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Table S1. Thirty-five varieties of cultivated rice.
	Sample ID
	Species/
Subspecies
	Genome type
	Accession code
	Origin

	P01
	Japonica
	AA
	Nippobrane
	Yunnan University gene bank 

	P02
	Japonica
	AA
	zhonghua11
	Yunnan University gene bank

	P03
	Japonica
	AA
	Kitaake
	Yunnan University gene bank

	P04
	Indica
	AA
	RD23
	Yunnan University gene bank

	P05
	Indica
	AA
	minghui63
	Yunnan University gene bank

	P06
	Japonica
	AA
	Koshihikari
	Yunnan University gene bank

	P07
	Japonica
	AA
	yundao2
	Yunnan University gene bank

	P08
	Japonica
	AA
	chujing27
	Yunnan University gene bank

	P09
	Indica
	AA
	9311
	Yunnan University gene bank 

	P10
	Indica
	AA
	luyin46
	Yunnan University gene bank

	P11
	Indica
	AA
	Huanghuazhan
	Yunnan University gene bank

	P12
	Japonica
	AA
	IRAT104
	Yunnan University gene bank

	P13
	Indica
	AA
	IR64
	Yunnan University gene bank

	P14
	Indica
	AA
	guichao2
	Yunnan University gene bank

	P15
	Japonica
	AA
	Xueheaizao
	Yunnan University gene bank

	P16
	Japonica
	AA
	Hejiang19
	Yunnan University gene bank

	P17
	Japonica
	AA
	Pokkali
	Yunnan University gene bank 

	P18
	Indica
	AA
	IR29
	Yunnan University gene bank

	P19
	Indica
	AA
	Mengwanggu
	Yunnan University gene bank

	P20
	Indica
	AA
	taiwanludao1
	Yunnan University gene bank

	P21
	Japonica
	AA
	chujing28
	Yunnan University gene bank

	P22
	Japonica
	AA
	dianjingyou5
	Yunnan University gene bank

	P23
	Indica
	AA
	wendao12
	Yunnan University gene bank

	P24
	Japonica
	AA
	hexi41
	Yunnan University gene bank

	P25
	Indica
	AA
	yunhui290
	Yunnan University gene bank 

	P26
	Indica
	AA
	banna21
	Yunnan University gene bank

	P27
	Japonica
	AA
	Akitakomati
	Yunnan University gene bank

	P28
	Japonica
	AA
	Akihikari
	Yunnan University gene bank

	P29
	Indica
	AA
	dianrui449
	Yunnan University gene bank

	P30
	Indica
	AA
	diantun502
	Yunnan University gene bank

	P31
	Japonica
	AA
	PR23
	Yunnan University gene bank

	P37
	Japonica
	AA
	yunjing37
	Yunnan University gene bank

	P41
	Indica
	AA
	Mengwangmaxiangu
	Yunnan University gene bank

	P42
	Indica
	AA
	Mengwangdabaigu
	Yunnan University gene bank

	P43
	Indica
	AA
	Mengwangxiaobaigu
	Yunnan University gene bank





Table S2. Thirty-five accessions representing 10 wild Oryza species and 1 weedy rice accession.
	Sample ID
	Species
	
