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Methods S1
Raw reads were demultiplexed in individual paired-end libraries and filtered for low-quality reads with the process_radtags pipeline in STACKS v2.4. Quality control of demultiplexed reads was performed using FastQC v0.11.9. Then, we removed individuals with a low number of reads (i.e., <10,000 reads) which led to a final number of 73 individuals. Reads from the 73 individuals were aligned using a de novo approach in Bowtie 2 (Langmead and Salzberg 2012). To avoid the risk of calling false SNPs, we retained in the dataset only sites with a minor allele frequency (--min-maf) greater than or equal to 0.05, a maximum observed heterozygosity at a nucleotide site (--max-obs-het) of 0.70 and calling one SNP per locus. To account for the effects of missing data per individual, VCFTOOLS v0.1.14 (Danecek et al. 2011) was implemented to filter the minimum number of ddRAD loci shared by at least 70% of individuals. 
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Table S1. Mean values of soil characteristics collected in each of the five Dianthus rupicola populations.

	Population
	N
(% d.w.)
	C
(% d.w.)
	pH
	WHC
(% d.w.)
	Assimilable P
(mg kg-1 d.w.)
	Total P
(mg kg-1 d.w.)
	Sulfate (mg kg-1 d.w.)
	As
(mg g-1 d.w.)
	Cd
(mg g-1 d.w.)
	Cr
(mg g-1 d.w.)
	Mn
(mg g-1 d.w.)
	Ni
(mg g-1 d.w.)
	Pb
(mg g-1 d.w.)
	Cu
(mg g-1 d.w.)
	V
(mg g-1 d.w.)
	Zn
(mg g-1 d.w.)
	Al
(mg g-1 d.w.)
	Ca
(mg g-1 d.w.)
	Fe
(mg g-1 d.w.)
	Mg
 (mg g-1 d.w.)
	K
(mg g-1 d.w.)
	Na
(mg g-1 d.w.)

	LIP
	1.35
	17.05
	7.19
	78.76
	34.30
	38.95
	290.93
	9.69
	0.33
	44.52
	531.12
	26.02
	33.56
	71.03
	63.52
	209.35
	30.69
	39.20
	17.86
	8.96
	16.92
	7.31

	STR
	0.34
	4.01
	7.86
	61.81
	11.00
	41.40
	96.68
	12.97
	0.25
	46.20
	873.57
	37.25
	36.88
	94.93
	167.97
	135.11
	50.32
	53.36
	35.66
	15.28
	17.14
	12.02

	SCO
	1.37
	18.39
	7.25
	66.76
	37.50
	42.35
	413.97
	11.53
	0.31
	49.14
	719.93
	26.69
	34.36
	78.84
	122.77
	162.11
	39.18
	44.98
	27.66
	12.34
	15.90
	9.61

	SCI
	0.88
	10.68
	7.28
	83.98
	21.80
	37.05
	94.66
	13.28
	0.74
	58.65
	563.88
	25.13
	39.05
	56.72
	75.14
	173.00
	36.80
	38.69
	23.73
	9.71
	14.52
	5.67

	CAS
	0.53
	7.29
	7.60
	44.03
	21.40
	44.45
	70.34
	9.91
	0.64
	49.29
	644.34
	26.52
	37.70
	59.30
	118.95
	127.43
	34.32
	36.71
	32.24
	14.16
	12.56
	7.66



Table S2. Euclidean distance between Dianthus rupicola populations in the edaphic space.

	
	LIP
	STR
	SCO
	SCI
	CAS

	LIP
	0
	0.259284
	0.137692
	0.121101
	0.196704

	STR
	0.259284
	0
	0.175570
	0.189800
	0.138874

	SCO
	0.137692
	0.175570
	0
	0.192248
	0.167419

	SCI
	0.121101
	0.189800
	0.192248
	0
	0.102015

	CAS
	0.196704
	0.138874
	0.167419
	0.102015
	0









Table S3. Covariance matrix for germination performance of five Dianthus rupicola populations. The diagonal contains the variance in germination performance in each transplant soil (values in bold) for each population. Correlations between the soils are presented above the diagonal. Numbers in parentheses denote 95% HPD intervals (Bayesian credible highest probability density). Correlations are significant in a Bayesian framework when greater than 90% of the posterior distribution does not overlap zero.

	LIP

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	0.19 (0.65, 4.53)
	0.50 (-0.20, 0.68)
	0.42 (-0.29, 0.68)
	0.27 (-0.59, 0.71)
	

	SCI
	
	5.62 (1.26, 2.39)
	0.60 (0.05, 0.92)
	0.90 (0.21, 1)
	

	SCO
	
	
	6.73 (2.20, 11.44)
	0.26 (-0.49, 0.78)
	

	CAS
	
	
	
	2.56 (0, 9.34)
	

	STR

	
	LIP
	STR
	SCI
	SCO 
	CAS

	LIP
	33.49 (0.56, 73.02)
	0.01 (-0.88, 0.44)
	0.58 (-0.25, 0.98)
	1 (0.51, 1)
	0.99 (-0.77, 1)

	STR
	
	0 (0, 0.05)
	0.09 (-0.78, 0.89)
	0.01 (-0.84, 0.67)
	0.00 (-0.79, 0.68)

