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SUPPLEMENTARY METHODS
DArTseq genotyping
DArTseq is a reduced representation style genomic approach, combining the DArT approach with next generation sequencing to achieve genome wide, single-nucleotide polymorphism (SNP) data (Kilian et al. 2012). Multiple restriction enzymes (RE) were tested for complexity reduction in A. fimbriatum using a subset of samples sent prior to the experimental samples. The most appropriate combination of RE was established to be PstI-MseI, based on size of representation and fraction of genome sampled. DNA samples were processed in digestion/ligation reactions principally as per Kilian et al. (2012) but replacing a single PstI-compatible adapter with two different adapters corresponding to the two different RE overhangs. The PstI-compatible adapter included an Illumina flowcell attachment sequence, sequencing primer sequence, and a staggered, varying length barcode region, similar to the sequence reported by Elshire et al. (2011). The reverse adapter contained a flowcell attachment region and MseI-compatible overhang sequence. Only mixed fragments (PstI and MseI ends) were effectively amplified in 30 rounds of PCR using the following reaction conditions: one cycle of 94°C for 1 minute, 30 cycles of 94°C for 20 seconds, 58°C for 30 seconds, 72°C for 45 seconds, and a final cycle of 72°C for 7 minutes. Equimolar amounts of PCR amplification products for all samples were bulked and applied to c-Bot (Illumina) bridge PCR, followed by sequencing on Illumina Hiseq2000 or Hiseq2500.
DArTseq SNP calling
Sequences generated from each lane were processed using proprietary DArT analytical pipelines. In the primary pipeline, the fastq files were first processed to filter away poor quality sequences, applying more stringent selection criteria to the barcode region (minimum phred 30, minimum percentage 75%) compared to the rest of the sequence (minimum phred 10, minimum percentage 50%), ensuring very reliable assignment of sequences to samples during the ‘barcode split’ step. Approximately 3,070,000 sequences per sample were identified (CoV of the sequencing volume for 94 samples is 6%) and used in marker calling. Identical sequences were collapsed into “fastqcoll files”.  The fastqcoll files were “groomed” using DArT PL’s proprietary algorithm which corrects low quality bases from singleton tags into a correct base using collapsed tags with multiple members as a template. The “groomed” fastqcoll files were used in the secondary pipeline for DArT PL’s proprietary SNP and SilicoDArT (presence/absence of restriction fragments in representation) calling algorithms (DArTsoft14). 
For SNP calling, all tags from all libraries included in theDArTsoft14 analysis are clustered using DArT PL’s C++ algorithm at the threshold distance of 3, followed by parsing of the clusters into separate SNP loci using a range of technical parameters, especially the balance of read counts for the allelic pairs.  Additional selection criteria were added to the algorithm based on analysis of approximately 1,000 controlled cross populations. Testing for Mendelian distribution of alleles in these populations facilitated selection of technical parameters discriminating true allelic variants from paralogous sequences.
In addition, DArTseq standard technical replication includes processing 35 samples twice, from DNA to allelic calls as technical replicates and scoring consistency was used as the main selection criteria for high quality/low error rate markers.  Calling quality was assured by high average read depth per locus (Average across all markers was above 30 reads/locus) and technical reproducibility of markers called by DArT analytical pipeline was 99.85%.
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Table S1 Proportion of genotypes the same (similarity) and different (mismatch) between each pair of replicate samples.
	Replicate pair
	Similarity
	Mismatch

	AfGeurA_11-001  
	0.97
	0.03

	AfMerryA_22-001 
	0.98
	0.02

	AfGeur_7-001    
	0.90
	0.10

	AfChilA_18-001  
	0.97
	0.03

	AfBaldA_43-001  
	0.96
	0.04

	AfMarr_4-001    
	0.98
	0.02

	AfMerryA_14-001 
	0.98
	0.02
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Table S2 Provenance level genetic diversity estimates for the 13 sampled provenances of Arthropodium fimbriatum calculated (a) excluding loci with missing data (2260 loci), (b) using loci with a minor allele frequency ≥ 0.1 (4898 loci), and (c) randomly subsampling all populations to n = 4 (smallest sample size. Results are average of 100 random resamples). Gene diversity (HS), unbiased gene diversity (UHS), observed heterozygosity (Ho), percentage of polymorphic SNPs (P) and inbreeding (FIS; 95% confidence intervals [CI] in parenthesis). Note for (a) and (b), standard deviation (s.d.) is s.d. of the metric estimate, while in (c) s.d. is the s.d. across the 100 estimates from the resampling.
	
