Supplemental tables
	

Table S1. SSR marker properties and usage

	Marker
	Label
	Mix
	Repeat
	Size range (bp)
	Reference

	B1A8
	FAM
	3
	(TG)7
	277-301
	d

	B5E1*
	FAM
	2-B
	(CA)3(CA)5
	†
	d

	DLF008
	HEX
	3
	(ACT)7
	242-255
	b

	LM15
	HEX
	3
	(GT)5
	141-161
	f

	LM26
	HEX
	2-A
	(GT)15(GCGT)5(GT)11
	201-224
	f

	LM29*
	HEX
	2-B
	(GT)5
	99-102
	f

	LMgSSR 02-05A
	TAMRA
	4-A
	(AC)12
	170-185
	a

	LpSSR112
	HEX
	4-B
	(CA)20
	234-237
	b

	M4213
	FAM
	2-B
	(GT)8AGGT
	135-143
	c

	NFA022
	FAM
	3
	(AGG)6
	192-195
	e

	NFA027
	TAMRA
	3
	(TCT)6
	172-219
	e

	NFA032
	FAM
	2-A
	(CTG)6
	354-360
	e

	NFA041
	HEX
	3
	(CTGAT)4
	195-207
	e

	NFA048
	FAM
	4-B
	(CGC)7
	272-281
	e

	NFA059
	TAMRA
	1
	(AG)15
	132-142
	e

	NFA060
	TAMRA
	2-A
	(TAG)8
	212-221
	e

	NFA064*
	HEX
	4-A
	(GAG)8
	168-206
	e

	NFA071
	FAM
	1
	(GA)10
	159-178
	e

	NFA073
	TAMRA
	4-B
	(CCA)6
	241-244
	e

	NFA099
	HEX
	2-A
	(CCTCTT)4
	312-372
	e

	NFA112*
	FAM
	1
	(GGTT)6
	231-261
	e

	NFA136
	HEX
	1
	(TGTT)9
	208-220
	e

	PR3
	FAM
	3
	(CA)22
	127-144
	c

	Uni001
	FAM
	4-A
	(AC)17
	102-180
	b

	*, samples were amplified, but not included in the study; †, characteristic peaks were never identified. Mix number indicates primer sets that were analyzed simultaneously while letters indicate sets that were amplified in separate multiplex reactions, but run together on capillaries (pool-plexed). References: a) Hirata et al. 2006, b) Jensen et al. 2005, c) Kubik et al. 2001, d) Lauvergeat et al. 2005, e) Saha et al. 2004, f) Studer et al. 2006.




	Table S2. Primer sequences used for intergenic cpDNA sequencing

	Intergenic region
	Sequence (5’-3’)
	Reference GenBank accession

	atpI-atpH
	TATTTACAAGCGGTATTCAAGCT
	HQ110716

	
	CCAATCCAGCAGCAATAA
	

	ITSL-ITS4
	TCGTAACAAGGTTTCCGTAGGTG
	HQ110717

	
	TCCTCCGCTTATTGATATGC
	

	psbJ-petA
	ATAGGTACTGTAAGCTGGTATT
	HQ110718

	
	AACAGTTTGAAAAGGTTCAAGTT
	

	psbM-ORF29R
	CTTAAATGAAAGGRTCYGGTTGG
	HQ110719

	
	ATATAGTAAGTCTCRCTTGGGC
	

	rpl3-rps8
	ATTCTACGTGCACTCTTCCG
	HQ110720

	
	CGAGGTATAATGACAGATCGAG
	

	Tab a-Tab b
	CATTACAAATGCGATGCTCT
	HQ110721

	
	TCTACCGATTTCGCCATATC
	

	Tab c-Tab d
	CGAAATCGGTAGACGCTACG
	HQ110722

	
	GGGGATAGAGGGACTTGAAC
	

	trnCF-rpoB
	GRTAAAGGATTTGCAGTCCC
	HQ110723; A haplotype

	
	TTCTMGGGAACTCCACATACG
	DQ310156†; other haplotypes

	trnT2-rps4
	CTGYAGGTGTAACCTTTCGC
	DQ310168†; A/B haplotype

	
	TCSTATTCCTGCAGTACAGG
	DQ310169†; C haplotype

	
	
	HQ110724; D haplotype

	trnS-psbD
	GCCGCTTTAGTCCACTCAGC
	DQ157870†; A haplotype

	
	CTATGGGGTCACARCCSAGG
	DQ310162†; other haplotypes

	Forward primer listed first for each pair; †, sequences reported by Fjellheim et al. (2006).





	Table S3. Haplotype assay primer sequences and amplicon sizes

	Assay
	Sequence (5’-3’)
	Amplicon size (bp)

	Haplotype C/D 
	AGAGATGGTGCGATTTGACTC
	94/87/88*

	
	CTATGCGAACCCCCTCTCTT
	

	Haplotype A
	GAACCCTTTTTGCTTTCTTGA
	154

	
	ATATCGGCCGAGAGACAATC
	

	Forward primer listed first; *, amplicon sizes for the C, D, and all other haplotypes, respectively.






	Table S4. Population-level SSR marker diversity statistics and departure from Hardy-Weineberg equilibrium (HWE)

	Marker
	Individuals
Typed
	Total
Alleles
	Ho
	UHe
	Departure
from HWE

	B1A8
	1645
	23
	0.791
	0.797
	***  (10)

	DLF008
	1645
	7
	0.580
	0.589
	***  (11)

	LpSSR112
	1617
	4
	0.347
	0.360
	***    (9)

	Uni001
	1645
	35
	0.746
	0.774
	***    (9)

	LM15
	1645
	7
	0.505
	0.506
	***    (6)

	LM26
	1645
	16
	0.601
	0.663
	***  (12)

	LMgSSR 02-05A
	1645
	6
	0.567
	0.535
	n.s.    (1)

	M4213
	1645
	4
	0.031
	0.031
	***    (0)

	PR3
	1645
	12
	0.706
	0.723
	***    (1)

	NFA022
	1645
	2
	0.418
	0.416
	*        (7)

	NFA027
	1645
	15
	0.751
	0.724
	*        (2)

	NFA032
	1645
	2
	0.032
	0.031
	n.s.    (1)

	NFA041
	1645
	5
	0.545
	0.565
	***    (3)

	NFA048
	1645
	3
	0.468
	0.457
	n.s.    (4)

	NFA059
	1645
	6
	0.547
	0.529
	***    (3)

	NFA060
	1645
	4
	0.091
	0.085
	n.s.    (1)

	NFA071
	1645
	11
	0.693
	0.700
	***    (5)

	NFA073
	1636
	2
	0.428
	0.414
	*      (10)

	NFA099
	1645
	23
	0.701
	0.679
	***    (3)

	NFA136
	1645
	4
	0.046
	0.049
	***    (4)

	Departure from HWE at global level evaluated with χ2 test with Bonferroni correction, * P < 0.05, ** P < 0.01, *** P < 0.001; number in parentheses indicates number of sites with significant departure from HWE (P < 0.05)
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