Supplementary Table 1: PCR profile for xa13, Xa21 and sd1 genes

	Steps
	Cycles
	Temperature
	xa13
Time
	Xa21
Time
	sd1
Time

	 Initial Denaturation
	1
	94oC
	2 min
	5 min
	15 min

	Denaturation
	
	94oC
	30s
	30s
	30s

	Annealing
	35
	55- 58oC
	40s
	30s
	30s

	Extension
	
	72oC
	1:50s
	30s
	1 min

	Final extension
	1
	72oC
	5 min
	7 min
	10 min


Supplementary Table 2: List of polymorphic SSR markers that were used for detect polymorphism among parental lines

	S. No.
	SSR markers
	Sequence

5’---3’
	Chromosome

Number
	Band size

(bp)
	PIC value

	1
	RM 431
	TCCTGCGAACTGAAGAGTTG

AGAGCAAAACCCTGGTTCAC
	1
	251
	0.27

	2
	RM 183
	GGAGCGGGAGAGAGAGCCCACG

TGCCGATGAAGGACTGCGACGC
	2
	222
	0.26

	3
	RM 250
	GGTTCAAACCAAGCTGATCA

GATGAAGGCCTTCCACGCAG
	2
	153
	0.32

	4
	RM 324
	CTGATTCCACACACTTGTGC

GATTCCACGTCAGGATCTTC
	2
	175
	0.38

	5
	RM 276
	CTCAACGTTGACACCTCGTG

TCCTCCATCGAGCAGTATCA
	6
	149
	0.38

	6
	RM 204
	GTGACTGACTTGGTCATAGGG

GCTAGCCATGCTCTCGTACC
	6
	169
	0.44

	7
	RM 214
	CTGATGATAGAAACCTCTTCTC

AAGAACAGCTGACTTCACAA
	7
	112
	0.39

	8
	RM 1135
	AGCCAACCAAGCAAGATAGC

ACACACATGTAAGCCTCCCC
	7
	148
	0.41

	9
	RM 251
	GAATGGCAATGGCGCTAG

ATGCGGTTCAAGATTCGATC
	3
	147
	0.40

	10
	RM 569
	GACATTCTCGCTTGCTCCTC

TGTCCCCTCTAAAACCCTCC
	3
	175
	0.34

	11
	RM 228
	CTGGCCATTAGTCCTTGG

GCTTGCGGCTCTGCTTAC
	10
	154
	0.31

	12
	RM 18
	TTCCCTCTCATGAGCTCCAT

GAGTGCCTGGCGCTGTAC
	7
	157
	0.48

	13
	RM 224
	ATCGATCGATCTTCACGAGG

TGCTATAAAAGGCATTCGGG
	11
	157
	0.20

	14
	RM 104
	GGAAGAGGAGAGAAAGATGTGTGT

TCAACAGACACACCGCCACCGC
	1
	222
	0.31

	15
	RM 526
	CCCAAGCAATACGTCCCTAG

ACCTGGTCATGACAAGGAGG
	2
	240
	0.43

	16
	RM 22
	GGTTTGGGAGCCCATAATCT

CTGGGCTTCTTTCACTCGTC
	3
	194
	0.48

	17
	RM 55
	CCGTCGCCGTAGTAGAGAAG

TCCCGGTTATTTTAAGGCG
	3
	226
	0.42

	18
	RM 210
	TCACATTCGGTGGCATTG

CGAGGATGGTTGTTCACTTG
	8
	140
	0.23

	19
	RM 317
	CATACTTACCAGTTCACCGCC

CTGGAGAGTGTCAGCTAGTTGA
	4
	155
	0.07

	20
	RM 3513
	TACTCCTATCCTGCCATGGC

TGTAGTAGACGAGAGGCCGG
	3
	144
	0.43

	21
	RM 84
	TAAGGGTCCATCCACAAGATG

TTGCAAATGCAGCTAGAGTAC
	1
	113
	0.38

	22
	RM 168
	TGCTGCTTGCCTGCTTCCTTT

GAAACGAATCAATCCACGGC
	3
	116
	0.46

	23
	RM 584
	AGAAAGTGGATCAGGAAGGC

GATCCTGCAGGTAACCACAC
	6
	169
	0.41

