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Figure S1. Unweighted neighbor-joining tree based on the IBS distance matrix for the 1,520 rice accessions
Samples are colored according to their subgroups. Colored areas indicate the four subspecies.
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Figure S2. The weight gain rate (WG) of about 12 insects feeding on eighteen representative  varieties
The bar represents mean±SD, which reflects the resistance (antibiosis) level of this variety. Eighteen rice varieties were randomly selected from the four resistance levels (R, MR, MS and S).
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Figure S3. Boxplots of WG for each biotype in the four rice subspecies 
The x-axes list the four subspecies, and the WG values are plotted on the y-axis. Significant differences between subspecies are indicated by different lowercase letters (p < 0.05, least significant difference test). The center lines of the boxplots indicate the median WG, while the upper and lower bounds of the boxes show the upper and lower quartiles; whiskers indicate the 1.5× interquartile range; points indicate outliers.
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Figure S4. Distribution of WG in indica, japonica and circum-aus
(A) Biotype I. (B) Biotype II. (C) Biotype III.
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Figure S5. Genome-wide average linkage disequilibrium (LD) decay in the 1,520 rice varieties
LD was calculated as the squared Pearson’s correlation coefficient (r2).
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Figure S6. The manhattan and Q-Q plots in whole panel and subspecies
(A) Biotype I. (B) Biotype II. (C) Biotype III.

[image: 表型汇总]
Figure S7. Distribution of WG in F2 populations derived from crosses between resistant varieties and 9311 
(A) SE382×9311 F2 population. (B) SE156×9311 F2 population. (C) SE118×9311 F2 population. (D) G509×9311 F2 population. (E) G68×9311 F2 population. (F) G56×9311 F2 population. (G) C700×9311 F2 population. (H) C570×9311 F2 population. (I) C521×9311 F2 population. (J) C409×9311 F2 population. The x-axes show the WG for F2 plants and number of plants are indicated on each bar chart.
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[bookmark: OLE_LINK4]Figure S8. Distribution of BPH resistance QTLs detected in 10 F2 populations 
Different colored boxes to the right of each chromosome indicate SNPs linked with BPH resistance in different resistant varieties. Different colored circles to the right of linked SNPs indicate overlapping resistance-associated loci.
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Figure S9. Map-based cloning of three BPH-resistance genes identified among resistance-associated loci
(A) Bph6 (LOC_Os04g35210) in locus L7. (B) Bph32 (LOC_Os06g03240) in locus L8.
(C) Bph3 (LOC_Os04g12540) in locus L21. The upper part of each panel shows the local Manhattan plot for the corresponding locus; the vertical red lines indicate the location of the significant SNP closest to the identified gene. The horizontal dashed lines indicate the genome-wide significance threshold. The lower parts of each panel show annotated genes; the cloned genes are shown in red. 
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Figure S10. Structural domains of the predicted protein encoded by LOC_Os06g03500 in the reference variety Nipponbare and the BPH-resistant variety SE382 (Bph37) 
Green boxes represent the structural domains. CC, coiled-coil; NB, nucleotide binding: LRR, leucine-rich repeat.
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Figure S11. Comparison of the protein sequences encoded by LOC_Os06g03500 in Nipponbare and Bph37 in SE382
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Figure S12. Neighbor-joining tree of 65 accessions using the gene-coding regions of Bph37
The accessions within different groups are indicated by different colors.
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Figure S13. Varying degrees of premature termination of Bph37 alleles in resistant variety SE382, wild rice W1777 and W3078-2 in comparison with Nipponbare and Kasalath.
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Figure S14.  Genome-wide selective sweep signals in rice by biotype I (A), biotype II (B) and biotype III (C) BPH
The XP-CLR values are plotted for each chromosome. The horizontal dashed lines indicate the genome-wide threshold for selection signals.
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Figure S15. FST between O. nivara and the R (red) and S (blue) indica groups for biotype II (left) and biotype III (right) in the LA1 (A), LA2 (B) and LA3 (C) genomic regions 
The horizontal dashed lines indicate the mean FST of the whole genome.
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[bookmark: OLE_LINK51]Figure S16.  Relative similarity in the R group of O. nivara (DSR/DSS) based on resistance data against biotype I
The horizontal dashed lines indicate the top 5% values of the entire genome. The red arrows indicate resistance-associated loci under ancient balancing selection where ancestral polymorphisms were retained in low WG varieties.
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Figure S17. Relative similarity in the R group of O. nivara (DSR/DSS) based on resistance data for biotype II
See the legends in Figure S16.
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Figure S18. Relative similarity in the R group of O. nivara (DSR/DSS) based on resistance data for biotype III
See the legends in Figure S16.
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Figure S19. Characterization of the resistance region LA1, LA2 on chromosome 4 and LA3 on chromosome 6
(A), (C), (E) Neighbor-joining tree for WR and cultivated rice based on SNPs in LA1 (A), LA2 (C) and LA3 (E). The outermost circle represents WR and subspecies of cultivated rice. The three circles from inner to outer represent R varieties (black lines) and non-R (MR, MS, S) varieties (beige) for BPH biotype I, II and III. (B), (D), (F) Geographic locations of R indica varieties that cluster with O. nivara in LA1 (B), LA2 (D) and LA3 (F).


[image: bio1xi-or]
Figure S20. Relative similarity in the R group of O. rufipogon (DSR/DSS) based on resistance data for biotype I
The horizontal dashed lines indicate the top 5% values of whole genome. LA1, LA2 and LA3 are showed by red horizontal segments.
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Figure S21. Relative similarity in the R group of O. rufipogon (DSR/DSS) based on resistance data for biotype II
The horizontal dashed lines indicate the top 5% values of whole genome.
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Figure S22. Relative similarity of the R group of O. rufipogon (DSR/DSS) based on resistance data for biotype III
The horizontal dashed lines indicate the top 5% values of whole genome.


[image: 1520sharedSNPdistance]
Figure S23. The distribution of distances from a shared SNP to the next closest shared SNP for each chromosome


[image: 长度-1]
Figure S24. The mean length of shared haplotypes due to introgression
Different colors correspond to different selection coefficient values (0, 0.001, 0.005, 0.01, 0.02, 0.03).


Table S1. Subspecies distribution of 1,520 rice accessions.
	Subspecies
	Number of accessions

	indica
	901

	japonica
	383

	circum-aus
	152

	circum-basmati
	36

	admixa
	48

	Total
	1,520


a: admixed type between any two or more of the indica, japonica, circum-aus, circum-basmati subspecies.


