F + + FP VG +E L +F R++tAPFTEZE F
sbjct 121 F—r——— TYOEY PP eV GGCYFOFRGEVLNRY IPCALEENAFPTEEQPPARDASSE 1689

Duery 187  lagagRSGDGYDAVLDRELAGLEEQGLTGAMYYGDYlrrriaplgrrarGAWEYTGSEDYN 228
GDGYDAVLDRLAGLESQCLTCAMVYGDYLERETAFLORRARGAWEY TG SED+
Sbjct 170 WRAFVDLGDGYDAVLDRLAGLRESQGLTGAMVYGDYLERRIAFLOREARGAWEYTGSEDFT 229

Query 227 RTHOGVEWDWAPEDFEIVVORVLNLNSMEASLIPOGILPLCSDFDRASILTINTAVGASE 2836
RTHOGYEWDWAPEDFEI+VORVLNLN G+EA+LIPQGILPFLCEDFDRASILTIN AVGASE
sbjct  Z30 RTHOGYRWDWAPEDFEILVORVLNLNGVEAALIPUGILFLCEDPDEASILTIMMAYGASE 289

Query 287 ERAPEGHDGAGGERRGDOST 306
ERAFEGHDGAGGERRG+QET
Sbjct 290 ERAFEGHDGAGGERRGEQST 309
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Table S1 to be continued.

For gene 6

retrotransposon protein, putative, unclassified [Oryza sativa Japonica Group]

Sequence 1D: ABBAT352.2 Length: 1772 Number of Matches: 2

Range 1: 329 to 1664 GenPept Graphics ¥ Next Match

Score

1766 bits(4574) 0.0

Expect Method Identities Positives

e
Compositional matrix adjust. 1014/139%{72%) 1061,/1399{75%) 187/1393(13%)

JuEry
Sbict
JuEry
Sbict
JuEry
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JuEry
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Sbict
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JuEry
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JuEry
Sbict
JuEry
Sbict
JuEry
Sbict
JuEry
Sbict
JuEry
Sbict
JuEry

Sbict

433

948

493

'
=1
e
o

[
a
(=)
on

1407

1032

1467

GODO—————— RRFCRIRNTIPC IPAHAVIVAFRGGVRHNEMLEEIASEEPQTTAELFGLA
GOD +RFCR+ENTIPC IPAHAVIVAFRGGVRHNEMLEEIASEEPQTTAELFGLA
GODESLESY IQRFCRVENTIPC IPAHAVIVAFRGGVRHNEMLEEIASEEPQTTAELFGLA
DEVARFEEAWIWNppvpvwalrpppdpplraeevitegerrgaSIPTTRVESSPSFALRGE
DEVARFEEARTWN P E E FA RGP
DREVARFEEEARTWNSSGEGVAAPAAPGEAARS— ERRDERRFFRAHEGE

PERGGLRATERERPAL PAGSAGPASGARPIHL FFRPRGLSRSAEFGRANeevEggTTQET
PRGGLFATER+FPALPAGSAFPASG F + % - FRRER

PERGGLRATERRRPALPAGSARPASGVPCTTFFETTSRTAVVESLAER TREWEEERRQER
regrSPAVFEG FREFGATIATVDGGACAHVERREFEA
FEG++FA F+G FREFGATATVDGGACAH SR 5§ EA

FEGEAPAAPAGNRRGEARSFEATAEDVDDGDDDL GFREPGATVATVDGACAHASEWSELEA

MERELLAAAFTHEATRRARWSEVAL TFDQTDHFPCVARGERIAMVVEPTVCNVELGRVL I
MERELLAAAPTHATRRARRSEVALTFDGTDHFPCVARGGRIAN TVCRVELGEVL
MERELLAAAFTHRATRRARRSEVAL TFDQTDHFFCVARGERIAMMVEFTVCNVELGREVLE