	24
	RM 3777
	GCTCCCAAATCTTGGTCTTG

TCTCACCTCTTCCCTACAAGC
	5
	189
	0.34

	25
	RM 7097
	GGGAGGAGGAGAGGAGATTG

TTAGGCCTGCACTTTTGGAG
	3
	174
	0.47

	26
	RM 1367
	GTGTGTACGTAGGATCGGAG

TGCTACTCCTAGCTGCTACC
	2
	159
	0.35

	27
	RM 81A
	GAGTGCTTGTGCAAGATCCA

CTTCTTCACTCATGCAGTTC
	3
	110
	0.28

	28
	RM 6318
	TGCTGCTTCTGTCCAGTGAG

GGATCATAACAAGTGCCTCG
	2
	199
	0.28

	29
	RM 3524
	CGGAGCTGGTCTAGCCATC

GTCTCCGTCTTCCTCACTCG
	4
	129
	0.32

	30
	RM 5586
	CTCCATAATCAAGGAAGCTA

ATGAGTTCTTTCGTCAGTGT
	4
	134
	0.34

	31
	RM 593
	TCCCGTATGTAACGTGCCA

GACAAGAGAACATCGCTAGG
	5
	217
	0.36

	32
	RM 1812
	CAGCTAGTGAGCTCCTAGTG

GCTAACCCACCAACTTATTC
	11
	136
	0.40

	33
	RM 3155
	AATCCACATTTGGCTTCTC

CGTGTAACTGTTTCGCTTG
	8
	174
	0.27

	34
	RM 217
	ATCGCAGCAATGCCTCGT

GGGTGTGAACAAAGACAC
	6
	133
	0.40

	35
	RM 204
	GTGACTGACTTGGTCATAGGG

GCTAGCCATGCTCTCGTACC
	6
	169
	0.42

	36
	RM 144
	TGCCCTGGCGCAAATTTGATCC

GCTAGAGGAGATCAGATGGTAGTG
	11
	237
	0.23

	37
	RM 26076
	CCTTCTCTCTCCCACATCTCTAGC

CTAGTGAGTCCCACGTGTCAACC
	11
	237
	0.40

	38
	RM 16589
	GTCCTTATCCCTACCCACGTCAACC

CTCTTTGTCCACGCGCTAGAAGG
	4
	195
	0.33

	39
	RM 527
	GGCTCGATCTAGAAAATCCG

TTGCACAGGTTGCGATAGAG
	6
	233
	0.07

	40
	RM 6420
	CATGGGCCGTACTACGTAGG

GAGTTCTCCAGCCACTCCAG
	7
	98
	0.31

	41
	RM 3625
	CTTGCAATTCAATTGCTTAC

GGTGGCCTAGTGAAACTAAA
	11
	143
	0.07

	42
	RM 499
	TACCAAACACCAACACTGCG

ACCTGCAGTATCCAAGTGTACG
	1
	116
	0.07

	43
	RM 518
	CTCTTCACTCACTCACCATGG

ATCCATCTGGAGCAAGCAAC
	4
	171
	0.40

	44
	RM 225
	TGCCCATATGGTCTGGATG

GAAAGTGGATCAGGAAGGC
	6
	140
	0.41

	45
	RM 234
	ACAGTATCCAAGGCCCTGG

CACGTGAGACAAAGACGGAG
	7
	156
	0.34

	46
	RM 206
	CCCATGCGTTTAACTATTCT

CGTTCCATCGATCCGTATGG
	11
	147
	0.27

	47
	RM 263
	CCCAGGCTAGCTCATGAACC

GCTACGTTTGAGCTACCACG
	2
	199
	0.27

	48
	RM 241
	GAGCCAAATAAGATCGCTGA

TGCAAGCAGCAGATTTAGTG
	4
	138
	0.26

	49
	RM 52
	CTACTCGCGCGTGGAGTT

TGTCTTACTGGTGAAGCTGG
	8
	240
	0.36

	50
	RM 38
	ACGAGCTCTCGATCAGCCTA

TCGGTCTCCATGTCCCAC
	8
	250
	0.23

	51
	RM 1178
	CAGTGGGCGAGCATAGGAG

ATCCTTTTCTCCCTCTCTCG
	2
	112
	0.26


Supplementary Table 3: IRRI- SES Scale (1996) bacterial leaf blight

	Score
	Description (affected lesion area)

	1
	1-5%

	3
	6-12%

	5
	13-25%

	7
	26-50%

	9
	51-100%