[bookmark: OLE_LINK3]Table S2.  Detailed information of all loci associated with resistance to the three BPH biotypes (−logP > 8)
	Locus
	Biotype
	Chr
	Locus region
(Mbp, MSU7.0)
	Number of 
significant SNPs
	Lead SNP
	Allele
	MAF
	P value
	Var (%)
	Known R genes

	L1
	I
	2
	23.80–24.05
	1
	rs2_23955573
	T/A
	0.06 
	1.12E−11
	0.04
	

	L2
	I
	4
	6.19–6.47
	2
	rs4_6378607
	G/A
	0.02 
	3.71E−09
	4.14 
	

	L3
	I
	4
	9.53–9.73
	1
	rs4_9630759
	T/C
	0.03 
	1.66E−09
	2.03 
	

	L4
	I
	4
	10.67–10.87
	1
	rs4_10770677
	T/C
	0.03 
	5.96E−10
	0.87 
	

	L5
	I
	4
	11.04–11.46
	5
	rs4_11145246
	T/C
	0.02 
	2.04E−10
	0.53 
	

	L6
	I
	4
	11.99–12.35
	4
	rs4_12091560
	T/C
	0.03 
	6.74E−12
	5.63
	

	L7
	I
	4
	21.19–21.46
	2
	rs4_21365665
	T/A
	0.01 
	1.02E−12
	10.88
	Bph6

	L8
	I
	6
	0.81–1.69
	228
	rs6_1041132
	G/C
	0.19 
	1.93E−15
	5.29 
	Bph32

	L9
	I
	8
	2.43–2.64
	3
	rs8_2540189
	A/T
	0.06 
	9.82E−11
	0.00
	

	L10
	I
	8
	6.4–6.6
	1
	rs8_6501157
	G/A
	0.02 
	5.48E−14
	18.36 
	

	L11
	I
	8
	25.56–25.76
	3
	rs8_25669507
	T/C
	0.05 
	7.02E−10
	0.01 
	

	L12
	I
	12
	1.96–2.16
	1
	rs12_2060801
	T/G
	0.06 
	4.06E−09
	0.00
	

	L13
	II
	3
	5.59–5.79
	2
	rs3_5697259
	C/A
	0.03 
	1.05E−11
	0.00 
	

	L14
	II
	4
	2.02–2.22
	1
	rs4_2127428
	A/C
	0.03 
	1.56E−12
	0.43 
	

	L15
	II
	4
	2.39–2.59
	1
	rs4_2491983
	T/G
	0.01 
	1.91E−10
	1.84
	

	L16
	II
	4
	2.73–2.93
	2
	rs4_2835541
	T/A
	0.01 
	6.94E−11
	0.00 
	

	L17
	II
	4
	3.2–3.4
	1
	rs4_3302247
	G/A
	0.01 
	9.98E−10
	10.96
	

	L18
	II
	4
	3.53–3.88
	4
	rs4_3638866
	T/C
	0.01 
	7.96E−11
	1.52
	

	L19
	II
	4
	4.07–4.69
	13
	rs4_4318316
	T/C
	0.01 
	1.28E−10
	3.29 
	

	L20
	II
	4
	6.12–6.69
	131
	rs4_6316367
	A/T
	0.03 
	3.24E−12
	4.98 
	

	L21
	II
	4
	6.8–7.65
	110
	rs4_7228069
	A/G
	0.02 
	2.60E−13
	5.31
	Bph3

	L22
	II
	4
	8.17–8.89
	22
	rs4_8273439
	T/C
	0.03 
	2.14E−12
	6.34 
	

	L23
	II
	4
	9.13–9.77
	8
	rs4_9630759
	T/C
	0.03 
	7.01E−11
	2.25 
	

	L24
	II
	4
	9.77–10.19
	6
	rs4_9877423
	C/T
	0.03 
	2.86E−12
	4.17 
	

	L25
	II
	4
	10.23–10.43
	1
	rs4_10331251
	A/G
	0.03 
	7.43E−09
	8.73 
	

	L26
	II
	4
	10.48–12.47
	721
	rs4_12252191
	T/C
	0.03 
	3.75E−14
	3.05 
	

	L27
	II
	4
	12.49–12.82
	25
	rs4_12695624
	T/C
	0.03 
	2.97E−11
	5.97
	

	L28
	II
	4
	12.85–13.05
	1
	rs4_12959660
	G/A
	0.03 
	3.24E−09
	2.80 
	

	L29
	II
	4
	13.06–13.48
	12
	rs4_13173300
	A/G
	0.03 
	1.43E−11
	3.73 
	

	L30
	II
	4
	13.54–14.10
	3
	rs4_13813262
	T/C
	0.01 
	6.86E−12
	4.49 
	

	L31
	II
	4
	17.77–17.97
	1
	rs4_17873919
	A/C
	0.01 
	9.85E−09
	0.00 
	

	L32
	II
	4
	20.83–21.2
	3
	rs4_20939451
	A/G
	0.01 
	3.18E−10
	3.72 
	

	L33
	II
	4
	21.26–21.55
	38
	rs4_21365665
	T/A
	0.01 
	1.04E−14
	5.16 
	Bph6

	L34
	II
	6
	0.74–1.58
	193
	rs6_961751
	A/G
	0.02 
	2.86E−15
	4.70 
	Bph32

	L35
	II
	11
	16.83–17.03
	1
	rs11_16938091
	A/G
	0.01 
	2.78E−10
	4.03 
	

	L36
	III
	1
	1.18–1.38
	2
	rs1_1281771
	T/G
	0.03 
	2.85E−12
	0.18 
	

	L37
	III
	2
	23.80–24.05
	1
	rs2_23955573
	T/A
	0.06 
	8.26E−17
	0.00
	

	L38
	III
	3
	5.59–5.79
	1
	rs3_5697259
	C/A
	0.03 
	1.66E−09
	0.00 
	

	L39
	III
	4
	2.02–2.22
	1
	rs4_2127428
	A/C
	0.03 
	6.98E−11
	0.00 
	

	L40
	III
	4
	2.70–2.98
	1
	rs4_2884883
	A/C
	0.02 
	3.81E−10
	0.00 
	

	L41
	III
	4
	5.92–6.69
	240
	rs4_6526068
	T/C
	0.03 
	4.76E−12
	5.68 
	

	L42
	III
	4
	6.8–7.65
	118
	rs4_7228069
	A/G
	0.02 
	4.65E−13
	5.59 
	Bph3

	L43
	III
	4
	7.77–7.98
	2
	rs4_7883756
	G/A
	0.03 
	5.17E−10
	0.00 
	

	L44
	III
	4
	8.17–12.47
	989
	rs4_12093699
	A/G
	0.02 
	6.98E−16
	7.02 
	

	L45
	III
	4
	12.49–12.81
	32
	rs4_12694801
	A/G
	0.03 
	4.09E−11
	7.60 
	

	L46
	III
	4