DGGAALNILSPAAFDAIFAPGMVLEFERPIIGVIFGHIWE
DGGAALNILSPAAFDAIFAPGMVLEFERPIIGVIFGHIWE

DGGAALNILSPAAFDAIRAPGMVLFPSRP L IGVIPGHIWFLGHIDLFVIFGGPANFRTER
LDEDA GPGEPISVHGDLEVALACLEGQR
DD GPGEPI+VHGDLEVALACEQR

VDFDVADL SLFYNAVLGRPTLVEFMVAVHYAYL @MFMPGPGEPITVHGDLEVALACMEGR

ADHLAAASKFEDGDERLGASAPATFRAFM I TCDEVPVEEEDALVEFLFANADVFAWRFAD
ADHLAAASKEF DERL S FA FRQFM*TCDEVF  EDALVSFLEANADVFAWRFAD
ADHLAAASKPAGEDERLSTSVPAAFPRQRMVTCDEVP———EDALVSFLFANADVFAWRFAD

MPGVFREVIEHRLAVRPGARFVRREVRRQAFERGQAF IRERRFDFWRFDSSVRSSIREGWE
MPGVFREVIEHFLAVEFGARFVE ++ E + + R* 5+ + §
MPGVPREVIEHRLAVEPGARPVEHGL GCRNVEAYVDDLVVETENGETLLSDLAETFESLES

LSRFISRLGEFALFLFELLERSGFF IWTEEAENAL TQLEAYL SEFFVLVAFEFDEFLLLY
LSRFISFLGEFAL LFELLERSGFFIWIEEAE & TQLEAYLSSFFVLVAFEFDEFLLLY
LSRFISRLGERALSLFELLERSGFF INTEEAEQAF TQLEAYL SEFFVLVAFEFDEFLLLY

LAATPEVVEAALVVERDEDNEHF ALFHFVFIWPCREGEEeapepnggpropt teveplpd
LAATPEVVSAALVVEREDN H A FHPV T PGREQGGEAPEPNGGPRFFT G GP PA
LAA TPV EAALVVERNEDNFHEAHFHFV S TRPCRERCEAFEFNGEFRFFTAGAGFFFA

CRTVLGAFDFREALRFL SFDPQDGFRATVGRFFLLSSDFEVISTEDECAFRGCLDEECFR
C WV GAFDF DGF AT GRF L GSDFEV+ TE +CAFR: LEE F
CLMVPGAFDF—————————— HDGPGATAGRPHLSPSDFEVVGTEAECAFRGLSDEERFG

DAAPSEEDRFHREVERFVYFVEEALRDARTRYPRAGFML YA ILMASEREL REYFRAHRVTV
DAAFP EEDRF FEVERFVYF+S+ALFRDARTRYPRAQFMLYAILMASERELREYFQAHRVIV
DAAPGEEDRPCREVERFVYF ISEALFDARTRYPRAQFML YA ILMASERL REYFRAHRVTV

VISYPLGRILHNREGTGREVVERAIELSEFDLHFEFFHAIRSQAL ADFVAEWTPAPEFVEI
VISYPLGRILHNREGTGREVVERAIELSEFDLEFEFFHAIRSQALADFVAEWTPAPEFVE+
VISYPLGRILHNFREGTGREVVERAIELSEFDLEFEFFHAIRSQALADFVAEWTPAPEFVEV

B27

388

BBT

434

947

494

1348

971

1406

1031

1466

1080
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Table S1 to be continued.

For gene 6

guery 1387
Skict 1201
Busry 1847
Sbict 1261
guery 1707
Skict 1310
Ruery 1736
Sbict 1370
Fuery 1791
Sbict 1430
guery 1831
Sbict 1450
guery 1911
Skict 1330
guery 1971
Skict 1388
guery 2031
Sbict 1646

FEASTDFSRLFHTAHRVMaF DS SLaeAGAGVTL TSPSGDVLEYLVELDFRATNNMAEY
FEAS+ POQLPHTA~WVMOFDGELSLQGAGAGVTL TSPEGDVLEYLVELDFRATHNNMAEY
PEASSSPSRLFHTATWVMEF oL SL A GAGVIL TSPSGDVLEYLVELDFFATRNMAEY

Egllaglrvasglgirr 1 IVLGDERLVVNEVCEEYRC SDPQMDAYVESVRFMERHFDGIE
EGLLAGLEVAAGLGIRRLLVLGDSRLVVN MDATVRRVEFMERHFDGIE
EGLLAGLEVAAGLGIRRLLVLGDEQLVVE-——————==== MDAYVRERVEFMEFHFDGIE