	HS
	(s.d.)
	UHS
	(s.d.)
	HO
	(s.d.)
	P
	
	FIS
	(95% CI)

	(a)
	
	
	
	
	
	
	
	
	
	
	

	Baldry
	0.17
	(0.19)
	0.19
	(0.21)
	0.17
	(0.22)
	53.30
	
	0.00
	(-0.02,
	0.02)

	Barellan
	0.20
	(0.20)
	0.21
	(0.21)
	0.17
	(0.20)
	60.10
	
	0.14
	(0.11,
	0.16)

	Canowindra
	0.14
	(0.21)
	0.15
	(0.23)
	0.12
	(0.21)
	33.60
	
	0.10
	(0.06,
	0.14)

	Childowla
	0.18
	(0.22)
	0.20
	(0.24)
	0.17
	(0.23)
	46.40
	
	0.06
	(0.03,
	0.09)

	Euchareena
	0.16
	(0.20)
	0.17
	(0.21)
	0.14
	(0.20)
	46.20
	
	0.13
	(0.10,
	0.15)

	Geurie
	0.17
	(0.19)
	0.18
	(0.20)
	0.16
	(0.19)
	56.60
	
	0.10
	(0.08,
	0.12)

	Marrar
	0.21
	(0.21)
	0.24
	(0.24)
	0.20
	(0.23)
	57.20
	
	0.08
	(0.06,
	0.11)

	Merryville
	0.18
	(0.21)
	0.19
	(0.22)
	0.16
	(0.21)
	51.50
	
	0.09
	(0.06,
	0.11)

	Monteagle
	0.22
	(0.20)
	0.24
	(0.21)
	0.21
	(0.22)
	66.10
	
	0.06
	(0.04,
	0.08)

	North Berry Jerry
	0.21
	(0.20)
	0.23
	(0.22)
	0.19
	(0.22)
	59.50
	
	0.08
	(0.05,
	0.10)

	Stockingbingal
	0.14
	(0.20)
	0.15
	(0.21)
	0.13
	(0.20)
	38.80
	
	0.08
	(0.05,
	0.11)

	Ungarie
	0.20
	(0.20)
	0.22
	(0.22)
	0.20
	(0.23)
	57.40
	
	0.03
	(0.01,
	0.05)

	Wallendbeen
	0.15
	(0.20)
	0.16
	(0.23)
	0.13
	(0.21)
	39.50
	
	0.09
	(0.06,
	0.13)

	OVERALL
	0.18
	(0.20)
	
	
	0.17
	(0.22)
	
	
	0.08
	
	

	(b)
	
	
	
	
	
	
	
	
	
	
	

	Baldry
	0.25
	(0.20)
	0.27
	(0.22)
	0.23
	(0.23)
	69.30
	
	0.06
	(0.05,
	0.08)

	Barellan
	0.28
	(0.20)
	0.29
	(0.21)
	0.22
	(0.20)
	75.50
	
	0.21
	(0.20,
	0.23)

	Canowindra
	0.19
	(0.24)
	0.22
	(0.27)
	0.15
	(0.23)
	43.50
	
	0.20
	(0.17,
	0.22)

	Childowla
	0.24
	(0.23)
	0.26
	(0.25)
	0.19
	(0.23)
	58.60
	
	0.19
	(0.17,
	0.21)

	Euchareena
	0.23
	(0.21)
	0.24
	(0.22)
	0.18
	(0.20)
	62.60
	
	0.23
	(0.21,
	0.24)

	Geurie
	0.25
	(0.20)
	0.26
	(0.21)
	0.21
	(0.20)
	72.70
	
	0.17
	(0.15,
	0.18)