	12.85–13.51
	30
	rs4_13173300
	A/G
	0.03 
	1.23E−11
	6.26 
	

	L47
	III
	4
	13.54–13.76
	2
	rs4_13642224
	A/G
	0.01 
	1.38E−09
	11.29 
	

	L48
	III
	4
	13.89–14.09
	1
	rs4_13991251
	G/C
	0.03 
	9.44E−10
	2.22 
	

	L49
	III
	4
	19.15–19.36
	2
	rs4_19259655
	T/C
	0.02 
	7.61E−10
	0.09 
	

	L50
	III
	4
	20.8–21.55
	25
	rs4_21365665
	T/A
	0.01 
	1.41E−18
	7.82 
	Bph6

	L51
	III
	6
	0.78–1.57
	483
	rs6_925317
	G/C
	0.06 
	3.62E−22
	6.73 
	Bph32

	L52
	III
	8
	2.43–2.64
	3
	rs8_2540189
	A/T
	0.06 
	4.00E−18
	0.00 
	

	L53
	III
	8
	6.4–6.65
	2
	rs8_6501157
	G/A
	0.02 
	2.22E−10
	11.09 
	

	L54
	III
	8
	18.59–18.79
	2
	rs8_18699400
	T/C
	0.01 
	2.26E−10
	0.25 
	

	L55
	III
	8
	25.56–25.76
	4
	rs8_25669508
	C/G
	0.05 
	1.61E−17
	0.37 
	

	L56
	III
	11
	16.83–17.03
	1
	rs11_16938091
	A/G
	0.01 
	1.09E−10
	11.41 
	

	L57
	III
	11
	20.98–21.18
	6
	rs11_21088754
	C/G
	0.05 
	2.14E−18
	0.00 
	

	L58
	III
	12
	1.96–2.16
	1
	rs12_2060801
	T/G
	0.06 
	7.72E−15
	0.00 
	

	L59
	III
	12
	11.66–11.86
	1
	rs12_11761079
	T/C
	0.03 
	3.92E−09
	0.00 
	





Table S3. SNP positions linked with QTLs for BPH resistance from microarray experiments and resistance-associated loci in which they exist
	Chr
	Position (bp)
	Resistant parent
	Association loci

	1
	1,910,748
	G509
	

	2
	2,874,021
	C570
	

	2
	3,463,990
	G68
	

	2
	34961,465
	C570
	

	4
	371,356
	C700
	

	4
	499,835
	C700
	

	4
	586,600
	C700
	

	4
	666,472
	C409
	

	4
	666,472
	C700
	

	4
	845,034
	C700
	

	4
	1,971,215
	C570
	

	4
	2,533,369
	G68
	L15

	4
	3,783,484
	G68
	L18

	4
	3,941,509
	C700
	

	4
	4,263,917
	C570
	L19

	4
	5,241,707
	C570
	

	4
	5,429,313
	C700
	

	4
	6,429,731
	C570
	L2/L41/L20

	4
	6,594,652
	C570
	L20/L41

	4
	7,420,678
	G68
	L21/L42

	4
	8,473,185
	G68
	L22/L44

	4
	11,010,035
	C570
	L26/L44

	4
	11,484,584
	C570
	L26/L44

	4
	12,213,897
	C570
	L6/L26/L44

	4
	12,563,491
	G68
	L27/L45

	4
	12,703,347
	SE382
	L27/L45

	4
	14,810,562
	G68
	

	4
	15,879,998
	C570
	

	4
	17,648,270
	G68
	

	4
	17,752,404
	G68
	

	4
	18170,966
	C570
	

	4
	19,122,746
	C570
	

	4
	20,709,819
	G56
	

	4
	21,091,139
	G56
	L32/L50

	4
	22,274,493
	C521
	

	4
	22,366,143
	C521
	

	4
	22,420,902
	C521
	

	4
	22,528,545
	C521
	

	4
	23,034,756
	C521
	

	4
	23,787,085
	C521
	

	4
	23,813,710
	C521
	

	4
	23,933,318
	C521
	

	4
	23,933,318
	G509
	

	4
	23,998,905
	C521
	

	4
	23,998,905
	G509
	

	4
	24,001,592
	C521
	

	4
	24,002,310
	C521
	

	4
	24,101,471
	C521
	

	4
	24,101,471
	G509
	

	4
	24,167,106
	C521
	

	4
	24,281,002
	C521
	

	4
	24,281,002
	G509
	

	4
	25,888,164
	C521
	

	4
	26,005,953
	C521
	

	4
	30,687,479
	C700
	

	4
	32,193,614
	G509
	

	4
	33,734,676
	G68
	

	5
	16,655,594
	SE382
	

	6
	601,734
	SE118
	

	6
	1,206,061
	SE118
	L8/L34/L51

	6
	1,206,061
	SE382
	L8/L34/L51

	6
	1,764,762
	SE382
	

	6
	1,767,999
	SE118
	

	6
	1,816,748
	G68
	

	6
	1,878,245
	SE118
	

	6
	1,983,224
	SE118
	

	6
	2,096,700
	SE118
	

	6
	2,096,700
	SE382
	

	6
	2,251,367
	G68
	

	6
	16,900,269
	C700
	

	7
	2,066,257
	G68
	

	8
	20,448,714
	C700
	

	11
	3,768,641
	C521
	

	11
	12,874,337
	C521
	

	11
	18,949,527
	SE156
	

	11
	28,408,601
	SE156
	

	12
	3,304,911
	G68
	

	12
	3,665,005
	C521
	

	12
	6,893,229
	C521
	

	12
	6,893,229
	SE118
	

	12
	10,295,167
	G68
	

	12
	10,743,290
	G68
	

	12
	10,929,144
	G68
	

	12
	11,172,616
	G68
	

	12
	12,679,179
	G68
	

	12
	13,099,659
	G68
	

	12
	13,527,893
	G68
	

	12
	13,856,763
	G68
	

	12
	14,114,312
	G68
	

	12
	15,219,330
	G68
	

	12
	21,903,334
	G68
	

	12
	26,590,801
	C570
	


 ‘/’ separates multiple association loci. 


