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SUPPLEMENTAL INFORMATION SI

Table SI1 Final PCR concentrations of forward and reverse primers, and tailed universal primers for four microsatellite loci for Triturus cristatus, obtained from Håland (2017). Loci are grouped after multiplex combinations found in the source report, but multiplex2 has been reduced to a singleplex after excluding non- functional loci.

	Locus
	Primer conc. 
( F/R, µM)
	Tailed primer 
conc. µM

	Multiplex 1
	
	

	Tcri43
	0.1/0.1
	0.075

	Tc52
	0.15/0.15
	0.075

	Tc85
	0.15/0.15
	0.1

	Singleplex (reduced multiplex 2) 

	Tc69
	0.1/0.1
	0.1/0.1
















Table SI2 Characterization of 15 microsatellite loci for Triturus cristatus obtained from Håland (2017) and Drechsler et. al. (2013), which were used to amplify all collected samples in this study. The loci are grouped after the PCR multiplex combinations found in the sources, but reduced versions due to the leaving out of some loci.
	Locus
	Primer sequence (5’–3’)
	Repeat motif of cloned allele
	Size range of amplification product
	Number of alleles
	Fluorescence labelling
	GeneBank accession

	Source: Håland (2017)
	
	
	
	
	

	
	Multiplex 1
	
	
	
	
	

	Tcri43
	F: ACTCTCCTACAACTATCTCCATCTG 
R: GGTCGACCACCCTAACTGTTAG 
	(GAAA)27
	195-227
	9
	FAM
	AJ292511

	Tc52
	F: AGTGCACTTACAATTCCCCTGA 
R: TCAATTGGTTGTAGCAGCCAGA 
	(ATTG)17
	127-147
	6
	FAM
	KF442196

	Tc85
	F: TTGTTAGACCTCGCATCTGTTG 
R: GGGTGAGTAGTGCGCTTAAAAA 
	(AATC)11
	112-120
	3
	PET
	KF442205

	
	Singleplex (reduced multiplex 2)
	
	
	
	
	

	Tc69
	F: GTGCAATCGGTATCCAGACAAC 
R: GAGCTTGATCCTGGCATGAAAT 
	(AGAT)13
	163-171
	3
	FAM/NED
	KF442202

	
Source: Drechsler, et. al (2013)

	
	
	
	
	

	
	
Multiplex 1
	
	
	
	
	

	Tcri13
	F: GTGATGGTTGCCAAGC
R: GATCCAAGACACAGAATATTTAG
	(GT)36 Interrupted
	105-131
	8
	FAM
	AJ292500

	Tcri27
	F: GATCCACTATAGTGAAAATAAATAATAAG
R: CAAGTTAGTATATGATATGCCTTTG
	(GAAA)27
	237-281
	12
	FAM
	AJ292517

	Tcri29
	F: CGAGTTGCCCAGACAAG
R: GATCACATGCCCATGGA
	(TTTC)22(CA)11
	310-338
	NA
	NED
	AJ292505

	Tcri35
	F: CCAACTGGTATGGCATTG
R: GATCACAGAAACTCTGAATATAAGC
	(GAAA)32 Interrupted
	203-231
	8
	NED
	AJ292490

	Tcri36
	F: GATCATCTGAATCCCTCTG
R: ATACATTCATGACGTTTGG
	(GAAA)36 Interrupted
	222-246
	7
	VIC
	AJ292491

	Tcri46
	F: GCCTGACAAAGTAATGCTTC
R:GTTTCTTCAAGTTTCCTCTGAAGCCAG

	(TTTC)23
	272-300
	8
	PET
	AJ292494

	
	Multiplex 2
	
	
	
	
	

	Tc50
	F: GCGGATACATGGTCTTCGTT
R: TTCAGTTAAAAGTGTCCTCTGTGG
	(ACTC)18
	174-298
	29
	PET
	KF442195

	Tc66
	F: CCTTTGTACACCACTGGCAAA
R: TGGTCCTATAAAGCCATCTTGG
	(ATCC)18
	227-239
	4
	FAM
	KF442197

	Tc68b
	F: AAAGTGCACTCTTTCTCTGAAGC
R: TGCAAAGTGCATGTGTGACT
	(ATCC)24
	174-206
	9
	FAM
	KF442198

	Tc70
	F: GGGTTGCAAAGCACCTTAAT
R: TACCTGGGTCCTCCTCCAAG
	(ACAT)14
	211-231
	5
	VIC
	KF442199

	Tc81
	F: TTTAGTCTCTCCGCTCTGCAA
R: AGCGGAATCTGCCTTATGGT
	(AATC)13
	135-152
	5
	VIC
	KF442200
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