LFHVFRRDNM IADEL SRLASTRARTFPGAFEERL AQFPSARFDFLGETda———————"""—
LEHVPREDN +ADELSRLAS-FAQTPPGAFEERL QPSARP+PLGETDA
LFHEVFRRDNAVADEL SRLASSRAR TPPAFEERL VP SARFNFLGETDAFERFFREFVEVR

pdrpprpdrEGEERVHRISERYVLVEGTLYRRAAN
D+ DREGSERV RISERYVLVEGTLYRRAA~
AR GPEGEAPSSL L IAWIAEIQAYL ADETLPEDREGEERVRRISERYVLVEGTLYRRAAS

GILLECIFRERGVVLLADIHEGECGAHSASRTLVGRAFRe-FYRFTALNDAVDLVRERCEA
G*LLECIFREERGY LLADIHEGECGAHSASRTLVGFAFRGGFYWFTALNDAVDL RRCEA
GVLLECIFRERGVELLADIHEGECGAHSASRTLVGRAFRRGFYRFTALNDAVDLFRERCEA

CRFHARQIHAPARALGTIFLEWPFAVRGLDIL GPFRRAPGGFEYLYVAIDEF TERFEAYP
CeFHA+R HeFARALY IFLSWFFAVWGLDILGFFRRAPGGFEYLYVA-DEFTEWFEATF
CRFHARQTHRPARALGI IFLSWFFAVRGLDILGFFRFAPGGFEYLYVAVDEF TERFEAYR

VVEIDEHSALEF IRGITARFGVENREI I TDNGTRF TSELFGCDYCEDMGIKL CFASPAHFRS
V+EIDEHSALEFI+GITARFGVFNEIITDNGTRFT +
VIEIDEHSALEFIRGITARFGVPNEIITDNGTRF TEAM

NGEVERANSEILEGLETETFNILFEFHGDEWIEEL PAVL WANRTTPSRATGETPFFLVYGA
AN EILEGLETETFNILERHGDSWIEELFAVLWANRTTPSRATGETFFFLVYGA
== AERSANVEILEGLETETFNILEFHGDEWIEELPAVLRANR T TPSRATGETPFFLVYGA

EAVLFSELTLESFRATMYC 2049
EAVLPSELTLESFPRATHYC
EAVLFSELTLESFFATMYC 1664

1489

1910

1343

1970

[
on
[a=]

T
Lo

1543
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Table S1 to be continued.

For gene 7

protein Rf1, mitochondrial isoform X1 [Oryza sativa Japonica Group]
Sequence ID: XP_015614273.1 Length: 620 Number of Matches: 8

Range 1: 35 to 378 GenPept Graphics ¥ Next Me

Score Expect Method Identities Positives Gaps
648 bits{1671) 0.0 Compositional matrix adjust. 315/345(91%) 324/345(93%) 5/34

Query 94  AEDARHVFDELLERGRGASTYGLNCALADVARHEFAAAVERYNRMARAGADEVTFNLCTY 153
AEDARHVFDELLRRGRGASTYGLNCALADYARHSPAAAVERYNENARAGADEVTPNLCTY
Shict 35 AFDARHVFDELLRRCGRGASIYGLNCALADVARHSPAAAVERYNEMARAGADEVTPNLCTY 94

Cuery 194 GILIGECCCAGRLDLGFAALGHNVIEEGFRVDAIAFTFLLEGLCADERTEDAMDIVLEREMT 213
GILIGECCCAGRLDLGFAAL GV IEEGFRVDATAFTFLLEGLCADERTSDANDIVLERNT
Sbjct 95 GILIGECCCAGRLDLGFAALGNVIKEGFRYDAIAFTPFLLEGLCADERTSDANDIVLEEMT 154

tuery 214 QLGCIPNVFEYNILLEGLCDENRZOEALELLHMMADDRGGGSFPDVYSYTTVIDGFFEEG 273
CLGCIPNYFEYNILLEGLCDENRSOEALELL MM DD GG FPDWWSYTTVI+HGFFEEG
Sbjct 155 QLGCIFNVFSYNILLEGLCDENRSOEALELLOMMFDD-GCDCFFDVVEYTTVINGFFEEG 213

