Table S1. Bacterial leaf blight resistance genes in IRBB60 and blast resistance genes
in Putra-1 and their linked markers.
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Table S2. Polymorphic background markers and their SSR details.

Genetic . . Exptd.
S/n Marker Chro. distance Anneal. Repeat Motif Genomic Primer Sequence (F) Primer Sequnce (R) band
temp. DNA .
(cM) size
1 RM72 8,7 39.7 55 (TAT))Slg(ATT AF344086 CCGGCGATAAAACAATGAG GCATCGGTCE}TAACTAAGG 166
2 RM10 7 63.5 55 (GA)15 AF344012 TTGTCAAGAGGAGGCATCG CAGAATGGGAAATGGGTCC 159
3 RM3761 ] 112.6 50 (GA)18 AY062043 CCTCAACAA”(I;AGCACCACC CTGCAAGTCE}GCAAGCACA 177
4 RMI1261 12 616 50 (AG)16 AYO61 793 GTCCATGCC%AAGACACAA GTTACATCAEGGGTGACCC 167
5 RM561 2 741 55 (GA)11 AQ901330 GAGCTGTTTEGGACTACGG GAGTAGCTTTCTCCCACCCC 190
6 RM415 12 0.0 55 (AT)21 AQ 155 204 CTTCGATCCéTCATCCATG ATTGCTGTACGCAGTTTCGG 227
7 RM333 10 1104 55 (TAT);S(CTT) AF344157 GTACGACTéiiAGTGTCAC GTCTTCGCGATCACTCGC 191
8 RM272 1 287 55 (GA)9 AF344098 AATTGGTA(XEGAGGGGAG ACATGCCATEAGAGTCAGG 119
9 RM211 5 14.4 55 (TC)3A(TC)I8 AF344032 CCGATCTCAT(;CAACCAACT CTTCACGAGgATCTCAAAG 161
10 RM127 4 150.1 55 (AGG)8 D40108 GTGGGATA?CCéGCGTCGCG AGGCCAGGS%C(}}TTGGCATG 223
11 RM6208 ] 42.9 55 (CGG)8 AY032288 TCGAGCAGTéCGTGGATCT CACACGTAC?}TCTGCAAGG 143
12 RM410 9 79.3 55 (TA)13 AQ 105 644 GCTCAACGTTTCGTTCCTG GAAGATGC(E;[‘(?AAGTGAAC 183
(GA)7A(GA)2 GAGTCGATGTAATGTCATC GAAGGAGGTATCGCTTTGT

13 RMI122 3 0.0 A (GA)11 AGTGC TGGAC 227
14 RM3750 10 22 61 (GA)17 AY052042 CCGACTTCGAAGTCCGAAC TCCAGCTGTCTCTTCCGC 166
15 RM302 1 147.8 55 (GT)30(AT)8 AF344127 TCATGTCATACgACCATCAC ATGGAGAA%}GAgGGAATACT 156
16 RM547 ] 273 55 (ATT)19 AQ866608 TAGGTTGGCéGACCTTTTC GTCAAGATCCIZTCCTCGTAG 235
17 RM432 7 435 55 (CATC)9 AQ267373 TTCTGTCTCACGCTGGATTG AGCTGCGTAgGTGATGAAT 187
18 RM3248 2 1532 55 3 AY092 AGAAGGTTGCTITCTTGGC (1 GepAAGGTCTGTTGCATC 197
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Table S2 Cont’d.