Genome Type
	Accession No
	Origin

	YSD16
	O. barthii
	AA
	Acc.100921
	 

	WR23
	O. barthii
	AA
	Acc.104061
	Niger

	WR26
	O. barthii
	AA
	Acc.104284
	Mali

	YSD88
	O. glumaepatula
	AA
	Acc.100894(W)
	Cuba

	YSD90
	O. glumaepatula
	AA
	Acc.103812(W)
	Brazil

	YSD92
	O. glumaepatula
	AA
	Acc.105661
	Brazil

	YSD95
	O. glumaepatula
	AA
	Acc.105662
	Brazil

	WR88
	O. glumaepatula
	AA
	Acc.100894(D)
	Cuba

	WR90
	O. glumaepatula
	AA
	Acc.103812(D)
	Brazil

	YSD64
	O. nivara
	AA
	Acc.80611
	India

	YSD66
	O. nivara
	AA
	Acc.80677
	India

	WR60
	O. nivara
	AA
	Acc.80432
	India

	WR65
	O. nivara
	AA
	Acc.80625
	India

	WR77
	O. nivara
	AA
	Acc.80696
	India

	WR78
	O. nivara
	AA
	Acc.81855
	India

	YSD42
	O. rufipogon
	AA
	Acc.82040
	Thailand

	YSD46
	O. rufipogon
	AA
	Acc.106133(W)
	India

	YSD52
	O. rufipogon
	AA
	PCR9607(D)
	Thailand

	WR40
	O. rufipogon
	AA
	Acc.81994
	Papua New Guinea

	WR46
	O. rufipogon
	AA
	Acc.106133
	India

	WR48
	O. rufipogon
	AA
	Acc.106340
	Myanmar

	WR55
	O. rufipogon open pollinated
	AA
	Acc.105832(W)
	Bgo2,1998 gkanlaus

	WR57
	O. rufipogon open pollinated
	AA
	Acc.106138(W)
	Bgo2,2001 gkanlaus

	YSD55
	O. rufipogon open pollinated
	AA
	Acc.105832(D)
	Bgo2,1998 gkanlaus

	YSD57
	O. rufipogon open pollinated
	AA
	Acc.106138(D)
	Bgo2,2001 gkanlaus

	lg
	O. longistaminata
	AA
	
	Niger

	YSD01
	O. officinalis
	CC
	8712
	Sukhothai

	YSD05
	O. rhizomatis
	CC
	W95018(W)
	IRRI

	WR05
	O. rhizomatis
	CC
	W95018(D)
	IRRI

	WR03
	O. eichingeri
	CC
	Acc.105181(W)
	Uganda

	YSD03
	O. eichingeri
	CC
	Acc.105181(D)
	Uganda

	YSD08
	O. latifolia
	CCDD
	Acc.100169
	Costa Rice

	WR09
	O. australiensis
	EE
	Acc.101410(W)
	Australia

	YSD09
	O. australiensis
	EE
	Acc.101410(D)
	Australia

	YSD58
	Japonica weedy type
	
	96036
	Korea




Table S3. Ecology of the Ethiopian O. longistaminata groups.
	Group code
	Site name
	Coordinate 1
	Coordinate 2
	Elevation
	Ecology type

	
Gambella1
	Gambella Agricultural Research Institute
	
36P0673586
	UTM0912603
	431M
	In a small stream with no rice cultivation history 

	
Gambella2
	
Kera
	
36P0673826
	
UTM0912320
	
438M
	A wetland which gets dry in a dry season and without a rice cultivation practice

	
Gambella3
	
Elai
	
36P0674462
	
UTM0911700
	
442M
	Baro river provides water and had rice cultivation trial in 2011

	Gambella4
	Echewi
	36P0676012
	
UTM0909521
	443M
	A swampy area without any rice production practice

	Gambella5
	Aleworo
	36N0667699
	UTM0872871
	460M
	An isolated area and free from any rice cultivation 

	Gambella6
	Catholic Church
	36N0667515
	UTM0872896
	457M
	A semi-wetland area without rice production history

	
Amhara1
	
Tana Hotel
	
37P0325270
	
UTM1283260
	
1,800M
	Tana lake is the source of water and it is an isolated area with no rice production practice

	
Amhara 2
	
Tewa Zakena
	
37P0359496
	
UTM1320023
	
1,801M
	A stream water near the road is the source and there is a rice farm at 100 Meter away from the collection site

	
Amhara 3
	
Abwa Kokite School
	
37P0359239
	
UTM1324519
	
1,801M
	Many rice varieties by the Woreta Agricultural Institute has been grown at 50M distance 

	
Amhara 4
	
Gami Gote
	
37P0316212
	
UTM1294335
	
1,790M
	Had a trial to cultivate rice in 2011 and 2012 but the overflow of water from Tana lake makes it less likely 