Query 274 DLDEAYGTYHEMLDRGILFNVWTYSSITAALCEAQANDEANEVLTSMVENGYVMENCRTYT 333
DLDEAYGCTYHENLDRGILPNYVTYSETTAAL CEACANDEAMEVLT SMVENGYNPNCRTY
cbjct 214 DLDEAYGTYHEMLDRGILPNVVTYSSIIAALCKAQAMDEAMEVLTEMVENGVMENCETYN 273

Query 334 SIMHGYCSSCOPEEAIGFLEEMRSDGYEPDVVTYNSLMDYLCENGRCTEAREIFDSMTER 393
SI+HGYCSSGOPKEAIGFLEEN SDGYEFDVVTYNSLMDYLCKNGRCTEARE+FDENTER
Sbjct 274 SIVHGYCSSGOPEEAIGFLEENMHSDGVEPDVVTYNSLMDYLCENGRCTEAREMFDSMTER 333

tuery 394 GLEPEITTYGTLLOGHCEEGRVIESEELFDLMVOE-———NHLLDE 434
GLEFEITTYGTLLQG+ +G ++E L DLMV+ NH + 3
Sbjct 334 GLEFEITTYGTLLOGYATEGALVEMHGLLDLMYENGIHFNHYVFS 378

PPR protein [Oryza sativa Indica Group]
Sequence ID: ABC42330.1 Length: 791 Number of Matches: 9
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 32 to 364 GenPept Graphics ¥ Next Matc

Score Expect Method Identities Positives Gaps
627 bits(1616) 0.0 Compaositional matrix adjust. 301/333(90%) 315/333(54%) 0/333

Query 95 EDARHVFDELLERGRGASTYGLNCALADVARHSPAAAVERYNEMARAGADEVTFNLCTYG 194
EDARHVFDELLERGRGASIYGLN ALADVAR SPAAAVERYNRMARAGADEVTP+LCTYG
shict 32  EDARAVFDELLRERGRGASIYGLNRALADVARDEPASAVERYNEMARAGADEVTPDLCTYG 91

Duery 195 ILIGECCCAGRLDLGFAALGNVIEEGFRVDAIAFTFLLEGLCADERTEDANDIVLERENMTG 214
ILIG CC AGRLDLGFAALGHVIEEGFRYDATAFTPLLEGLCADERTSDAMDIVLERMT+
shict 92  ILIGCCCRAGRLDLCFAALGHNVIEEGFEVDATAFTPFLLEGLCADERTSDANDIVLEENMTE 151

Guery 215 LGCIPNVFSYNILLEGLCDENREQOEALELLHMMADDRGGGEPPDWVEYTTVIDGFFEEGD 274
LGCIPNYFEYNILLEGLCDENE SQEALELLEMMADDRGGG SPPDVY SY TTVI+GFFERGD
Sbjct 152 LGCIPNVFEYNILLECLCDENREOEALELLEMMADDRGGGEFFDVVEYTTYINGFFEEGD 211

Query 279 LDEAYGTYHEMLDRGILFNVVTYSSITAALCEAQANDEANEVLTSMVENGVMFNCETYTS 354
DEAY TYHEMLDRGILP+VVTT+EIIAALCEAQANDEANEVL +MVENGYNP+C TY 2
shict 212 GEDEAYSTYHEMLDRECILPDWVTYNSITAALCEAQAMDEANEVLNTMVENCGVNPDCHTYN: 271

puery 330 IMHGYCEEGOPEEAIGFLEEMRSDGYEPDVVTTNSLMDYLCENGRCTEARKIFDEMTERG 594
I+HGYCEECOPEEATICFLEENR SDGYEPDVYTY+ LMDYLCENGRC EAREIFDEMTERG
shict 272 ILHGYCSEGOPEEATGFLEEMREEDGVEPDVYTYSLLMDYLCENGRCMEAREIFDEMTERG 3351

Query 393 LEPEITTYGTLLOGHCEEGEVIESFELFDLMVG 427

LEFEITTYGTLLOG+ +G ++E L DLMV+
Sbjct 332 LEPEITTYGTLLOGTATEGALVENHGLLDLMVE 364
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Table S1 to be continued.