	Marrar
	0.29
	(0.22)
	0.33
	(0.24)
	0.24
	(0.23)
	71.90
	
	0.17
	(0.16,
	0.19)

	Merryville
	0.23
	(0.21)
	0.24
	(0.22)
	0.19
	(0.21)
	64.00
	
	0.18
	(0.16,
	0.19)

	Monteagle
	0.33
	(0.19)
	0.35
	(0.20)
	0.28
	(0.21)
	85.20
	
	0.15
	(0.14,
	0.17)

	North Berry Jerry
	0.29
	(0.21)
	0.32
	(0.23)
	0.24
	(0.22)
	74.00
	
	0.18
	(0.16,
	0.19)

	Stockingbingal
	0.18
	(0.21)
	0.19
	(0.23)
	0.14
	(0.20)
	47.20
	
	0.20
	(0.18,
	0.22)

	Ungarie
	0.28
	(0.21)
	0.30
	(0.22)
	0.25
	(0.23)
	73.90
	
	0.11
	(0.10,
	0.13)

	Wallendbeen
	0.20
	(0.23)
	0.22
	(0.25)
	0.16
	(0.22)
	48.90
	
	0.21
	(0.19,
	0.23)

	OVERALL
	0.25
	(0.22)
	
	
	0.21
	(0.22)
	
	
	0.17
	
	

	(c)
	
	
	
	
	
	
	
	(s.d.)
	
	(s.d.)
	

	Baldry
	0.18
	(0.006)
	0.19
	(0.006)
	0.17
	(0.021)
	43.80
	(1.977)
	0.07
	(0.089)
	

	Barellan
	0.21
	(0.001)
	0.22
	(0.001)
	0.16
	(0.005)
	48.95
	(0.364)
	0.22
	(0.024)
	

	Canowindra
	0.14
	(0.000)
	0.16
	(0.000)
	0.11
	(0.000)
	32.80
	(0.000)
	0.20
	(0.000)
	

	Childowla
	0.18
	(0.001)
	0.20
	(0.001)
	0.15
	(0.001)
	42.61
	(0.208)
	0.19
	(0.007)
	

	Euchareena
	0.16
	(0.001)
	0.17
	(0.001)
	0.12
	(0.002)
	37.73
	(0.274)
	0.23
	(0.016)
	

	Geurie
	0.18
	(0.008)
	0.19
	(0.008)
	0.15
	(0.019)
	42.92
	(2.832)
	0.19
	(0.07)
	

	Marrar
	0.22
	(0.001)
	0.24
	(0.002)
	0.18
	(0.001)
	52.17
	(0.328)
	0.18
	(0.004)
	

	Merryville
	0.18
	(0.002)
	0.19
	(0.002)
	0.15
	(0.002)
	41.53
	(0.39)
	0.20
	(0.012)
	

	Monteagle
	0.23
	(0.002)
	0.25
	(0.003)
	0.20
	(0.01)
	56.05
	(0.802)
	0.16
	(0.035)
	

	North Berry Jerry
	0.22
	(0.001)
	0.24
	(0.001)
	0.18
	(0)
	51.82
	(0.224)
	0.19
	(0.004)
	

	Stockingbingal
	0.14
	(0.001)
	0.15
	(0.001)
	0.11
	(0.001)
	32.10
	(0.262)
	0.21
	(0.01)
	

	Ungarie
	0.21
	(0.004)
	0.23
	(0.005)
	0.18
	(0.017)
	49.72
	(1.405)
	0.12
	(0.067)
	

	Wallendbeen
	0.15
	(0.001)
	0.17
	(0.001)
	0.12
	(0.001)
	35.63
	(0.181)
	0.22
	(0.004)
	





Table S3 (a) Pairwise genetic (FST; lower left) and geographic (km; upper right) distances between 13 sampled provenances of Arthropodium fimbriatum, using the ‘full dataset’. All FST values significant (p < 0.001). Abbreviated provenance names as per Table 1 in main manuscript. Pairwise genetic distance were also calculated for subsets of the ‘full dataset’: (b) no missing data (2260 loci), (c) using a minor allele frequency of ≥ 0.1, and (d) randomly subsampling all populations to n = 4 (smallest sample size. Results are average of 100 random resamples).
	(a)
	Cluster 1
	
	Cluster 2
	
	Cluster 3
	
	Cluster 4

	
	Can.
	Wal.
	Sto.
	
