Supplementary Material
Divergence time estimates
Comparison nuclear versus mtDNA phylogenetic analyses.
In order to see if it would be necessary, though financially difficult, to obtain nuclear data for our study to add to our divergence time estimate analyses we conducted an initial comparison of the likely level of informativeness of the nuclear loci compared to the single mtDNA ND2 locus.  Sequence data from three nuclear loci - MXRA5, PDC and RAG1 – previously used in divergence time estimation studies of Cyrtodacytlus (Wood Jr et al., 2012, Oliver et al., 2014) were downloaded from GenBank for nine of the nineteen Cyrtodactylus species used in this study. Sequences of the mtDNA ND2 gene were also taken from those same nine species (this study) and analysed independently of the nuclear data. 
Table S1 Genbank numbers for Crytodactylus sequences used in this analysis.
	Species
	ND2
	MXRA5
	PDC
	RAG1

	C. angularis
	HQ401212
	JX440579
	JX440632
	JQ945301

	C. epiroticus
	HQ401195
	JX440591
	JX440644
	JX440695

	C. jarujini
	HQ401213
	JX440599
	JX440651
	JQ945303

	C. loriae
	HQ401209
	JX440602
	EU268319
	EU268289

	C. novaeguineae
	HQ401210
	JX440605
	HQ426185
	HQ426274

	C. robustus
	HQ401204
	JX440613
	JX440664
	JX440713

	C. salomonensis
	HQ401184
	JX440615
	JX440665
	JX440715

	C. sermowaiensis
	HQ401211
	JX440618
	JX440668
	JX440718

	C. tuberculatus
	HQ401084
	JX440623
	JX440673
	JX440725



Bayesian phylogenetic analyses were carried out in MrBayes v3.2.1 (Ronquist & Huelsenbeck 2003) and posterior probabilities were calculated using a Markov chain, Monte Carlo (MCMC) sampling approach. Models of sequence evolution/ substitution patterns for each of the 3 nuclear loci and the mtDNA ND2 locus were calculated independently and determined by the Aikaike information criteria (AIC) in jModeltest v2.1.3 (Guindon & Gascuel 2003; Posada 2008) (See Table ?).  For the nuclear analyses - likelihood (lset) and prior (prset) parameters were then set for each of the 3 data partitions (MXRA5, PDC and RAG1) within the total concatenated data set (2278bp).  For the separate mtDNA analysis those same parameters were then set for the ND2 locus. By default MrBayes v3.2.1 performs two independent runs. We ran each of the nuclear and mtDNA analyses twice so that four independent runs were performed. For each run, starting trees were random and 4 simultaneous Markov chains were run for 5,000,000 generations with trees sampled every 1000 generations resulting in a total of 20,000 saved trees over the four runs. Burn-in values for each run were set at 500,000 generations (500 trees) after empirical values of stabilizing likelihoods indicated that convergence of the MCMC chains had been reached. A combined majority rule consensus tree from the four independent runs, was generated in PAUP* v4.b.10 (Swofford 2002) by sequentially importing the four MrBayes tree files (.t files); excluding the first 500 trees of each tree file and retaining the previous 4000 trees in memory. The resulting nuclear and mtDNA consensus trees were therefore each constructed from a total 18000 trees. The posterior probabilities on the consensus trees are indicated only where branch support is greater than 0.6 (Posada & Crandall 1998).






Figure S1 Bayesian consensus tree of Cyrtodactylus species using 3 nuclear loci
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Figure S2 Bayesian consensus tree of Cyrtodactylus species using mtDNA ND2 locus
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