Genetic

S/n  Marker Chro. di(sctlz:;)ce Atlel:;le;l' Nﬁ) etl.l)feat Ggl&)glic Primer Sequence (F) Primer Sequnce (R) bflf(ll)ts?;e
19 RM3843 4 1082 55  (GA)23 AY020518 ACCCTACTCECAACAGTCC GGGGTCGTACGCTCATGTC 172
0 RM0 3 2082 55 [EBD RS TGTTGCTTi([iCGCTCACGCG GGTCGCGT%%"TGGTTTGG s
21 RM309 12 73 55 (GT)I3 AF344134 GTAGATCACG%CACCTTTCT AGAAGGCCTCCGGTGAAG 169
v Rz 7 g0 S5 (CTT)IS AF344160 CTTACAGA(ééAACGGCAT GCTGGTTTG(T}TTCAGGTTC 154
2 ORMSTS 2 1318 S5 (GANI AQ36ST CCAGCCTTT(C}CTCCAAGTA TCTTCTTCCCCTGGACCACA o1
2 RM32 89 636 55 (CAT)2 AF3MI66 CCATCCTcg/éCTTCAATG ACTATGCAG(T:GGTGTCACC Ll
25 RMIT 12 281 55 (AGY D436 CGATCCAT(T}SSTGCTGCTC CGCCCCC/&(C}CGATGAGAA 208
26 RM262 2 646 55  (CT)I6 AF344081 CATTCCGTCTTCGGCTCAAC CAGAGCAAGGTGGCTTGC 154
27 RMS88 6 74 55 (TGC)9 AP000559 GTTGCTCTGSCTCACTCTT AACGAGCCAACGAAGCAG 126
28 RMI0S9 5 692 55  (AC)33 AY017760 CAGAAGG‘ZTCTCATCTCGAT AATAGGGCTTT?AAATAAA 239
0 RM#7 8 1004 55 (CTTIS AQ290369 CCCTTGTGC@GTCTCCTCT ACGGGCTTCCTTCTCCTTCT .
0 RMIZT S 675 55 (AG)S AYOLTOL2 CTCCGCGAg(C}TTTAGAAG CACATACTC(T}GGCTCTCCC "
3 RM2S 8 235 55 (GAS AF33842 GGAAAGAATT(?({IXTCTTTTCACTACCATCA?CAACCAATGT o
D ORMIM 7 254 50 (AGH2 AYOI7809 ACACCCAAC(":[TTTCTCACG AGCTAGGGTgTCGATCTCC 44
B ORMSIS 4 346 55 (TONS AQ690034 CTCTTCACTGC(?CTCACCAT ATCCATCT(/:%AGCAAGCA .
34 RMI253 7 444 50 (AG)I6 AY017928 CTGAACTTGECTGAGAACTGACGACCTCTCCATGCTCG 175
5 ORMS2S 2 1437 55 (AAG)2 AQTO4433 GGCCCGTC(;éAGAAATAT CGGTGAGACC%GAATCCTTA .
6 RM2IES )10 TCATCCCATTCTCTTCCTC CATACGGCCATACAAATG o
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Table 2 Cont’'d.

Genetic

S/n  Marker Chro. di(sct;il)ce Atg:;le;l' Repeat Motif GglNOZIic Primer Sequence (F) Primer Sequnce (R) b:::g ts(il;e
37 RMS213 4 0 55 (TC)10 AL442113 AGCCCAGT({{éTACAAAGA GCGAGGAS:/:E}ACCAAGA 177
38 RM508 6 0 55 (AG)17  AQSTT547 GGATAGAT(C}?}TGTGTGGG ACCCGTGAzz(éCACAAAGA 235
39 RM313 12 655 55 (G;l:)g_?(?é)CgG) AF344138 TGCTACA(?((}}KSTTCTTCA GCTCACCTTETGTGTTCCA 111
40 RM310 3 110.4 55 (GT)19 AF344135 CCAAAACé;{i;f}AAAATAT GCTTGTTG(%FTCCATTACCAT 105
41 RM7376 12 23 50 (GAAA)6  AY024051 TCACCGTC?(C:CTCTTAAG GGTGGTTGTgTTCTGTTTG 195
4 RM431 1 166.7 55 (AG)16  AQ272944 TCCTGCGA/}FETGAAGAGT AGAGCAAA:SCCTGGTTC 251
43 RMI3TS 10 308 50 (AG)31 AY018050 CTACACGC%}(C:AAACTCTG ATGAAGGTEEAGGCTGCA 180
44 RM6293 11 1173 55 (CTT)8  AY022968 GGCTCGATCCGATTGGATT TCACTAAAégGCGTTACG 198
45  RM241 4 102.3 55 (CT)31 AF344061 GAGCCAAA;I;:AGATCGCT TGCAAGCA]@SAGATTTAG 158
46 RM452 2 563 55 (GTC)9  AQ326476 CTGATCGAgéGCGTTAAG GGGATCAA:FA(?CACGTTTC 209
47 RM305 5 951 55 (GT)4+rdegene AF344130 TACTGCCA?féGGCGAGCT GTGAGAGGS;I;ACAGCTAA 203
48 RMI1 1,3 79.4 55 (GA)26 GCGAAAA{S:/SAATGCAA GCGTTGGTTGGACCTGAC 113
49 RM6836 6 54.1 55 (TCT)14 AY023511 TGTTGCAr{?g}gGTGCTAT GATACGGC;};CTAGGCCA 240
50 RMS8225 6 54.1 55 AHNTAG)I 221
51 RMS520 3 170.4 55 (AG)10 AQ690961 AGGAGCAégéAAAGTTC GCCAATGng}GACGCAAT 247
52 OSR28 9 0 55 (AGA)n D40471 AGCAGCTAgéGCTTAGCT ACTGCACAE(;;AGCAGAGA 0
53 RM28076 12 135 Cn13 GGGACTngggCCAGTTT TCAGGTC};?&T}EGGATTCC 289
54 RM219 9 108.6 55 (CD17 AF344040 COTCGGATGATGTAAAGC CATATCGGCATTCGCCTG 202
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Table 2 Cont’'d.