	Amhara 5
	Wenjeta Kebelle
	37P0314305
	UTM1291528
	1,792M
	A rice farm from 2009-2013. Though, it is now abandoned

	Amhara 6
	Fessesa
	37P0313974
	UTM1292507
	1,798M
	A rice farm up to 2014




















Table S4. List of primers used for PCR with their 5’-3’ sequences, repeat motifs, chromosomal locations and annealing temperatures.
	Primer
	5’-3’ Sequence of FWD/REV Primer
	SSR repeat motif
	Chromosomal location
	Annealing Temperature

	RM5
	FWD: TGCAACTTCTAGCTGCTCGA
	(GA)14
	1
	 

	
	REV: GCATCCGATCTTGATGGG
	
	
	 55

	RM6
	FWD: TGCAACTTCTAGCTGCTCGA
	 (AG)16
	2
	 

	
	REV: TCGTCTACTGTTGGCTGCAC
	
	
	55

	RM11
	FWD: TCTCCTCTTCCCCCGATC
	(GA)17
	7
	 

	
	REV: ATAGCGGGCGAGGCTTAG 
	
	
	55 

	RM14
	FWD: CCGAGGAGAGGAGTTCGAC 
	(GA)17
	1
	 

	
	REV: GTGCCAATTTCCTCGAAAAA 
	
	
	 55

	RM17
	FWD: TGCCCTGTTATTTTCTTCTCTC
	(GA)21
	12
	 

	
	REV: GGTGATCCTTTCCCATTTCA 
	
	
	 55

	RM19
	FWD: CAAAAACAGAGCAGATGAC 
	 (ATC)10
	 12
	 

	
	REV: CTCAAGATGGACGCCAAGA 
	
	
	 55

	RM21
	 FWD: ACAGTATTCCGTAGGCACGG 
	(GA)21
	11
	 

	
	REV: GCTCCATGAGGGTGGTAGAG  
	
	
	 55

	RM22
	FWD: GGTTTGGGAGCCCATAATCT
	 (GA)22
	3
	 

	
	REV: CTGGGCTTCTTTCACTCGTC
	
	
	 55

	RM23
	FWD: CATTGGAGTGGAGGCTGG
	 (GA)15
	1
	 

	
	REV: GTCAGGCTTCTGCCATTCTC
	
	
	 55

	RM24
	FWD: GAAGTGTGATCACTGTAACC
	(GA)29
	1
	 

	
	REV: TACAGTGGACGGCGAAGTCG
	
	
	 55

	RM25
	FWD: GGAAAGAATGATCCTTTTCATGG
	(GA)18
	8
	 

	
	REV: CTACCATCAAAACCAATGTTC
	
	
	 55

	RM26
	FWD: GAGTCGACGAGCGGCAGA
	 (GA)15
	5
	 

	
	REV: CTGCGAGCGACGGTAACA
	
	
	 55

	RM29
	FWD: CAGGGACCCACCTGTCATAC 
	(GA)7-18(GA)5(AG)4
	2
	 

	
	REV: AACGTTGGTCATATCGGTGG
	
	
	 55

	RM30
	FWD: GGTTAGGCATCGTCACGG
	(AG)9A(AGA)12
	6
	 

	
	REV: TCACCTCACCACACGACACG
	
	
	 55

	RM31
	FWD: GATCACGATCCACTGGAGCT
	 (GA)15
	5
	 

	
	REV: AAGTCCATTACTCTCCTCCC
	
	
	 55

	RM42
	FWD: ATCCTACCGCTGACCATGAG
	(AG)5(GA)(AG)2T(GA)A(AG)5
	8
	 

	
	REV: TTTGGTCTACGTGGCGTACA
	 
	
	 55

	RM44
	FWD: ACGGGCAATCCGAACAACC
	(GA)16
	8
	 

	
	REV: TCGGGAAAACCTACCCTACC
	
	
	 55

	RM49
	FWD: TTCGGAAGTTGGTTACTGATCA