Table S4. Major and minor QTLs for BPH resistance
	Gene
	Chr
	Germplasm
	Linked markers
	Position (Mbp)
	Reference

	Bph1
	12
	Mudgo
	pBPH4-pBPH14
	22.81–22.93
	Cha et al. 2008

	bph2
	12
	ASD7
	RM7102-RM463
	13.21–22.09
	Sun et al. 2006

	bph2
	12
	Norin-PL4
	KAM3-KAM5
	22.13–23.18
	Murai et al. 2001

	Bph3
	4
	Rathu Heenati
	RHD9-RHC10
	6.93–6.97
	Liu et al. 2015

	Bph3
	6
	Rathu Heenati
	RM588-RM589
	1.38–1.61
	Jairin et al. 2007

	Noname-1
	3
	Rathu Heenati
	RM3180-RM2453
	18.22–20.19
	Kumari et al. 2010

	QBph3
	3
	IR02W101
	t6-f3
	35.62–35.67
	Hu et al. 2015a

	QBph4
	4
	IR02W101
	P17-xc4-27
	6.69–6.89
	Hu et al. 2015a

	QBph4.2
	4
	IR65482-17-511
	RM261-XC4-27
	6.58–6.91
	Hu et al. 2015b

	QBph4.3
	4
	Salkathi
	RM551-RM335
	0.177–0.688
	Mohanty et al. 2017

	QBph4.4
	4
	Salkathi
	RM335-RM5633
	0.688–13.07
	Mohanty et al. 2017

	bph4
	6
	Babawee
	RM586-RM589
	1.38–1.47
	Jairin et al. 2010

	bph5
	-
	ARC 10550
	-
	-
	Kabir and Khush 1988

	Bph6
	4
	Swarnalata
	Y19-Y9
	21.36–21.39
	Qiu et al. 2010

	bph7
	12
	T12
	RM3448-RM313
	19.95–20.87
	Qiu et al. 2014

	bph8
	-
	Chin Saba
	-
	-
	Nemoto et al. 1989

	BPH9
	12
	Pokkali
	InD2-RsaI
	22.87–22.89
	Zhao et al. 2016

	Bph10
	12
	O.australiensis
	RG457
	19.00–23.00
	Ishii et al. 1994

	bph11
	3
	O.officinalis
	G1318
	35.60–35.80
	Hirabayashi et al. 1998

	bph12
	4
	O. officinalis
	G271-R93
	20.20–21.30
	Hirabayashi et al. 1999

	BPH12
	4
	B14
	RM16459-RM1305
	5.20–5.66
	Qiu et al. 2012

	Bph13(t)
	2
	O. eichingeri
	RM240-RM250
	31.49–32.77
	LIU et al. 2001

	Bph13(t)
	3
	O.officinalis
	AJ09230b
	5.18–5.70
	Renganayaki et al. 2002

	Bph14
	3
	B5 (O.officinalis)
	SM1-G1318
	35.70–35.72
	Du et al. 2009

	Bph15
	4
	B5 (O.officinalis)
	RG1-RG2
	6.90–6.95
	Yang et al. 2004

	Bph16(t)
	12
	M1635–7
	RM6732-R10289
	22.0–23.1
	Hirabayashi et al., 2004

	Bph17
	4
	Rathu Heenati
	RM8213-RM5953
	4.44–9.38
	Sun et al. 2005

	bph18(t)
	4
	O. rufipogon
	RM273-RM6506
	21.6–24.04
	Li et al. 2006

	Bph18(t)
	12
	IR65482-7-216,
	RM463- S15552
	21.71–23.33
	Jena et al. 2006

	BPH18
	12
	O. australiensis
	BIM3-BN162
	22.87–22.89
	Ji et al. 2016

	bph19(t)
	3
	AS20-1
	RM6308-RM3134
	7.18–7.24
	Chen et al. 2006

	bph19(t)
	12
	O. rufipogon
	RM17
	26.99
	Li et al. 2006

	Bph20(t)
	4
	IR71033-121-15 
(O. miniuta)
	B42-B44
	8.71–8.91
	Rahman et al. 2009

	Bph21(t)
	12
	IR71033-121-15 
(O. miniuta)
	S12094A-B122
	23.28–24.41
	Rahman et al. 2009

	bph20(t)
	6
	O.rufipogon
	BYL7-BYL8
	0.46–0.53
	Yang et al. 2012

	bph21(t)
	10
	O.rufipogon
	RM222-RM244
	2.62–8.6
	Yang et al. 2012

	Bph22(t)
	
	O. glaberrima
	-
	-
	Ram et al. 2010

	Bph23(T)
	
	O. minuta
	-
	-
	Ram et al. 2010

	bph22(t)
	4
	O. rufipogon
	RM8212-RM261
	4.46–6.67
	Hou et al. 2011

	bph23(t)
	8
	O. rufipogon
	RM2655-RM3572
	2.01–3.93
	Hou et al. 2011

	bph24(t)
	-
	IR72678-6-9-B 
(O. rufipogon)
	-
	-
	Deen et al. 2010

	Bph25
	6
	ADR52
	S00310-RM8101
	0.21–1.71
	Myint et al. 2012

	Bph26
	12
	ADR52
	DS72B4-DS173B
	22.87–22.88
	Tamura et al. 2014

	Bph27
	4
	O. rufipogon
	RM16846-RM16853
	19.11–19.20
	Huang et al. 2013

	Bph27(t)
	4
	Balamawee
	Q52-Q20
	20.79–21.33
	He et al. 2013

	Bph28
	11
	DV85
	InDel55-InDel66
	16.89–16.96
	Wu et al. 2014

	BPH29
	6
	RBPH54 
(O. rufipogon)
	BYL8-BID2
	0.48–0.49
	Wang et al. 2015b

	Bph30
	4
	AC-1613
	SSR28-SSR69
	0.91–0.97
	Wang et al. 2018

	BPH31
	3
	CR2711-76
	PA26-RM2334
	26.25–26.54
	Prahalada et al. 2017

	Bph32
	6
	Ptb33
	RM19291-RM8072
	1.22
	Ren et al. 2016

	Bph33
	4
	KOLAYAL and POLIYAL
	H99-H101
	0.91–0.97
	Hu et al. 2018

	Bph34
	4
	IRGC104646 
(O. nivara)
	RM17007-RM16994
	21.33–21.48
	Kumar et al. 2018