For gene 8

putative membrane-associated protein [Oryza sativa Japonica Group]
Sequence ID: AALS58263.1 Length: 1219 Number of Matches: 1

Range 1: 1045 to 1168 GenPept Graphics

Score Expect Method Identities Positives Gaps
224 bits(570) 1le-66 Composition-based stats. 105/132(83%) 114/132{B6%) B/132(6%)

Cuery 5l VVMAGGDECRGYECHPHRGY SAALLRPGPOALAASWERRETVVRESDFAACGGYATHGDERG S0
YYMAGGDRGEGYECHPH+GYSAALLRPGPOALALSWRRRETVVRSDF AAGGVATHGDEPD
Sbjct 1045 VVNAGCDRGRGYECHPHOCYSAALLERFGPOALALSWERERETVVRSDFAACCVATNCDEPD 1104

CQuery 91 AL SDRLRGSVTEVWRGCAEWTAEAFARNGAAGP SQSRELPVTRNRETGVGOQARIETECFFEL 150
ALSDRL GS TEVWRGCAEWTAEAFARNCAAGPSQSRLPVTRNR 01 KI
Sbjct 1105 ALEDELCGEATEVWRGGAEWTAEAFARNGAAGESOSELPVTENE——AQHYIA————— KI 1136

Guery 151 VEGYTIRMYHEL 162
+ TI M+++tL
Sbjct 1157 WATLTISMEYEL 1163
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Table S1 to be continued.

For gene 9

protein Rf1, mitochondrial [Oryza sativa Japonica Group]
Sequence ID: XP_015614275.1 Length: 401 Number of Matches: 4
See 2 more title(s) ¥ See all Identical Proteins(IPG)

Range 1: 38 to 401 GenPept Graphics ¥ Next Match

Score

746 bits(1927) 0.0

uery
Sbjct
Cuersy
Sbict
Cuersy
Shict
Quers
Shict
Cuersy
Shict
Cuersy
Shict
Cuersy

Shict

38

38

a8

a8

158
151
218
211
278
271
338
331
398
391

Expect Method Identities Positives

HYFDELLRRGIPDYFSYNILLNGLCDENRSQEALELLHINADDGCDCPPDYVSYSTVING
HYFDELLERRGIPDVFEYNILLNGLCDENREQEALELLHIMADDGGDCPPDYYEYSTVING
HYFDELLERGIPDYFEYNILLNGLCDENRSQEALELLHINADDGGDCPRFDYYEYSTVING

FFEEGDLDETYSTYNENLDORISPNVVTTNSI TAALCEAQTVDEANEVLTTHVESGYMED
FFEEGDLDE MLDGRISPNVYTYN ST TAALCEAQTVDEANEVLTTHVESGYNFD
FFEEGDLDE-—————— MLDQRISPNVVTYNSI TAALCEAQTVDEANEVLTTHVESGVHED

CHTYNEIVHGFCS 2COPEEL IVFLEENR SDGVEFDYYTYNELHDYLCENGRCTEAREIFD
CHTYNEIVHGFCESCOPEEA TVFLEENRE SDGVEFDYY TYNELMDYLCENGRCTEARETIFD
CMTYNSIVHGFCSSCOPEEA IVFLEENR SDGVEPDYY TYNSLMDYLCENGRCTEAREIFD

SMTERGLEPDITTYGTLLOGY ATEGALVENHCLLDLMVENG IHPRHYVFSILVCATAKGR
SMTERGLEPDITTYGTLLOGY ATEGALYENHGLLDLMVENGIHFRHYVFSILVCAYAKOE
SMTERGLEPDITTYGTLLOGY ATEGALVENHGLLDLMVENG IHPNOYVFSILVCATAKQE

EVEEANLYF SKNROOGLNFNAVTYGTVIDVLCKSCGEVEDANLYFEQMIDEGLEFDEIVYN
EVEEANLYF SKNRQQGLNFNAVTYGTVIDVLCKSGEVEDANLYFEQMIDEGLEFDEIVYN
EYEEANLYF SENROOGLNPNAVTYGTVIDVLCKSCRVEDANLYFEQMIDEGLREFPDEIVYN