	 (GA)27
	3
	 

	
	REV: TTGGAGCGGATTCGGAGG
	
	
	 55

	RM50
	FWD: ACTGTACCGGTCGAAGACG
	(CTAT)4(CT)15
	6
	 

	
	REV: AAATTCCACGTCAGCCTCC
	
	
	 55

	RM55
	FWD: CCGTCGCCGTAGTAGAGAAG
	(GA)17
	3
	 

	
	REV: TCCCGGTTATTTTAAGGCG
	
	
	 55

	RM60
	FWD: AGTCCCATGTTCCACTTCCG 
	(AATT)5AATCT(AATT)
	3
	 

	
	REV: ATGGCTACTGCCTGTACTAC
	
	
	 55

	RM80
	FWD: TTGAAGGCGCTGAAGGAG
	(TCT)25
	8
	 

	
	REV: CATCAACCTCGTCTTCACCG
	
	
	 55

	RM84
	FWD: TAAGGGTCCATCCACAAGATG
	(TCT)10
	1
	 

	
	REV: TTGCAAATGCAGCTAGAGTAC
	
	 
	 55

	RM105
	FWD: GTCGTCGACCCATCGGAGCCAC
	(CCT)6
	10
	 

	
	REV: TGGTCGAGGTGGGGATCGGGTC
	 
	 
	 55

	RM110
	FWD: TCGAAGCCATCCACCAACGAAG
	(GA)15 
	2 
	 

	
	REV: TCCGTACGCCGACGAGGTCGAG
	
	
	55 

	RM118
	FWD: CCAATCGGAGCCACCGGAGAGC
	(GA)8
	7
	 

	
	REV: CACATCCTCCAGCGACGCCGAG
	
	
	 67

	RM125
	FWD: ATCAGCAGCCATGGCAGCGACC 
	(GCT)8
	7
	55

	
	REV: AGGGGATCATGTGCCGAAGGCC
	
	
	

	RM126
	FWD: CGCGTCCGCGATAAACACAGGG 
	(GA)7
	8
	 

	
	REV: TCGCACAGGTGAGGCCATGTCG
	 
	 
	 55

	RM129
	FWD: TCTCTCCGGAGCCAAGGCGAGG 
	 
	 
	 

	
	REV: CGAGCCACGACGCGATGTACCC
	 (CGG)8
	 1
	 55

	RM133
	FWD: TTGGATTGTTTTGCTGGCTCGC
	(CT)8
	6
	 

	
	REV: GGAACACGGGGTCGGAAGCGAC
	
	
	60 

	RM134
	FWD: ACAAGGCCGCGAGAGGATTCCG
	 
	 
	 

	
	 REV: GCTCTCCGGTGGCTCCGATTGG
	(CCA)7
	7
	 55

	RM136
	FWD: GAGAGCTCAGCTGCTGCCTCTAGC 
	(AGG)7
	6
	 

	
	REV: GAGGAGCGCCACGGTGTACGCC
	 
	 
	 55

	RM144
	FWD: TGCCCTGGCGCAAATTTGATCC
	(ATT)11
	11
	 

	
	REV:GCTAGAGGAGATCAGATGGTAGTGCATG
	
	
	 57

	RM152
	FWD: GAAACCACCACACCTCACCG
	(GGC)10
	8
	 

	
	REV: CCGTAGACCTTCTTGAAGTAG
	
	
	 55

	RM159
	FWD: GGGGCACTGGCAAGGGTGAAGG 
	(GA)19
	8
	 

	
	REV: GCTTGTGCTTCTCTCTCTCTCTCTCTCTC
	 
	 
	 55

	RM161
	FWD: TGCAGATGAGAAGCGGCGCCTC
	(AG)20
	5
	 

	
	REV: TGTGTCATCAGACGGCGCTCCG
	
	
	 57

	RM162
	FWD: GCCAGCAAAACCAGGGATCCGG
	(AC)20
	6
	 

	
	REV: CAAGGTCTTGTGCGGCTTGCGG
	
	
	 61

	RM171
	FWD: AACGCGAGGACACGTACTTAC
	 (GATG)5
	10
	 

	
	REV: ACGAGATACGTACGCCTTTG
	
	
	 55

	RM184
	FWD: ATCCCATTCGCCAAAACCGGCC
	(CA)7 
	10 
	55 

	
	REV: TGACACTTGGAGAGCGGTGTGG
	
	
	