	Noname-2
	1
	IR64
	W1-RG173
	13.12–16.07
	Alam and Cohen 1998

	Noname-3
	1
	IR64
	Amy1B-RZ276
	19.83–20.67
	Alam and Cohen 1998

	Noname-4
	2
	IR64
	RG157-RZ318
	19.86–24.56
	Alam and Cohen 1998

	Noname-5
	3
	IR64
	RG191-RZ678
	5.72–7.34
	Alam and Cohen 1998

	Noname-6
	4
	IR64
	RG143-RG620
	33.66–34.69
	Alam and Cohen 1998

	Noname-7
	4
	IR64
	RG163-RZ590
	27.11–32.44
	Alam and Cohen 1998

	Noname-8
	6
	IR64
	Amp-3-pRD10B
	9.78–17.5
	Alam and Cohen 1998

	Noname-9
	8
	IR64
	Amp-2-CDO99
	24.61–27.82
	Alam and Cohen 1998

	Bph36
	4
	GX2183
	S13-X48
	5.95–5.98
	Li et al. 2019


‘-’ means no information available. ‘Noname-’ means the QTL was not given a name.


Table S5. Overlap between resistance-associated loci and the reported QTLs for BPH resistance
	Locus
	Chr
	Locus region (Mbp, MSU 7.0)
	Known genes
	Overlapping QTLs

	L1
	2
	23.85–24.05
	
	Noname-4

	L2
	4
	6.19–6.47
	
	QBph4.4

	
	
	
	
	Bph17

	
	
	
	
	bph22(t)

	L3
	4
	9.53–9.73
	
	QBph4.4

	L4
	4
	10.67–10.87
	
	QBph4.4

	L5
	4
	11.04–11.46
	
	QBph4.4

	L6
	4
	11.99–12.35
	
	QBph4.4

	L7
	4
	21.19–21.46
	Bph6
	Bph27(t)

	
	
	
	
	Bph34

	L8
	6
	0.81–1.69
	Bph32
	Bph3

	
	
	
	
	bph4

	
	
	
	
	Bph25

	L9
	8
	2.43–2.64
	
	bph23(t)

	L11
	8
	25.56–25.76
	
	Noname-9

	L13
	3
	5.59–5.79
	
	Bph13(t)

	L14
	4
	2.02–2.22
	
	QBph4.4

	L15
	4
	2.39–2.59
	
	QBph4.4

	L16
	4
	2.73–2.93
	
	QBph4.4

	L17
	4
	3.2–3.4
	
	QBph4.4

	L18
	4
	3.53–3.88
	
	QBph4.4

	L19
	4
	4.07–4.69
	
	QBph4.4

	
	
	
	
	Bph17

	
	
	
	
	bph22(t)

	L20
	4
	6.12–6.69
	
	QBph4.2

	
	
	
	
	QBph4.4

	
	
	
	
	Bph15

	
	
	
	
	Bph17

	
	
	
	
	bph22(t)

	L21
	4
	6.8–7.65
	Bph3
	QBph4

	
	
	
	
	QBph4.2

	
	
	
	
	QBph4.4

	
	
	
	
	Bph15

	
	
	
	
	Bph17

	L22
	4
	8.17–8.89
	
	QBph4.4

	
	
	
	
	Bph17

	
	
	
	
	Bph20(t)

	L23
	4
	9.13–9.77
	
	QBph4.4

	
	
	
	
	Bph17

	L24
	4
	9.77–10.19
	
	QBph4.4

	L25
	4
	10.23–10.43
	
	QBph4.4

	L26
	4
	10.48–12.47
	
	QBph4.4

	L27
	4
	12.49–12.82
	
	QBph4.4

	L28
	4
	12.85–13.05
	
	QBph4.4

	L29
	4
	13.06–13.48
	
	QBph4.4

	L32
	4
	20.83–21.2
	
	Bph27(t)

	L33
	4
	21.26–21.55
	Bph6
	Bph27(t)

	
	
	
	
	Bph34

	L34
	6
	0.74–1.58
	Bph32
	Bph3

	
	
	
	
	bph4

	
	
	
	
	Bph25

	L35
	11
	16.83–17.03
	
	Bph28

	L37
	2
	23.85–24.05
	
	Noname-4

	L38
	3
	5.59–5.79
	
	Bph13(t)

	L39
	4
	2.02–2.22
	
	QBph4.4

	L40
	4
	2.78–2.98
	
	QBph4.4

	L41
	4
	5.92–6.69
	
	QBph4.2

	
	
	
	
	Bph15

	
	
	
	
	Bph17

	
	
	
	
	bph22(t)

	
	
	
	
	Bph36

	L42
	4
	6.8–7.65
	Bph3
	QBph4

	
	
	
	
	QBph4.2

	
	
	
	
	QBph4.4

	
	
	
	
	Bph15

	
	
	
	
	Bph17

	L43
	4
	7.77–7.98
	
	QBph4.4

	
	
	
	
	Bph17

	L44
	4
	8.17–12.47
	
	QBph4.4

	
	
	
	
	Bph17

	
	
	
	
	Bph20(t)

	L45
	4
	12.49–12.81
	
	QBph4.4

	L46
	4
	12.85–13.51
	
	QBph4.4

	L49
	4
	19.15–19.36
	
	Bph27

	L50
	4
	20.8–21.55
	Bph6
	Bph27(t)

	
	
	
	
	Bph34

	L51
	6
	0.78–1.57
	Bph32
	Bph3

	
	
	
	
	bph4

	
	
	
	
	Bph25

	L52
	8
	2.43–2.64
	
	bph23(t)

	L55
	8
	25.56–25.76
	
	Noname-9

	L56
	11
	16.83–17.03
	
	Bph28




Table S6. Novel resistance-associated loci
	Locus
	Chr
	Locus region (Mbp, MSU 7.0)

	L10
	8
	6.4–6.6

	L12
	12
	1.96–2.16

	L30
	4
	13.54–13.91

	L31
	4
	17.77–17.97

	L36
	1
	1.18–1.38

	L47
	4
	13.54–13.76

	L48
	4
	13.89–14.09

	L53
	8
	6.4–6.65

	L54
	8
	18.59–18.79

	L57
	11
	20.98–21.18

	L58
	12
	1.96–2.16

	L59
	12
	11.66–11.86





Table S7. Putative regions experiencing selective sweeps and the overlapping associated loci
	BPH Biotypes
	Chr
	Start (Mbp)
	End (Mbp)
	XP-CLR
	Association loci