SLIHSLCIFDEWEEAREELFLENLDRGICLETIFFNSIIDSHCKEGEVIESVELFDLMVET
SLIHSLCIFDEWEEARELFLENLDRGICLETIFFNETIIDEHCKEGREVIES ELFDLMVEL
SLIHSLCIFDEWEEARELFLENLDRGICLETIFFNSIIDSHCKEGRVIESGELFDLMVET

GYEPDIITLGR 408
CYEPDIITLGR
CYEPDIITLGR 401

PPR protein [Cryza sativa Indica Group]
Sequence ID: BAD13709.1 Length: 332 Number of Matches: 3

Range 1: 1 to 332 GenPept Graphics

Score

635 bits(1778) 0.0

Query
Shict
Query
Shict
Query
Shict
Query
Shict
Query
Shict
Cuery

Shijct

10

T
1
157
61
197
121
287
151
317
241
377
301

Expect Method Identities Positives

MADDGGDCPRDYY 5Y STV INGFFEEGDLDETY STYNENLDORI PRV VTYNSI TAALCEL
MADDGGDCPRDYY SY STV INGFFEEGDLDETY STYNEMLD+RISPNVVTYNSITAALCEA
MADDGGDCFRDYY 5Y STV INGFFEEGDLDETY STYNEMLDER I PRV VTYNSI TAALCEL

OTYDEAMEYLTTMVE SGYMPDCHTYN S IVHGFCSECOFEEATVFLEENRSDGYEFDYVVTY
OTYDEAMEYLTTMVE SGYHPDCHTYN S IVHGFCEECOPEEATVFLEENR SDGYEPDYVTY
OTYDEAMEYLTTMVE SGYMFDCNTYN SIVHGFCSSGOPEEATVFLEEMRSDGYEFDYVTY

NELMDYLCENGRCTEAREIFDEMTERGLEFDITTYCTLLOGY ATEGALVENMHGLLDLNYR
NELMDYLCENGRCTEAREIFDEMTERGLEFDITTYGTLLOGY ATEGALVENMHGLLDLNYE
NELMDYLCENGRCTEAREIFDEMTERGLEFDITTYCTLLAGY ATEGALVEMHGLLDLNYR

NGIHFNHYYFSILVCAYAKOFEVEEANLYF SENRQOGLNFNAYTYGTYIDVLCESGREVED
NGIHFNHYYFSILVCATAKQEEVEEANLYF SENROOGLNPNAVTYGTVIDVLCESGRVED
NGIHFNHYYFSILVCATAKQEKVEEANLYF SENRQOGLNFNAYTYGTVIDVLCESGRVED

ANLYFEQNIDECLRPDSIVYN SLIHSLCIFDEWEEAEELFLENLDRGICLETIFFNSIID
ANLYFEQNIDEGLEPDSIVYNSLIHSLCIFDEWEEAEELFLENLDRGICLETIFFNEIID
ANLYFEQNIDEGLRPD EIVYNSLIHELCIFDEWEEAEELFLENLDRGICLETIFFNEIID

SHCEEGRVIESVELFDLMYRIGVEPDIITLGE 408
SHCEEGRVIESVELFDLMVREIGVEFDIITLGR
SHCEEGRVIESVELFDLMVEIGVEFDIITLGE 352

Gaps

Compositional matrix adjust. 363/371(98%) 363/371(97%) 7/371(1%)

a7

a7

157
150
217
210
277
270
387
330
397
390

¥ Next hMaich

Gaps

Compositional matrix adjust. 331/332(99%) 332/332(100%) 0/332(0%)

1356
&0

156
120
256
180
316
240
376
300
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Table S1 to be continued

For gene 10

putative membrane-associated protein [Oryza sativa Japonica Group]
Sequence ID: AALS58282.1 Length: 952 MNumber of Matches: 3

Range 1: 215 to 952 GenPept Graphics ¥ Next Match

Score Expect Method Identities Positives Gaps
817 bits(2110) 0.0 Compositional matrix adjust. 456/752(61%) 516/752{68%) 83/752(11%)