	RM205
	FWD: CTGGTTCTGTATGGGAGCAG
	(GA)25
	9
	 

	
	REV: CTGGCCCTTCACGTTTCAGTG 
	
	
	 55

	RM207
	FWD: CCATTCGTGAGAAGATCTGA
	 (CT)25
	2
	 

	
	REV: CACCTCATCCTCGTAACGCC
	
	
	 55

	RM209
	FWD: ATATGAGTTGCTGTCGTGCG
	 (CT)18
	11
	 

	
	REV: CAACTTGCATCCTCCCCTCC
	
	
	 55

	RM212
	FWD: CCACTTTCAGCTACTACCAG 
	(GA)24
	1
	 

	
	REV: CACCCATTTGTCTCTCATTATG 
	
	
	 55

	RM213
	FWD: ATCTGTTTGCAGGGGACAAG
	(CT)17
	2
	55

	
	REV: AGGTCTAGACGATGTCGTGA
	
	 
	

	RM215
	FWD: CAAAATGGAGCAGCAAGAGC
	(GA)16
	9
	 

	
	REV: TGAGCACCTCCTTCTCTGTAG  
	
	
	 55

	RM219
	FWD: CGTCGGATGATGTAAAGCCT 
	(GA)17
	9
	 

	
	REV: CATATCGGCATTCGCCTG  
	
	
	 55

	RM220
	FWD: GGAAGGTAACTGTTTCCAAC
	 (CT)17
	1
	 

	
	REV: GAAATGCTTCCCACATGTCT
	
	
	 55

	RM224
	FWD: ATCGATCGATCTTCACGAGG
	(AAG)8(AG)13G(AG)
	11
	 

	
	REV: TGCTATAAAAGGCATTCGGG
	
	
	 55

	RM225
	FWD: TGCCCATATGGTCTGGATG
	 (CT)18
	6
	 

	
	REV: GAAAGTGGATCAGGAAGGC
	
	
	 55

	RM333
	FWD: GTACGACTACGAGTGTCACCAA 
	(TAT)19(CTT)19
	10
	55

	
	REV: GTCTTCGCGATCACTCGC
	 
	 
	 

	RM337   
	FWD: GTAGGAAAGGAAGGGCAGAG 
	CTT64 8 (CTT)4-19-(CTT)8
	8
	55

	
	REV: CGATAGATAGCTAGATGTGGCC
	 
	 
	 

	RM153  
	 FWD: GCCTCGAGCATCATCATCAG 
	 (GAA)9
	5
	55

	
	REV: ATCAACCTGCACTTGCCTGG
	 
	 
	 

	RM154  
	FWD: ACCCTCTCCGCCTCGCCTCCTC 
	(GA)21
	2
	61

	
	REV: CTCCTCCTCCTGCGACCGCTCC
	 
	 
	 

	RM164     
	FWD: TCTTGCCCGTCACTGCAGATATCC
	 (GT)16TT(GT)4
	 6
	55 

	
	REV: GCAGCCCTAATGCTACAATTCTTC
	 
	 
	 

	RM180
	FWD: CTACATCGGCTTAGGTGTAGCAACACG 
	 (ATT)10
	7
	55

	
	REV: ACTTGCTCTACTTGTGGTGAGGGACTG
	 
	 
	 

	RM206 
	FWD: TAGTTTAACCAAGACTCTC
	(GA)19
	2
	55

	
	REV: GGTTGAACCCAAATCTGCA
	 
	 
	 