	Mer.
	Chi.
	
	Geu.
	Euc.
	Bal.
	
	Ung.
	NBJ
	Mar.
	Mon.
	Bar.

	Canowindra
	
	119.85
	128.08
	
	160.61
	145.69
	
	127.2
	77.03
	76.41
	
	157.52
	184.85
	186.11
	79.04
	206.17

	Wallendbeen
	0.053
	
	25.82
	
	89.24
	54.69
	
	244.43
	196.6
	186.33
	
	149.49
	83.54
	78.15
	40.84
	142.21

	Stockingbingal
	0.163
	0.083
	
	
	113.57
	78.13
	
	247.66
	204.93
	187.37
	
	128.38
	61.67
	59.35
	53.48
	116.39

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Merryville
	0.346
	0.349
	0.397
	
	
	35.84
	
	284.87
	225.38
	236.87
	
	237.87
	157.14
	146.17
	102.99
	227.14

	Childowla
	0.345
	0.345
	0.398
	
	0.064
	
	
	272.7
	217.01
	220.01
	
	204.15
	122.26
	111.95
	76.52
	191.32

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Geurie
	0.342
	0.343
	0.389
	
	0.257
	0.242
	
	
	63.91
	62.06
	
	218.55
	296.46
	301.12
	204.38
	292.91

	Euchareena
	0.36
	0.36
	0.407
	
	0.276
	0.261
	
	0.114
	
	57.37
	
	209.51
	260.27
	262.38
	155.77
	272.4

	Baldry
	0.37
	0.368
	0.413
	
	0.255
	0.242
	
	0.13
	0.169
	
	
	161.29
	234.58
	239.56
	147.54
	232.32

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Ungarie
	0.375
	0.375
	0.418
	
	0.299
	0.28
	
	0.172
	0.224
	0.148
	
	
	128.62
	141.07
	142.44
	82.71

	North Berry Jerry
	0.364
	0.365
	0.412
	
	0.303
	0.28
	
	0.19
	0.231
	0.164
	
	0.087
	
	14.18
	114.73
	76.94

	Marrar
	0.358
	0.356
	0.406
	
	0.299
	0.278
	
	0.192
	0.234
	0.168
	
	0.094
	0.018
	
	112.77
	91

	Monteagle
	0.233
	0.236
	0.294
	
	0.246
	0.221
	
	0.152
	0.185
	0.144
	
	0.113
	0.07
	0.065
	
	157.82

	Barellan
	0.374
	0.375
	0.416
	
	0.316
	0.296
	
	0.209
	0.248
	0.183
	
	0.101
	0.047
	0.058
	0.105
	

	(b)
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Canowindra
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Wallendbeen
	0.057
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Stockingbingal
	0.177
	0.087
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Merryville
	0.365
	0.362
	0.414
	
	
	
	
	
	
	
	
	
	
	
	
	

	Childowla
	0.382
	0.371
	0.425
	
	0.062
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Geurie
	0.361
	0.356
	0.400
	
	0.252
	0.244
	
	
	
	
	
	
	
	
	
	

	Euchareena
	0.394
	0.384
	0.428
	
	0.281
	0.274
	
	0.109
	
	
	
	
	
	
	
	

	Baldry
	0.389
	0.381
	0.424
	
	0.255
	0.254
	
	0.136
	0.177
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Ungarie
	0.388
	0.381
	0.422
	
	0.289
	0.277
	
	0.159
	0.215
	0.137
	
	
	
	
	
	

	North Berry Jerry
	0.378
	0.375
	0.420
	
	0.297
	0.282
	
	0.185
	0.226
	0.151
	
	0.079
	
	
	
	