Genetic . . Exptd.
S/n Marker Chro. distance Anneal Repeat Motif Genomic Primer Sequence (F) Primer Sequnce (R) band
temp. DNA .

(cM) size
55 RM544 8 342 55 (TC)9  AQ863302TGTGAGCCTGAGCAATAACG GAAGCGTGT((;IATATCGCAT 248
56 RM261 4 0 55 CI9(CT)8 AF344080 CTACTTCTCCCCTTGTGTCG TGTACCATCCC}CCAAATCTC 125
57 RMS556 8 26 55 (TG)15 AY022231 ATCTCCCTCCCTCTCCTCAC TCCACACCTECACAGTTGA 102
58 RM206 11 74.1 55 (CT)21  AF344027 CCCATGCGTTTAACTATTCT CGTTCCATCGATCCGTATGG 147
59 RM294A 1,10,8 959 55 (GTBT2AG AF344120 TTGGCCTAGTGCCTCCAATC GAGGGTACAACTTAGGACG 173

GGACA}2 CA
60 RM250 2 158.6 55 (CT)17  AF344070 GGTTCAAACCAAGCTGATCA GATGAAGGCCC}TTCCACGCA 153
61 RM402 6 44 .4 55 (ATA)7 AQO050029GAGCCATGGAAAGATGCATG TCAGCTGGCS}TATGACAAT 133
62 RMS5390 2 50.3 55 (TC)14 148
63 RM232 3 28.1 55 (CT)24  AF344052 CCGGTATCCTTCGATATTGC CCGACTTTTCCTCCTGACG 158
64 RMI160 9 88.3 55 (GAA)23 131
65 RM463 12 104.8 55 (TTAT)S AQ328446 TTCCCCTCCTTTTATGGTGC TGTTCTCCTCAGTCACTGCG 192
66 RMI1973 7 70.8 55 (AT)19 AY018648 GAGTTGCAAGGATATTTTAA TGGAGCCTAgAGAATACAT 143
GCTTGAAGCATTTCATCTCCT CGTGCATTGATTCCAAGAA

67 RMI10025 1 395 (CTTT)S CTTCC GATCC 82
68 RM6308 3 180 55 (CTT)9 AY022983 TCGACCTGGCTCTCCTCTAG TATCAACCTGCTCCTCCTGG 104
69 RM233A 25 16.3 55 (CT)20  AF344053 CCAAATGAACCTACATGTTG GCATTGCAG:CAGCTATTG 162
70  SSR21 3 144.5 55 (CT)9  AC091494 GTCCCACATGTCAGGATG ATCTGCTACTTGTGGAGGA 224
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Table 2 Cont’'d.

Genetic . . Exptd.
S/n Marker Chro. distance Anneal. Repeat Motif Genomic Primer Sequence (F) Primer Sequnce (R) band
(cM) temp. DNA size
71 SSR23 1 55 (TC22  AP003227 GCGTAAGAT(CiTCCCTACCA CAACACATGéTAGCACATG 211
(GT)31(AT)3 GCAGAAAATTTCCATTTAG GGATATGACTTACTACTGC
72 SSR13 1 103.4 55 0 AP002839 CATCT AACAAATCT 291
73 SSR26 1 25 55 (TAT)S  AP004317 AATCTAACC(;TT%TGACTATC TCTACCAGTACCTCCCTTCAC 192
74 RMI13 5 28.6 55 ((((}}2))1% AF344014TCCAACATG%CAAGAGAGA GGTGGCATTCGATTCCAG 141
75 Xa- 3 ) ) GGCCATGGCTCAGTGTTTA GAGCTCCAGCTCTCCAAAT
13prom T G
76 RM21 1 857 55 (GA)IS  AF344021 ACAGTATTC%GTAGGCACG GCTCCATGA((}}GGTGGTAGA 157
77 Xa2lFR 12 - TCCAACATG((}}CAAGAGAGA GGTGGCATTCGATTCCAG
AGACGCGGAAGGGTGGTTC AGACGCGGTAATCGAAGAT
78 pTA248 11 95.8 - CCGGA GAAA
79 MP 4 ) ATCGATCGATCTTCACGAG TCGTATAAAAGGCATTCGG
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Distribution of YHA
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Figure S1. Histogram of yield/ha of the selected lines.

Note: YHA=yield per hectare (tons/ha)




Q-Q Plot for YHA
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Figure S2. Normal quantile-quantile (Q-Q) plot for yield/ha of the selected lines.

Note: YHA=yield per hectare (tons/ha)
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