	SCI
	
	
	53.94 (10.60, 92.46)
	0.58 (0.21, 0.88)
	0.54 (-0.59, 0.68)

	SCO
	
	
	
	30.08 (1.34, 58.02)
	0.99 (-0.77, 1)

	CAS
	
	
	
	
	13.19 (0.80, 55.29)

	SCI

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	15.87 (0, 28.98)
	-0.68 (-1, 0.55)
	0.84 (0.12, 0.88)
	-0.58 (-0.98, 0.51)
	

	SCI
	
	0.04 (0, 0.19)
	-0.58 (-0.71, 0.73)
	0.39 (-0.77, 0.77)
	

	SCO
	
	
	10.95 (1.45, 54.12)
	-0.06 (-0.21, 0.22)
	

	CAS
	
	
	
	25.82 (3.56, 67.98)
	

	SCO

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	16.50 (0, 78.91)
	0.72 (-0.15, 0.89)
	0.81 (-0.15, 0.95)
	0.90 (-0.38, 1)
	

	SCI
	
	16.63 (2, 67.11)
	0.80 (-0.48, 0.98)
	0.37 (-0.78, 0.65)
	

	SCO
	
	
	2.45 (0.43, 5.33)
	0.63 (-0.45, 1)
	

	CAS
	
	
	
	22.59 (1.29, 81.99)
	

	CAS

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	28.45 (3.25, 89.19)
	-0.31 (-0.55, 0.61)
	0.61 (-0.34, 0.95)
	0.80 (-0.01, 0.99)
	

	SCI
	
	21.04 (0.56, 77.11)
	-0.35 (-1, 0.77)
	0.26 (-0.43, 0.33)
	

	SCO
	
	
	29.57 (4.95, 87.37)
	0.23 -0.58, 0.66)
	

	CAS
	
	
	
	23.18 (1.55, 82.02)
	



Table S4. Covariance matrix for seedling survival of five Dianthus rupicola populations. The diagonal contains the variance in germination performance in each transplant soil (values in bold). Correlations between the soils are presented above the diagonal. Numbers in parentheses denote 95% HPD intervals (Bayesian credible highest probability density). Correlations are significant in a Bayesian framework when greater than 90% of the posterior distribution does not overlap zero.

	LIP

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	0.80 (0.22, 4.53)
	0.56 (-0.35, 0.78)
	0.18 (-0.69, 0.77)
	-0.02 (-0.89, 0.61)
	

	SCI
	
	1.19 (1.26, 3.59)
	0.42 (-0.30, 0.92)
	0.22 (-0.71, 0.98)
	

	SCO
	
	
	3.25 (1.60, 13.21)
	0.59 (-0.49, 0.88)
	

	CAS
	
	
	
	2.06 (0, 7.88)
	

	STR

	
	LIP
	STR
	SCI
	SCO 
	CAS

	LIP
	4.56 (0.12, 33.05)
	-0.34 (-0.80, 0.38)
	-0.72 (-0.95, 0.38)
	0.55 (-0.41, 1)
	-0.34 (-0.83, 0.42)

	STR
	
	0 (0, 0.03)
	0.34 (-0.39, 0.77)
	-0.01 (-0.84, 0.95)
	-0.53 (-0.89, 0.38)

	SCI
	
	
	1.05 (0.64, 42.55)
	-0.72 (-0.93, 0.28)
	-0.19 (-0.79, 0.48)

	SCO
	
	
	
	3.08 (0.15, 18.33)
	-0.27 (-0.83, 0.58)

	CAS
	
	
	
	
	1.96 (0.08, 15.22)

	SCI

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	2.25 (0, 28.98)
	0.45 (-0.55, 0.94)
	0.77 (0.14, 0.88)
	-0.63 (-0.98, 0.43)
	

	SCI
	
	1.88 (0, 2.44)
	0.13 (-0.68, 0.88)
	-0.61 (-0.77, 0.32)
	

	SCO
	
	
	8.80 (2.94, 62.11)
	-0.47 (-0.71, 0.29)
	

	CAS
	
	
	
	3.35 (0.55, 25.14)
	

	SCO

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	1.11 (0, 8.94)
	0.81 (-0.08, 1)
	0.01 (-0.85, 0.92)
	0.82 (-0.20, 1)
	

	SCI
	
	4.48 (0.39, 29.45)
	-0.31 (-0.78, 0.54)
	0.71 (-0.24, 0.95)
	

	SCO
	
	
	0.81 (0, 1.84)
	-0.24 (-0.57, 0.84)
	

	CAS
	
	
	
	16.17 (0.84, 70.33)
	

	CAS

	
	LIP
	SCI
	SCO 
	CAS
	

	LIP
	25.26 (3.02, 79.19)
	-0.29 (-0.45, 0.68)
	0.45 (-0.28, 0.75)
	0.77 (0.02, 1)
	

	SCI
	
	18.57 (0.33, 78)
	-0.32 (-0.95, 0.67)
	0.24 (-0.34, 0.33)
	

	SCO
	
	
	26.16 (4.33, 97.37)
	-0.03 (-0.87, 0.45)
	

	CAS
	
	
	
	29.17 (3.65, 92.34)
	