Ouery 194 AVSRYNRMARAGADEVTPDLCTYGILIGCCCRAGELDLGFAAL——CGNVIEE-——————— 242
45Y+ M G+ FD+TY +I C+ +0 ++ G ¥I+
sbjct 215 AYETYHEMLDRG-———ILPDVVTYSoIIAALCKCOAMDEFWSHCEEGEVIESEELFDLMYE 271

tuery 243 —GFRVEAITFTPLLEGLCADERTDAMDIVLERTTELGCIFDYFEYNNLLECLCDENESG 301
G+ + IT++ 1+ G O + +ilff + L + P+ +¥+ I+ GO 4R +
Sbict 272 IGVEFDIITYSTLIDGYCLAGEMDEAMEL-LECGHMYSVGLEFNTYTYSTLINGYCEISEME 330

Ouery 502 EALELLHMMADDRGGGSFFDVVSYNTVLNGFFEECGDSDEAYSTYHEMLDRGILFDVYTYN 361
+AL L N G PDH+YN +L G F+ + 4 ¥ ++0G ++ TYN
Sbjct 331 DALVLFEEM——ESSGVSFDIITYNIILOGLFOTRRTAAAERLYVRITESCTQIELSTYN 58T

tuery G362 SITAALCKAOTVDEAMEGERERLLYFSEMRSDGYEFDYVTYNSLMDYLCENGRCTEAREI 421
I+ LCE+ D &++ + L E+ + T+N ++D L K GE E&+ +
sbjct 882 IILHGLCENELTDDALGMFONLCLMDLELEAR-————— TENIMIDALLEVGENDEAKDL 440

Duery 422 FDEMTERG-EPEITTYGTLLOGHCEEGRVIESEELFDLMVEIGYEFD————— IITYSTLI 475
F++ ¢ P T ++ +H; +E+HLF M G D I L
Shict 441 FVAFSSNGLYPNYWTYRLMAENI IGOGLLERLDQLFLEMEDNGCTVDECHLNFIVEELLD 500

Duery 476 DGYCLAVRELEEGES VCYNSE VOTGACGOVEEVGE 509
G +¥V E ++ + VN VOTGACGUVEEVGE
sbjct 901 RGYWYVVEGESATTPPPTLEILTCGITYNFFEETCCITVNPFEEP IVOTGACCOYEEYCE 560

tuery 510 NASEERLIVVESOEIPDDEVEPTIEALILLHEEVETLAENHOLTTRLYVPSNEVGCILCE 563
HASEERLIVVSSQEIFDDPVEFTIEALILLHSE STLAENHOLTTRLYWYFENKVGCILGE
Sbjct 981 NASEERLIVVSSQEIFDDFVSFTIEALILLHSEASTLAENHOLTTRELYVFSNEVGCILGE 620

Duery 570 GGEVITEMRERRTGAEIRVYSEADEFEYLSFDEELYOH-———————— AGRAHLLEHQLLTA  BZ0
GGEVITEMRERTCGAEIRVY SEADEPEYLEFDEELVOH AGRAHLLEHGLLTA

Sbict B2l GGEVITEMRRERTGAEIRVYSEADEFEYLESFDEELVOHISLILVDRHAGRAHLLSHOLLTA 620

tuery  Bz1  IYVLVLNRGIVVAEVENNHGTAACWALAATSK-—————————"—"— FITEASVFSFALGLY 66T
TYVLVLNRSIVVAEVENNHGTAACWATAATE FITEASVFSF LGLO

sbjct 681 IYVLVLNREIVVAEVENNHGTAACWALALTSYNRTNFSDLLVEHWFIIEASVFSFTLGLG 740

Query 668 NLETGPAHDFYTVYFVEYFSEREYPSGEEEVAPSASYERYAATTRLFNRELFSSISFGAD 72T
HLRTGPARDEYTVYPYEYF SEREYP SCocEVAPEASTERYAATTRLEN ELPEEIEPGAD
Sbjct T4l NLETGPAHDRYTVYFVEYFSEREYFPSGESEVAFSASYERVAATTRLFNGELFSSISFGAD  B00

