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Table S1. The genomic distribution of 5,872 mapped SNPs across the 20 chromosomes of Camelina sativa
Chromosome
count
percentage
1
332
5.6
2
221
3.7
3
208
3.5
4
304
5.1
5
320
5.4
6
228
3.8
7
405
6.9
8
287
4.9
9
250
4.2
10
203
3.4
11
515
8.8
12
424
7.2
13
241
4.1
14
365
6.2
15
197
3.3
16
353
6
17
230
3.9
18
164
2.7
19
364
6.1
20
261
4.4

























Table S2. Percentage of transition and transversion SNPs across the Camelina sativa genome.

	Type
	Count

	A>C
	304

	A>G
	721

	A>T
	277

	C>A
	386

	C>G
	146

	C>T
	1090

	G>A
	1044

	G>C
	208

	G>T
	455

	T>A
	243

	T>C
	702

	T>G
	296















Table S3. Inferred ancestry of individuals (Q Matrix)


	
	(%Miss)
	
	Inferred clusters

	1
	-9
	:
	0.02
	0.98

	2
	-7
	:
	0.001
	0.999

	3
	-9
	:
	0.074
	0.926

	4
	-11
	:
	0.466
	0.534

	5
	-12
	:
	0.028
	0.972

	6
	-9
	:
	0.327
	0.673

	7
	-7
	:
	0.876
	0.124

	8
	-4
	:
	0
	1

	9
	-18
	:
	0.651
	0.349

	10
	-9
	:
	0.805
	0.195

	11
	-14
	:
	0.286
	0.714

	12
	-7
	:
	0.126
	0.874

	13
	-13
	:
	0.073
	0.927

	14
	-13
	:
	0.127
	0.873

	15
	-9
	:
	0.003
	0.997

	16
	-16
	:
	0.649
	0.351

	17
	-15
	:
	1
	0

	18
	-13
	:
	0.26
	0.74

	19
	-10
	:
	1
	0

	20
	-28
	:
	0.499
	0.501

	21
	-16
	:
	1
	0

	22
	-13
	:
	1
	0

	23
	-14
	:
	0.218
	0.782

	24
	-12
	:
	0.448
	0.552

	25
	-18
	:
	0.239
	0.761

	26
	-7
	:
	0.204
	0.796

	27
	-28
	:
	0.196
	0.804

	28
	-6
	:
	0
	1

	29
	-19
	:
	0.082
	0.918

	30
	-23
	:
	0.097
	0.903

	31
	-9
	:
	0.394
	0.606

	32
	-13
	:
	0.804
	0.196

	33
	-12
	:
	0.482
	0.518

	34
	-14
	:
	0.796
	0.204

	35
	-29
	:
	0.999
	0.001

	36
	-8
	:
	0
	1

	37
	-10
	:
	0.751
	0.249

	38
	-19
	:
	0.999
	0.001

	39
	-69
	:
	0.807
	0.193

	40
	-16
	:
	1
	0

	41
	-7
	:
	0.999
	0.001

	42
	-16
	:
	0.363
	0.637

	43
	-12
	:
	0.348
	0.652

	44
	-20
	:
	0.966
	0.034

	45
	-13
	:
	0.408
	0.592

	46
	-20
	:
	0.106
	0.894

	47
	-17
	:
	0.439
	0.561

	48
	-9
	:
	0.501
	0.499

	49
	-9
	:
	0.115
	0.885

	50
	-17
	:
	0.246
	0.754

	51
	-10
	:
	0
	1

	52
	-15
	:
	0.54
	0.46

	53
	-21
	:
	0.316
	0.684

	54
	-15
	:
	0.255
	0.745

	55
	-9
	:
	0.249
	0.751

	56
	-8
	:
	0.268
	0.732

	57
	-5
	:
	0.433
	0.567

	58
	-9
	:
	0.327
	0.673

	59
	-16
	:
	0.048
	0.952

	60
	-12
	:
	0.021
	0.979

	61
	-45
	:
	0.657
	0.343

	62
	-26
	:
	0.217
	0.783

	63
	-29
	:
	0.194
	0.806

	64
	-12
	:
	0.337
	0.663

	65
	-9
	:
	0.382
	0.618

	66
	-15
	:
	0.631
	0.369

	67
	-11
	:
	0.464
	0.536

	68
	-13
	:
	0.334
	0.666

	69
	-31
	:
	0.848
	0.152

	70
	-20
	:
	0.376
	0.624

	71
	-9
	:
	0.328
	0.672

	72
	-8
	:
	0.652
	0.348

	73
	-10
	:
	0.496
	0.504

	74
	-8
	:
	0.958
	0.042

	75
	-14
	:
	0.968
	0.032

	76
	-26
	:
	0.399
	0.601

	77
	-20
	:
	0.291
	0.709

	78
	-10
	:
	0.507
	0.493

	79
	-21
	:
	1
	0

	80
	-12
	:
	0.657
	0.343

	81
	-8
	:
	0.77
	0.23

	82
	-20
	:
	0.239
	0.761

	83
	-8
	:
	0.489
	0.511

	84
	-19
	:
	0.003
	0.997

	85
	-15
	:
	0.913
	0.087

	86
	-31
	:
	0.858
	0.142


Table S4. Pairwise Population Matrix of Nei Genetic Distance


	Pop1
	Pop2
	

	0.000
	
	Pop1

	0.092
	0.000
	Pop2



Table S5. Pairwise Population Matrix of Nei Genetic Identity 


	Pop1
	Pop2
	

	1.000
	
	Pop1

	0.912
	1.000
	Pop2



Table S6. Analysis of molecular variance (AMOVA) using 5872 SNPs of the genetic variation among and within three subpopulations of 86 Camelina sativa accessions.
	Source
	df
	SS
	MS
	Est. Var.
	%

	Among Pops
	2
	20821.194
	10410.597
	161.239
	11%

	Among Indiv
	83
	171595.945
	2067.421
	818.280
	58%

	Within Indiv
	86
	37054.000
	430.860
	430.860
	31%

	Total
	171
	229471.140
	
	1410.380
	100%

	Fst
	0.114
	
	
	
	

	Nm
	1.937
	
	
	
	


 

Table S7. Pairwise Population Matrix of Nei Genetic Distance

	pop1
	pop2
	Pop3

	0.000
	
	
	pop1

	0.170
	0.000
	
	pop2

	0.091
	0.100
	    0.000
	pop3



Table S8. Pairwise Population Matrix of Nei Genetic Identity

	pop1
	pop2
	pop3
	

	1.000
	
	
	pop1

	0.844
	1.000
	
	pop2

	0.913
	0.904
	1.000
	pop3



