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1 Phylogeny4

To infer the phylogeny shown in Figure 1 (main text), we concatenated and aligned sequences5

from previously published loci for the lineages in this group – the mitochondrial locus ND4 and6

the nuclear loci β-globin intron and C-mos exon (1; 2; 3; 4) using MUSCLE (5). We used RAxML to7

infer a maximum-likelihood tree for the concatenated alignment (6). The approximate root age for8

the tree was estimated based on data from (7). The final alignment is published in the DataDryad9

package XXX.10
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2 Figures & Tables27

Figure 1: Detailed transect maps of study system. On left, transect for each contact zone, showing
mitochondrial composition of unique localities with localities scaled according to sample size; on
right, map of the Australian Wet Tropics showing the range of the phylogeographic lineages. From
top to bottom, Lampropholis coggeri N/C, Saproscincus basiliscus N/C, Carlia rubrigularis N/S, L.
coggeri C/S, and S. lewisi/S. basiliscus N.
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Figure 2: Morphological variation among lineages. Morpological data summarized across sexes
and across phylogeographic lineages within the four morphologically defined species in this study:
A. Carlia rubrigularis (N♀ = 223, N♂ = 156), B. Lampropholis coggeri (N♀ = 174, N♂ = 143), and
C. Saproscincus basiliscus and S. lewisi (N♀ = 119, N♂ = 119). For each species, we present the first
two axes of variation, as summarized by a principal components analysis. Significant differences
are labeled in red.
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Figure 3: 2D-SFS used for inferring population history. Two-dimensional site-frequency spectra
(2D-SFS), as inferred by ANGSD, for A. Lampropholis coggeri N/C, B. Saproscincus basiliscus N/C, C.
Carlia rubrigularis N/S, and D. L. coggeri C/S. For each lineage-pair, we used a total of ten individ-
uals, or twenty chromosomes, evenly split between the two lineages. Details on single nucleotide
polymorphisms used to construct the 2D-SFS can be found in Table S2.
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Figure 4: Correlation of divergence history and reproductive isolation. Comparative results
showing the correlation between divergence history and indices of reproductive isolation: aver-
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zone. Graphs are labeled with correlation coefficients; asterisks indicate significant correlations.
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Figure 7: Model fitting for three indices of reproductive isolation. We fit linear (solid) and
quadratic models (dotted) to the increase of reproductive isolation through time. Relative weights
for the different models (as calculated via AIC scores) are shown for each model for each index.
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contact zone number of
samples

number of transect
populations

transect
length

L. coggeri N/C 202 11 16 km
S. basiliscus N/C 209 10 12 km

C. rubrigularis N/S 308 10 7 km
L. coggeri C/S 406 17 2 km

S. basiliscus N & S.
lewisi 55 NA 15 km

Table 1: Sampling details for each contact zone. Transect populations are those used in estimation
of clines.
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Table 2: The loci used in this study and their associated details.
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contact zone
total

sequence
length (Mb)

total
number of

SNPs
fixed SNPs polymorphic

SNPs
shared
SNPs

L. coggeri N/C 1.09 19884 3510 (17.7%) 16220 (81.6%) 154 (0.8%)
S. basiliscus N/C 1.52 29664 4712 (15.9%) 24798 (83.6%) 206 (0.7%)

C. rubrigularis N/S 1.35 32264 6365 (19.7%) 25693 (79.6%) 369 (1.1%)
L. coggeri C/S 1.42 41618 9260 (22.2%) 31989 (76.9%) 330 (0.8%)

Table 3: SNP summary. Details on the number of single nucleotide polymorphisms (SNPs), and
their proportions, used in the two-dimensional site frequency spectrum (2D-SFS) for the contact
zones analyzed with genomic data.

contact zone nuc.
div.

mt.
div.

theta
(θ)

div.
time M12 M21 N1 N2 NA

L. coggeri N/C 0.0046 0.028 3090 3.1 my 0.0268 0.0117 408881 574006 1352453
S. basiliscus N/C 0.0049 0.056 3644 3.4 my 0.0123 0.0112 239822 919316 1352327

C. rubrigularis
N/S 0.0058 0.141 3775 4.5 my 0.0112 0.0359 464585 1200178 1362782

L. coggeri C/S 0.0075 0.132 4608 5.8 my 0.0097 0.0204 628695 1176557 2227376
S. lewisi/S.
basiliscus N 0.0100 0.185 NA 11.4 my 0.0186 0.0040 278501 740017 NA

Table 4: Parameter estimates for the isolation-with-migration model, as fit to the lineage-pairs.
Populations labelled ’1’ are the northern lineage in each contact; populations labelled ’2’ the south-
ern lineage.
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