	I
	1
	32.1
	32.2
	1.09
	

	I
	2
	14.5
	14.6
	1.01
	

	I
	3
	3.4
	3.5
	4.86
	

	I
	3
	21.2
	21.3
	1.19
	

	I
	10
	9.3
	9.4
	1.66
	

	I
	11
	5.5
	5.6
	1.04
	

	I
	11
	5.7
	5.8
	2.46
	

	I
	12
	24.4
	24.5
	1.29
	

	I
	12
	24.5
	24.6
	1.18
	

	II
	2
	0.6
	0.7
	1.12
	

	II
	2
	7.1
	7.2
	1.24
	

	II
	2
	11.3
	11.4
	1.02
	

	II
	2
	19.1
	19.2
	2.28
	

	II
	2
	35.5
	35.6
	1.08
	

	II
	3
	7.3
	7.4
	1.33
	

	II
	3
	18.6
	18.7
	1.29
	

	II
	3
	19
	19.1
	1.02
	

	II
	3
	19.2
	19.3
	1.73
	

	II
	3
	28.1
	28.2
	1.47
	

	II
	4
	9.2
	9.3
	1.44
	L23

	II
	4
	9.5
	9.6
	1.05
	L23

	II
	4
	9.7
	9.8
	2.92
	L23

	II
	4
	14.4
	14.5
	3.21
	

	II
	4
	18.3
	18.4
	1.26
	

	II
	5
	17
	17.1
	1.08
	

	II
	5
	20.3
	20.4
	1.10
	

	II
	5
	27.4
	27.5
	1.57
	

	II
	6
	16.3
	16.4
	1.07
	

	II
	6
	20.4
	20.5
	1.97
	

	II
	7
	9.7
	9.8
	1.11
	

	II
	7
	15.5
	15.6
	1.44
	

	II
	7
	25.6
	25.7
	3.20
	

	II
	7
	28.5
	28.6
	1.45
	

	II
	8
	14.6
	14.7
	1.78
	

	II
	8
	15.9
	16
	1.34
	

	II
	8
	21.3
	21.4
	1.87
	

	II
	8
	21.6
	21.7
	2.12
	

	II
	8
	22.3
	22.4
	1.71
	

	II
	8
	26
	26.1
	1.24
	

	II
	9
	1.4
	1.5
	1.82
	

	II
	9
	1.8
	1.9
	1.36
	

	II
	9
	16.4
	16.5
	1.43
	

	II
	10
	2.2
	2.3
	1.01
	

	II
	10
	13.4
	13.5
	1.66
	

	II
	10
	15.2
	15.3
	1.29
	

	II
	10
	18
	18.1
	2.24
	

	II
	10
	18.4
	18.5
	1.01
	

	II
	10
	21.3
	21.4
	1.33
	

	II
	11
	7.5
	7.6
	1.17
	

	II
	11
	27.1
	27.2
	1.44
	

	II
	12
	5.1
	5.2
	1.59
	

	II
	12
	5.6
	5.7
	2.10
	

	II
	12
	6.8
	6.9
	1.33
	

	II
	12
	24.5
	24.6
	1.50
	

	III
	1
	27
	27.1
	1.95
	

	III
	1
	38.6
	38.7
	1.77
	

	III
	2
	15
	15.1
	1.71
	

	III
	3
	1
	1.1
	1.82
	

	III
	3
	2.2
	2.3
	1.24
	

	III
	3
	2.9
	3
	1.21
	

	III
	3
	6.7
	6.8
	1.34
	

	III
	3
	7.3
	7.4
	1.29
	

	III
	3
	19.6
	19.7
	1.46
	

	III
	3
	20.7
	20.8
	1.74
	

	III
	3
	23.8
	23.9
	1.83
	

	III
	3
	27
	27.1
	1.65
	

	III
	3
	27.3
	27.4
	1.27
	

	III
	4
	8.9
	9
	3.26
	L44

	III
	4
	9.7
	9.8
	3.61
	L44

	III
	4
	10
	10.1
	1.49
	L44

	III
	4
	11.9
	12
	1.19
	L44

	III
	5
	3.3
	3.4
	1.08
	

	III
	6
	14.2
	14.3
	1.04
	

	III
	6
	22.6
	22.7
	1.60
	

	III
	6
	28.4
	28.5
	1.67
	

	III
	7
	28.5
	28.6
	1.84
	

	III
	8
	11.1
	11.2
	1.28
	

	III
	8
	13.5
	13.6
	1.07
	

	III
	9
	1
	1.1
	1.72
	

	III
	9
	4.5
	4.6
	6.73
	

	III
	10
	17.9
	18
	1.00
	

	III
	10
	20.3
	20.4
	2.05
	

	III
	10
	21.3
	21.4
	1.16
	

	III
	11
	5.8
	5.9
	2.69
	

	III
	11
	16.3
	16.4
	1.55
	

	III
	12
	5.6
	5.7
	1.26
	

	III
	12
	11.9
	12
	1.30
	

	III
	12
	24.5
	24.6
	2.01
	

	III
	12
	26.2
	26.3
	2.00
	




Table S8. Polymorphism statistics for the associated loci 
	Locus
	Biotype
	Chr
	Start (Mbp)
	End (Mbp)
	π
	DTaj