	RM307   
	FWD: GTACTACCGACCTACCGTTCAC 
	(AT)14(GT)21
	4
	55

	
	REV: CTGCTATGCATGAACTGCTC 
	 
	 
	 

	RM322   
	FWD: CAAGCGAAAATCCCAGCAG 
	(CAT)7
	2
	55

	
	REV: GATGAAACTGGCATTGCCTG
	 
	 
	 

	RM1
	FWD: GCGAAAACACAATGCAAAAA
	(GA)26
	1
	 55

	
	REV: GCGTTGGTTGGACCTGAC
	 
	 
	 

	RM211
	FWD: CCGATCTCATCAACCAACTG
	(TC)3A(TC)18
	2
	 55

	
	REV: CTTCACGAGGATCTCAAAGG
	 
	 
	 

	RM251
	FWD: GAATGGCAATGGCGCTAG
	 (CT)29
	3
	 55

	
	REV: ATGCGGTTCAAGATTCGATC
	 
	 
	 

	RM263
	FWD: CCCAGGCTAGCTCATGAACC
	 (CT)34
	2
	 55

	
	REV: GCTACGTTTGAGCTACCACG
	 
	 
	 

	RM167
	FWD: GATCCAGCGTGAGGAACACGT 
	GGAA(GA)16GGGG
	11
	 55

	
	REV: AGTCCGACCACAAGGTGCGTTGTC
	 
	 
	 

	RM216
	FWD: TTCCCCAATGGAACAGTGAC
	(CT)18
	10
	55

	
	REV: AGGGTCTACCACCCGATCTC
	 
	 
	 

	RM475
	FWD: CCTCACGATTTTCCTCCAAC
	(TATC)8
	 
	 

	
	REV: ACGGTGGGATTAGACTGTGC
	 
	 2
	55

	RM6344
	FWD: ACACGCCATGGATGATGAC
	(GAA)8
	7
	55

	
	REV: TGGCATCATCACTTCCTCAC
	 
	 
	 

	RM335
	FWD: GTACACACCCACATCGAGAAG
	(CTT)25
	 4
	55

	
	REV: GCTCTATGCGAGTATCCATGG
	 
	 
	 





Table S5. Diversity parameters revealed by 67 SSR markers in 430 Oryza accessions.
	Marker
	Major Allele Frequency
	Genotype No
	Allele No
	Gene Diversity
	Heterozygosity
	PIC