	Marrar
	0.373
	0.363
	0.410
	
	0.285
	0.272
	
	0.179
	0.230
	0.155
	
	0.086
	0.022
	
	
	

	Monteagle
	0.247
	0.243
	0.300
	
	0.243
	0.228
	
	0.150
	0.191
	0.146
	
	0.108
	0.068
	0.065
	
	

	Barellan
	0.390
	0.385
	0.425
	
	0.310
	0.296
	
	0.204
	0.246
	0.174
	
	0.089
	0.046
	0.056
	0.105
	

	(c)
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Canowindra
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Wallendbeen
	0.047
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Stockingbingal
	0.146
	0.073
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Merryville
	0.379
	0.382
	0.425
	
	
	
	
	
	
	
	
	
	
	
	
	

	Childowla
	0.375
	0.378
	0.427
	
	0.062
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Geurie
	0.377
	0.380
	0.420
	
	0.263
	0.247
	
	
	
	
	
	
	
	
	
	

	Euchareena
	0.391
	0.392
	0.435
	
	0.278
	0.260
	
	0.108
	
	
	
	
	
	
	
	

	Baldry
	0.408
	0.408
	0.449
	
	0.261
	0.246
	
	0.131
	0.169
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Ungarie
	0.416
	0.418
	0.457
	
	0.313
	0.293
	
	0.174
	0.228
	0.146
	
	
	
	
	
	

	North
	0.409
	0.413
	0.455
	
	0.323
	0.299
	
	0.200
	0.241
	0.170
	
	0.082
	
	
	
	

	Marrar
	0.401
	0.401
	0.446
	
	0.317
	0.295
	
	0.200
	0.243
	0.173
	
	0.089
	0.017
	
	
	

	Monteagle
	0.259
	0.262
	0.314
	
	0.252
	0.224
	
	0.156
	0.188
	0.149
	
	0.112
	0.074
	0.065
	
	

	Barellan
	0.421
	0.423
	0.459
	
	0.337
	0.316
	
	0.220
	0.262
	0.192
	
	0.096
	0.043
	0.057
	0.109
	

	(d)
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Canowindra
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Wallendbeen
	0.055
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Stockingbingal
	0.164
	0.081
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Merryville
	0.363
	0.357
	0.402
	
	
	
	
	
	
	
	
	
	
	
	
	

	Childowla
	0.351
	0.345
	0.390
	
	0.064
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Geurie
	0.360
	0.352
	0.396
	
	0.256
	0.241
	
	
	
	
	
	
	
	
	
	

	Euchareena
	0.370
	0.362
	0.409
	
	0.277
	0.257
	
	0.115
	
	
	
	
	
	
	
	

	Baldry
	0.382
	0.372
	0.415
	
	0.256
	0.240
	
	0.130
	0.169
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Ungarie
	0.393
	0.383
	0.418
	
	0.297
	0.284
	
	0.169
	0.222
	0.146
	
	
	
	
	
	

	North Berry Jerry
	0.380
	0.371
	0.406
	
	0.297
	0.283
	
	0.184
	0.224
	0.159
	
	0.087
	
	
	
	

	Marrar
	0.368
	0.356
	0.393
	
	0.290
	0.278
	
	0.183
	0.223
	0.159
	
	0.092
	0.018
	
	
	

	Monteagle
	0.258
	0.248
	0.295
	
	0.242
	0.227
	
	0.147
	0.182
	0.142
	
	0.112
	0.070
	0.065
	
	

	Barellan
	0.401
	0.391
	0.424
	
	0.316
	0.302
	
	0.207
	0.250
	0.185
	
	0.101
	0.047
	0.057
	0.102
	





Table S4 Climate variables used in genotype-environment association (GEA) analyses of Arthropodium fimbriatium, including correlations to principal components (PC) used in GEA analyses. Percentage variance explained by each PC in brackets. Correlations greater than 0.7 (absolute value) in bold.