	L1
	I
	2
	23.85
	24.05
	0.0042*
	3.5004*

	L2
	I
	4
	6.19
	6.47
	0.0064*
	4.2623*

	L3
	I
	4
	9.53
	9.73
	0.0025 
	3.1641*

	L4
	I
	4
	10.67
	10.87
	0.0036*
	2.5890 

	L5
	I
	4
	11.04
	11.46
	0.0026 
	3.7198*

	L6
	I
	4
	11.99
	12.35
	0.0044*
	4.7552*

	L7
	I
	4
	21.19
	21.46
	0.0047*
	5.5379*

	L8
	I
	6
	0.81
	1.69
	0.0051*
	4.5479*

	L9
	I
	8
	2.43
	2.64
	0.0018 
	4.0239*

	L10
	I
	8
	6.4
	6.6
	0.0003 
	2.6571 

	L11
	I
	8
	25.56
	25.76
	0.0034*
	6.2654*

	L12
	I
	12
	1.96
	2.16
	0.0037*
	6.8278*

	L13
	II
	3
	5.59
	5.79
	0.0028 
	3.6861*

	L14
	II
	4
	2.02
	2.22
	0.0019 
	1.6457 

	L15
	II
	4
	2.39
	2.59
	0.0051*
	2.5300 

	L16
	II
	4
	2.73
	2.93
	0.0029*
	1.4759 

	L17
	II
	4
	3.2
	3.4
	0.0015 
	4.5414*

	L18
	II
	4
	3.53
	3.88
	0.0046*
	5.4405*

	L19
	II
	4
	4.07
	4.69
	0.0063*
	4.4014*

	L20
	II
	4
	6.12
	6.69
	0.0064*
	5.2887*

	L21
	II
	4
	6.8
	7.65
	0.0052*
	5.7157*

	L22
	II
	4
	8.17
	8.89
	0.0043*
	7.5965*

	L23
	II
	4
	9.13
	9.77
	0.0025 
	3.2078*

	L24
	II
	4
	9.77
	10.19
	0.0026 
	3.4518*

	L25
	II
	4
	10.23
	10.43
	0.0014 
	2.5902 

	L26
	II
	4
	10.48
	12.47
	0.0044*
	6.0791*

	L27
	II
	4
	12.49
	12.82
	0.0075*
	7.0494*

	L28
	II
	4
	12.85
	13.05
	0.0058*
	6.3932*

	L29
	II
	4
	13.06
	13.48
	0.0049*
	4.3415*

	L30
	II
	4
	13.54
	13.91
	0.0049*
	4.7827*

	L31
	II
	4
	17.77
	17.97
	0.0049*
	7.2273*

	L32
	II
	4
	20.83
	21.2
	0.0042*
	6.8324*

	L33
	II
	4
	21.26
	21.55
	0.0047*
	3.9861*

	L34
	II
	6
	0.74
	1.58
	0.0051*
	4.5479*

	L35
	II
	11
	16.83
	17.03
	0.0061*
	6.5283*

	L36
	III
	1
	1.18
	1.38
	0.0047*
	4.1678*

	L37
	III
	2
	23.85
	24.05
	0.0042*
	3.5004*

	L38
	III
	3
	5.59
	5.79
	0.0028 
	3.6861*

	L39
	III
	4
	2.02
	2.22
	0.0019 
	1.6457 

	L40
	III
	4
	2.78
	2.98
	0.0029*
	1.4759 

	L41
	III
	4
	5.92
	6.69
	0.0083*
	7.5940*

	L42
	III
	4
	6.8
	7.65
	0.0052*
	5.7157*

	L43
	III
	4
	7.77
	7.98
	0.0010 
	3.4459*

	L44
	III
	4
	8.17
	12.47
	0.0044*
	7.5965*

	L45
	III
	4
	12.49
	12.81
	0.0075*
	7.0494*

	L46
	III
	4
	12.85
	13.51
	0.0058*
	6.3932*

	L47
	III
	4
	13.54
	13.76
	0.0042*
	3.7394*

	L48
	III
	4
	13.89
	14.09
	0.0045*
	8.1880*

	L49
	III
	4
	19.15
	19.36
	0.0039*
	4.6393*

	L50
	III
	4
	20.8
	21.55
	0.0047*
	6.8324*

	L51
	III
	6
	0.78
	1.57
	0.0051*
	4.5479*

	L52
	III
	8
	2.43
	2.64
	0.0018 
	4.0239*

	L53
	III
	8
	6.4
	6.65
	0.0003 
	2.6571 

	L54
	III
	8
	18.59
	18.79
	0.0063*
	2.9172 

	L55
	III
	8
	25.56
	25.76
	0.0034*
	6.2654*

	L56
	III
	11
	16.83
	17.03
	0.0061*
	6.5283*

	L57
	III
	11
	20.98
	21.18
	0.0045*
	5.9818*

	L58
	III
	12
	1.96
	2.16
	0.0037*
	6.8278*

	L59
	III
	12
	11.66
	11.86
	0.0027 
	3.6176*


π, nucleotide diversity; DTaj , Tajima’s D. ‘＊’ shows the value above the mean value of the entire genome.


Table S9. The upper limit value of 95% confidence intervals (95% CI) from simulations and associated loci whose observed nucleotide diversity and Tajima’s D rising above significance
	Locus
	Biotype
	Chr
	Start (Mbp)
	End (Mbp)
	π
	DTaj
	Ancient balancing selection

	 95% CI
	
	
	