	RM125
	0.674
	11
	5
	0.506
	0.358
	0.470

	RM1
	0.336
	20
	7
	0.760
	0.407
	0.721

	RM263
	0.448
	14
	5
	0.722
	0.396
	0.687

	RM337
	0.530
	7
	4
	0.552
	0.232
	0.458

	RM211
	0.514
	8
	5
	0.611
	0.253
	0.540

	RM154
	0.396
	11
	5
	0.684
	0.276
	0.621

	RM180
	0.561
	11
	5
	0.597
	0.157
	0.539

	RM167
	0.813
	8
	8
	0.313
	0.005
	0.280

	RM164
	0.505
	10
	7
	0.640
	0.087
	0.581

	RM251
	0.860
	9
	8
	0.253
	0.096
	0.242

	RM110
	0.563
	9
	6
	0.518
	0.210
	0.413

	RM322
	0.872
	9
	6
	0.232
	0.099
	0.221

	RM206
	0.605
	20
	13
	0.597
	0.194
	0.569

	RM84
	0.541
	20
	11
	0.661
	0.235
	0.633

	RM216
	0.788
	11
	7
	0.358
	0.147
	0.332

	RM6344
	0.522
	14
	9
	0.616
	0.183
	0.551

	RM307
	0.863
	8
	7
	0.249
	0.002
	0.239

	RM333
	0.517
	14
	9
	0.574
	0.177
	0.488

	RM153
	0.901
	11
	6
	0.185
	0.084
	0.179

	RM5
	0.740
	14
	9
	0.438
	0.230
	0.422

	RM475
	0.364
	6
	5
	0.700
	0.073
	0.646

	RM6
	0.370
	11
	8
	0.678
	0.225
	0.612

	RM11
	0.755
	10
	6
	0.405
	0.323
	0.377

	RM17
	0.543
	9
	4
	0.594
	0.366
	0.526

	RM19
	0.922
	6
	4
	0.147
	0.044
	0.142

	RM21
	0.466
	14
	7
	0.686
	0.144
	0.639

	RM23
	0.440
	12
	8
	0.657
	0.180
	0.595

	RM24
	0.667
	6
	4
	0.472
	0.155
	0.399

	RM25
	0.408
	7
	6
	0.670
	0.003
	0.602

	RM42
	0.461
	6
	5
	0.611
	0.005
	0.530

	RM31
	0.496
	9
	7
	0.664
	0.007
	0.617

	RM30
	0.737
	10
	7
	0.436
	0.044
	0.414

	RM29
	0.915
	5
	5
	0.159
	0.000
	0.152

	RM26
	0.859
	5
	4
	0.250
	0.002
	0.231

	RM22
	0.944
	2
	2
	0.106
	0.000
	0.101

	RM14
	0.612
	4
	3
	0.477
	0.022
	0.365

	RM171
	0.910
	2
	2
	0.164
	0.000
	0.150

	RM335
	0.532
	8
	7
	0.530
	0.018
	0.423

	RM44
	0.442
	15
	8
	0.690
	0.099
	0.638

	RM49
	0.863
	7
	5
	0.244
	0.166
	0.228

	RM50
	0.385
	7
	5
	0.667
	0.117
	0.598

	RM55
	0.804
	6
	4
	0.335
	0.215
	0.311

	RM60
	0.953
	3
	3
	0.090
	0.000
	0.087

	RM80
	0.789
	16
	9
	0.369
	0.130
	0.359

	RM105
	0.373
	8
	5
	0.688
	0.051
	0.625

	RM118
	0.656
	10
	7
	0.543
	0.052
	0.519

	RM126
	0.735
	5
	4
	0.421
	0.196
	0.379

	RM129
	0.579
	7
	6
	0.509
	0.163
	0.405

	RM133
	0.485
	8
	7
	0.536
	0.031
	0.428

	RM144
	0.810
	7
	5
	0.325
	0.071
	0.299

	RM152
	0.499
	13
	8
	0.651
	0.515
	0.597

	RM134
	0.824
	6
	4
	0.295
	0.227
	0.261

	RM136
	0.814
	7
	7
	0.319
	0.276
	0.295

	RM159
	0.894
	10
	7
	0.197
	0.039
	0.190

	RM161
	0.922
	5
	4
	0.147
	0.003
	0.142

	RM162
	0.902
	4
	3
	0.179
	0.002
	0.167

	RM184
	0.839
	18
	13
	0.290
	0.249
	0.281

	RM205
	0.746
	15
	7
	0.427
	0.198
	0.409

	RM207
	0.731
	17
	14
	0.455
	0.236
	0.443

	RM209
	0.356
	18
	12
	0.716
	0.106
	0.664

	RM212
	0.709
	14
	10
	0.457
	0.145
	0.416

	RM213
	0.884
	7
	6
	0.215
	0.095
	0.210

	RM215
	0.848
	6
	5
	0.265
	0.005
	0.243

	RM219
	0.912
	3
	3
	0.161
	0.000
	0.150

	RM220
	0.470
	13
	8
	0.658
	0.229
	0.601

	RM224
	0.397
	11
	6
	0.666
	0.248
	0.599

	RM225
	0.370
	26
	19
	0.757
	0.082
	0.723

	Mean
	0.66
	9.9
	6.57
	0.46
	0.14
	0.42





Fig. S1. Polyacrylamide gel image with silver staining and genotyping with different sizes of amplified bands.[image: C:\Users\HP\Desktop\Rice\Methods\IMG_20161015_155428.jpg]
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