Duery 728 YTMSCRSYLDOWFTDEYSNRVTLOLGLSRAGNENVQOLGITRAGNSNAYDYTEAAELTHCR 787
THSCREYLDOVPTDRY SNEVTLOLGLSRAGN SNVQOLGITRAGNSNAYDYTEAAE THGR
sbjct 801 YMECREYLDOVFTDRYSNEVTLOLGLERAGNENYQULGITRAGNSNAYDYTEAAEQIHCRE B0

tuery 788 EDYRELEGIO———VALSNCGFOIVNWSLELVLVIGCARVELHEAHPGEEESIVEIQGIFD 544
EDYRRLEG+ SNCGFOIVINWSLELVLY I SGARVELHEAHPGESESIVEIQGIFD
Shjct 861 EDYRRLSGLTGYPGGSSNCGFOIVNWSLSLVLVISGARVELHEAHPGSSESIVEIQGIFD G20

Ouery 845 QVEALQSLLOGFIGASSNSROAPQSSRMAHYF BT8

GYEARQELLAGF IGASEN SROAPLE SRMAHYE
Sbict 821 QVELAAQSLLOGFIGASSNSRQAPQSSRMAHYF 952
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Table S1 to be continued

For gene 10

PPR protein [Oryza sativa Indica Group]
Sequence ID: ABC42330.1 Length: 791 Number of Matches: 3
See 1 more title(s) ¥ See all Identical Proteins(IPG)

Range 1: 32 to 381 GenPept Graphics ¥ Next Match
Score Expect Method Identities Positives Gaps
563 bits(1452) 0.0 Compositional matrix adjust. 280/350(80%) 293/350(83%) 29/350(8%)

Duery 158 EDARHYFDELLERGEGASTYGLNRALADVARDEFAAAVERYNEMARAGADEVTPDLCTYG 217
EDARHVFDELLERGRGASTIYGLNEALADVARDEPALAYERTNEMARAGADEVTEFDLCTYG
Sbjct 32  EDARHVFDELLRRGRGASIYGLNEALADVARDEFPALAVERTYNEMARAGADEVTPFDLCTYG 91

tuery 218 ILIGCCCRAGRLDLGFAALCHNYIEKEGFRVEAITFTPLLEGLCADERTEDAMDIVLERTTE 277
ILIGCCCRAGRLDLGFAALGNVIEEGFRV+AT FTFLLEGLCADERTSDAMDIVLER TE
Sbjct 92 ILIGCCCRAGRLDLGFAALGNVIKEGFRVDATAFTPLLEGLCADERTSDAMDIVLEEMTE 151

Duery 278 LGCIFDYFSYNNLLEGLCDENRSQEALELLHMMADDRGGGSFFDYYEYNTVLNGFFEEGD 537
LGCIP+VFEYN LLEGLCDENRSQEALELLHMMADDRGGGEFFDVYEY TV+NGFFEEGD
sbjct 152 LGCIPNVEEYNILLEGLCDENRZGOEALELLHMMADDRGGGEPFDYVYEYTTVINGFFEECD 211

Ouery 338 SDEAYSTYHEMLDRGILFPDVVTYNSITAALCEAQTVDEANE 378
SDEAYETYHEMLDRGILFDYVTYNSITAALCELAD +DEAME
Sbjct 212 CSDEAYSTYHEMLDRGILPDVVTYNSITAALCEAQANDEAMEVLNTMVENGYMFDCHMTYNS 271

tuery 379 ———————— GERERLL-YFEEMREDCYEFDYYTYNSLMDYLCENGRCTEARKEIFDEMTERG 429
z K + + EMRSDGVEFDVVTY+ LNMDYLCENGRC EAREIFDSMTERG
Sbjct 272 ILHGYCSECOPEEAIGFLEEMRSDGVEFDYVYTYSLLNMDYLCENGRCMEAREIFDEMTERG 3531

Ouery 430 -EPEITTYGTLLOGHCEEGEVIESEELFDLMVRIGVEFDIITYSTLIDGY 478

EFEITTYGTLLOG+ +G ++E L DLMYE G+ FDO  +3 LI ¥
sbjct 332 LEPEITTYCTLLOGYATEGALVEMHGLLDLMYENGIHPDHYWFSILICAY 351
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