	
	0.0030 
	2.1271 
	

	L1
	I
	2
	23.85
	24.05
	0.0042 
	3.5004 
	Yes

	L2
	I
	4
	6.19
	6.47
	0.0064
	4.2623 
	Yes

	L4
	I
	4
	10.67
	10.87
	0.0036 
	2.5890 
	

	L6
	I
	4
	11.99
	12.35
	0.0044 
	4.7552 
	Yes

	L7
	I
	4
	21.19
	21.46
	0.0047 
	5.5379 
	Yes

	L8
	I
	6
	0.81
	1.69
	0.0051 
	4.5479 
	Yes

	L11
	I
	8
	25.56
	25.76
	0.0034 
	6.2654
	

	L12
	I
	12
	1.96
	2.16
	0.0037 
	6.8278
	

	L15
	II
	4
	2.39
	2.59
	0.0051 
	2.5300 
	Yes

	L18
	II
	4
	3.53
	3.88
	0.0046 
	5.4405 
	Yes

	L19
	II
	4
	4.07
	4.69
	0.0063
	4.4014 
	Yes

	L20
	II
	4
	6.12
	6.69
	0.0064
	5.2887 
	Yes

	L21
	II
	4
	6.8
	7.65
	0.0052
	5.7157
	Yes

	L22
	II
	4
	8.17
	8.89
	0.0043 
	7.5965
	

	L26
	II
	4
	10.48
	12.47
	0.0044 
	6.0791
	Yes

	L27
	II
	4
	12.49
	12.82
	0.0075
	7.0494
	

	L28
	II
	4
	12.85
	13.05
	0.0058
	6.3932
	

	L29
	II
	4
	13.06
	13.48
	0.0049 
	4.3415 
	

	L30
	II
	4
	13.54
	13.91
	0.0049 
	4.7827 
	Yes

	L31
	II
	4
	17.77
	17.97
	0.0049 
	7.2273
	Yes

	L32
	II
	4
	20.83
	21.2
	0.0042 
	6.8324
	

	L33
	II
	4
	21.26
	21.55
	0.0047 
	3.9861 
	Yes

	L34
	II
	6
	0.74
	1.58
	0.0051 
	4.5479 
	Yes

	L35
	II
	11
	16.83
	17.03
	0.0061
	6.5283
	Yes

	L36
	III
	1
	1.18
	1.38
	0.0047 
	4.1678 
	Yes

	L37
	III
	2
	23.85
	24.05
	0.0042 
	3.5004 
	Yes

	L41
	III
	4
	5.92
	6.69
	0.0083
	7.5940
	Yes

	L42
	III
	4
	6.8
	7.65
	0.0052
	5.7157
	Yes

	L44
	III
	4
	8.17
	12.47
	0.0044 
	7.5965
	Yes

	L45
	III
	4
	12.49
	12.81
	0.0075
	7.0494
	

	L46
	III
	4
	12.85
	13.51
	0.0058
	6.3932
	

	L47
	III
	4
	13.54
	13.76
	0.0042 
	3.7394 
	

	L48
	III
	4
	13.89
	14.09
	0.0045 
	8.1880
	Yes

	L49
	III
	4
	19.15
	19.36
	0.0039 
	4.6393 
	

	L50
	III
	4
	20.8
	21.55
	0.0047 
	6.8324
	Yes

	L51
	III
	6
	0.78
	1.57
	0.0051 
	4.5479 
	Yes

	L54
	III
	8
	18.59
	18.79
	0.0063
	2.9172 
	

	L55
	III
	8
	25.56
	25.76
	0.0034 
	6.2654
	

	L56
	III
	11
	16.83
	17.03
	0.0061
	6.5283
	Yes

	L57
	III
	11
	20.98
	21.18
	0.0045 
	5.9818
	Yes

	L58
	III
	12
	1.96
	2.16
	0.0037 
	6.8278
	





Table S10. Pearson correlation coefficients between DSR/DSS and FST of R and S indica groups
	Chromosome
	Biotype I
	Biotype II
	Biotype III

	
	Pearson correlation
	p-value
	Pearson correlation
	p-value
	Pearson correlation
	p-value

	chr1
	0.19
	< 2.2e−16
	0.29
	< 2.2e−16
	0.18
	< 2.2e−16

	chr2
	0.22
	< 2.2e−16
	0.17
	< 2.2e−16
	0.18
	< 2.2e−16

	chr3
	0.15
	< 2.2e−16
	0.16
	< 2.2e−16
	0.19
	< 2.2e−16

	chr4
	0.37
	< 2.2e−16
	0.34
	< 2.2e−16
	0.43
	< 2.2e−16

	chr5
	0.35
	< 2.2e−16
	0.33
	< 2.2e−16
	0.31
	< 2.2e−16

	chr6
	0.26
	< 2.2e−16
	0.37
	< 2.2e−16
	0.21
	< 2.2e−16

	chr7
	0.33
	< 2.2e−16
	0.37
	< 2.2e−16
	0.34
	< 2.2e−16

	chr8
	0.16
	< 2.2e−16
	0.26
	< 2.2e−16
	0.24
	< 2.2e−16

	chr9
	0.02
	0.4335
	0.07
	0.0018
	0.25
	< 2.2e−16

	chr10
	0.07
	0.0007
	0.03
	0.2027
	0.10
	< 2.2e−16

	chr11
	0.20
	< 2.2e−16
	0.18
	< 2.2e−16
	0.17
	< 2.2e−16

	chr12
	0.19
	< 2.2e−16
	0.16
	< 2.2e−16
	0.33
	< 2.2e−16




Table S11. List of primers used in this study
	Name
	Purpose
	Forward (5ʹ–3ʹ)
	Reverse (5ʹ–3ʹ)

	5RACE1R
	5’-RACE
	
	ATGCCAACCACACAAAGCACCCG

	5RACE2R
	5’-RACE
	
	CCACACAAAGCACCCGACAGTGGT

	3RACE1F
	3’-RACE
	GCCGCCGGCGAAGAGATGAGCTT
	

	3RACE2F
	3’-RACE
	GGGCTGAGCAAGTAAGGAGCTTGTC
	

	r14
	ORF sequence amplification
	ATGGCGGAGACGGTGCTGAGCATGGCGAGGTCCATGCTGGGGAGC
	CTAATCCATTCCCAGTGATCTGTGTTCCACAAAGTCATC

	156–35
	T0 plants identification
	TTGCTCATGGGTGTGCAGAAG
	TTGGGGGTGTCAAAGCCTAC

	G7
	Genomic sequence amplification
	AGCGCTCGCTATAAGTGCAT
	TCTGCACACCCATGAGCAAG

	G8
	
	GGTACGCACCTACGAGATGG
	TGGTGTCTCTGACCAATGGC

	G9
	
	ATGGCGGAGACGGCGCTGAGCAT
	CTAATCCATTCCCAGTGATCTG

	G10
	
	TAGCAAGGGACCGTGGTACT
	TGTGATGCATCCACGACGAA

	SPS
	qRT-PCR
	TTGCGCCTGAACGGATAT
	CGGTTGATCTTTTCGGGATG

	HYG
	
	ACCCGCTCGTCTGGCTAA
	CCTGACCTATTGCATCTCCC





Table S12. Coalescence simulation results for different demographic models
	Model
	shared SNPs =1
	shared SNPs >=2
	shared SNPs >=2 and LD>0.8

	neutral model
	3,920
	227
	5

	neutral model with gene flow
	22,853
	3,977
	27




Table S13. The indica varieties used to call SNPs with O. nivara and O. rufipogen
	Group
	Biotype I
(number/ average WG)
	Biotype II
(number/ average WG)
	Biotype III
(number/ average WG)

	R
	54/0.0961
	63/0.0471
	31/0.1187

	MR
	14/0.4583
	12/0.4538
	23/0.4382

	MS
	14/0.7553
	8/0.7851
	23/0.7184

	S
	41/1.0624
	40/0.9783
	44/1.0381






Dataset S1. Information on the 1,520 rice varieties and 17 wild rice accessions
Dataset S2. Detailed information on all significant SNPs associated with resistance to three BPH biotypes (−logP > 8)
[bookmark: OLE_LINK1]Dataset S3. Genomic regions with shared haplotypes across wild species and cultivated rice
Dataset S4.  Detailed information of all loci associated with resistance to the three BPH biotypes in subspecies (−logP > 8)
[bookmark: _GoBack]Dataset S5. Genomic locations of the 389 reference loci
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