	Climate variable
	PC1
	PC2
	PC3

	
	(71%)
	(16%)
	(6%)

	Temperature
	
	
	

	BIO01
	Annual Mean Temperature
	0.926
	0.306
	-0.127

	BIO02
	Mean Diurnal Range 1
	0.897
	0.306
	0.016

	BIO03
	Isothermality 2
	-0.159
	0.880
	-0.024

	BIO04
	Temperature Seasonality 3
	0.975
	-0.063
	0.051

	BIO05
	Max Temperature of Warmest Month
	0.991
	0.052
	-0.031

	BIO06
	Min Temperature of Coldest Month
	0.946
	0.118
	-0.116

	BIO07
	Temperature Annual Range 4
	0.972
	-0.055
	0.063

	BIO08
	Mean Temperature of Wettest Quarter
	0.360
	0.759
	-0.065

	BIO09
	Mean Temperature of Driest Quarter
	0.242
	-0.897
	0.138

	BIO10
	Mean Temperature of Warmest Quarter
	0.979
	0.145
	-0.057

	BIO11
	Mean Temperature of Coldest Quarter
	0.912
	0.306
	-0.146

	Precipitation
	
	
	

	BIO12
	Annual Precipitation
	-0.986
	0.076
	-0.027

	BIO13
	Precipitation of Wettest Month
	-0.937
	0.317
	0.129

	BIO14
	Precipitation of Driest Month
	-0.939
	0.069
	-0.253

	BIO15
	Precipitation Seasonality 5
	0.015
	0.366
	0.922

	BIO16
	Precipitation of Wettest Quarter
	-0.959
	0.225
	0.122

	BIO17
	Precipitation of Driest Quarter
	-0.947
	0.023
	-0.291

	BIO18
	Precipitation of Warmest Quarter
	-0.798
	0.553
	-0.107

	BIO19
	Precipitation of Coldest Quarter
	-0.942
	-0.175
	0.098


1 Mean of monthly max temperature - monthly min temperature
2 BIO02 / BIO07
3 standard deviation *100
4 BIO05 – BIO06
5 Coefficient of Variation (%)
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Figure S1 Screeplot of initial pcadapt run for A. fimbriatium (‘10 provenances dataset’) to determine number of PCs to retain to account for population structure.
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Figure S2 Isolation by distance for Arthropodium fimbriatum using (a) all 13 provenances and (b) excluding highly differentiated provenances in ‘Cluster 1’ (Canowindra, Wallendbeen and Stockingbingal). FST calculated using ‘full dataset’ for both.
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Figure S3 Principal Component Analysis (PCA) of Arthropodium fimbriatum SNP data using ‘10 provenance dataset’, excluding the highly differentiated ‘Cluster 1’ provenances (Canowindra, Wallendbeen and Stockingbingal; see Figure 2 of main manuscript). The three genetic clusters identified are indicated by the ellipses. See Figure 1 (main manuscript) for geographic locations of (colour-coded) genetic clusters.
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Figure S4 Plot of cross-entropy scores from sparse nonnegative matrix factorisation (sNMF) analysis of Arthropodium fimbriatum SNP dataset to determine optimum number of ancestral populations (K) using (a) all 13 provenances (‘full dataset’) and (b) excluding the 3 highly differentiated provenances in ‘Cluster 1’ (Canowindra, Wallendbeen and Stockingbingal; ‘10 provenance dataset’). Optimum number of ancestral populations determined to be K = 4 or 5 and K = 3 respectively. 
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Figure S5 Plot of sNMF cluster membership for the  K = 5 and 6 for 13 provenances of Arthropodium fimbriatum (‘13 provenance dataset’) (a, b) and for the optimal number of ancestral populations K = 3 (c) as well as K = 4 and 5 (d, e) for 10 provenances of Arthropodium fimbriatum (‘10 provenance dataset’) that excludes the three highly differentiated provenances. Each vertical bar represents an individual. Abbreviated population names as per Table 1 of main manuscript.
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[bookmark: _GoBack]Figure S6 Manhattan plot of pcadapt results for 10 provenances of A. fimbriatum. (‘10 provenance dataset’). Panel b is expanded view of bottom part of Panel a. Dots represent individual SNPs. Red circles indicate outliers (q < 0.001).
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