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New Guinea has been considered both as a refuge for mesic rainforest-associated lineages that contracted in response
to the late Cenozoic aridification of Australia and as a centre of biotic diversification and radiation since the mid-
Miocene or earlier. Here, we estimate the diversity and a phylogeny for the Australo-Papuan forest dragons (Sauria:
Agamidae; ~20 species) in order to examine the following: (1) whether New Guinea and/or proto-Papuan Islands may
have been a biogeographical refuge or a source for diversity in Australia; (2) whether mesic rainforest environments
are ancestral to the entire radiation, as may be predicted by the New Guinea refuge hypothesis; and (3) more broadly,
how agamid ecological diversity varies across the contrasting environments of Australia and New Guinea. Patterns
of lineage distribution and diversity suggest that extinction in Australia, and colonization and radiation on proto-
Papuan islands, have both shaped the extant diversity and distribution of forest dragons since the mid-Miocene.
The ancestral biome for all Australo-Papuan agamids is ambiguous. Both rainforest and arid-adapted radiations
probably started in the early Miocene. However, despite deep-lineage diversity in New Guinea rainforest habitats,
overall species and ecological diversity is low when compared with more arid areas, with terrestrial taxa being
strikingly absent.

ADDITIONAL KEYWORDS: Australia—biogeography —ecological diversity —geology — Hypsilurus — Lophosaurus
— New Guinea — over-water dispersal.

INTRODUCTION Hall, 2009). Australia is a geologically stable, low-relief
landmass that has shown an overall trend towards
intensifying aridification since at least the Miocene
(Byrne et al., 2008; Andrae et al., 2018). In contrast,
New Guinea is both one of the wettest and one of the
most topographically and geologically complex places
on earth (van Ufford & Cloos, 2005). Thus, as biotic
assemblages in Australia were exposed to increasing
aridity, lower productivity and stronger seasonality
*Corresponding author. E-mail: p.oliver@griffith.edu.au (Byrne et al., 2008), new high-rainfall, high-productivity

The two major subaerial landmasses to the east of
Wallace’s Line, Australia and New Guinea (together
referred to as Sahul), are geologically linked and share
many biotic elements (Mitchell et al., 2014; Marki et al.,
2017; Tallowin et al., 2018), but they also have highly
contrasting climates and geological histories (Nix, 1982;
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and relatively aseasonal environments were forming
in New Guinea or precursor landmasses (Nix, 1982).
Historical changes in the configuration and climates
of Australia and New Guinea have accordingly played
a crucial, and potentially contrasting, role in shaping
patterns of biotic dispersal, ecological diversification
and extinction across Sahul.

From a biogeographical perspective, it has been
hypothesized that much of the New Guinean biota
(especially in the mountains) is derived from mesic-
adapted Australian lineages, which have tracked their
ecological niche northwards as Australia became more
arid (Schodde & Calaby, 1972; Moyle et al., 2016).
Conversely, other studies show over-water dispersal
and colonization (from both Asia and Australia) on
terranes (the ‘proto-Papuan archipelago’) north of
the Australian Craton (AC) during the Miocene or
even earlier (Jgnsson et al., 2010; Oliver et al., 2018b;
Tallowin et al., 2018). The uplift of a high (generally
> 2000 m a.s.l.) and near-continuous Central
Cordillera in New Guinea since the late Miocene has
also been linked to vicariance and diversification of
formerly continuous populations of lower-elevation
taxa (Rawlings & Donnellan, 2003; Oliver et al., 2017).

From an evolutionary perspective, the diverging
environmental histories of Australia and New Guinea
also provide opportunities to examine how ecological
diversification within lineages may be shaped by
contrasting environments, one increasingly wet and
mountainous, the other flat and increasingly seasonal
and dry. Inclusion of taxa from New Guinea in analyses
of ecological diversity in Australasia might also provide
a more complete perspective on the potential lineage
and ecological diversity of mesic habitats in Sahul.
For instance, analyses of marsupials have linked
variation in brain size and reproductive strategies
to seasonality and predictability of food supply, with
species in relatively stable and mesic environments in
New Guinea having larger brains and more continuous
breeding (Fisher et al., 2013; Weisbecker et al., 2015).

The lizard family Agamidae (referred to as ‘dragons’)
includes a moderately species-rich, ecologically and
morphologically diverse radiation in Australia of ~100
species (Gray et al., 2019) and a less diverse assemblage
in Melanesia (New Guinea and the Solomon Islands) of
23 species (Roll et al., 2017; Uetz et al., 2019). Several
phylogenetic studies have demonstrated that Australian
and Melanesian agamids are closely related (all are placed
the subfamily Amphibolurinae), with the single exception
of the enigmatic riparian specialist Hydrosaurus (Hugall
et al., 2008; Townsend et al., 2011). Although agamids
show considerable sympatric diversity in arid areas of
Australia (up to 18 species per 9200 km? grid cell; Powney
et al., 2010), sympatric diversity across Melanesia is
considerably lower, with three or fewer co-occurring
species in most rainforest areas (P.M.O., S.J.R. and

0.J.S.T., personal observation; Fig. 1). The few species that
occur naturally across both regions occupy only savannah
habitats in New Guinea (Cogger, 2014). The vast majority
of Australian agamid species (<95%) have been sampled
genetically (e.g. Chen et al., 2012; Supporting Information,
Table S1). In contrast, only five of the 18 Melanesian
endemic agamids (23%; Denzer & Manthey, 2016) have had
their DNA sequenced, raising the possibility that agamid
diversity in Melanesia is considerably underestimated,
as for many other vertebrate taxa (e.g. Oliver et al., 2013,
2017; Tallowin et al., 2018).

Here, we present an analysis of the evolution,
biogeography and ecological diversity of Melanesian
Agamidae. We assess genetic diversity and relationships
in the poorly known Melanesian taxa in Hypsilurus
and Lophosaurus. We estimate dispersal history and
ancestral areas to test whether the Australian Craton
or terranes now accreted onto the northern edge of the
Australian Craton are supported as the point of origin
for Melanesian radiations. Comparisons of divergence
dates between populations occurring north and south of
the Central Cordillera are used to assess whether and
when these major mountain ranges have functioned as
barriers to gene flow. We also test whether New Guinean
lineages originated in mesic biomes within Australia.
Finally, we use ancestral state analyses to visualize how
ecological diversity differs across the contrasting biomes
that dominate in Australia vs. New Guinea.

MATERIAL AND METHODS
SAMPLING

Frozen or ethanol-preserved tissue samples from
Melanesianforestdragons(Lophosaurusand Hypsilurus)
were sampled from collections at the Australian
Museum Sydney (AMS), Museum Victoria (NMV), the
South Australian Museum (SAMA), Louisiana State
University (LSU) and the Western Australian Museum
(WAM) (Supporting Information, Table S1). Where
possible, we used at least two individuals per species
and sampled across known ranges. Including data from
GenBank, our final dataset contained 116 Hypsilurus
and Lophosaurus individuals, representing 11 of the 20
currently described species (Manthey & Denzer, 2006;
Denzer & Manthey, 2016), in addition to two subspecies
of Hypsilurus papuensis (for details, see Supporting
Information, Table S1). Other taxa of Hypsilurus are
very rare, including three known only from the type
specimens (Meiri et al., 2018), and obtaining tissue
samples from these species is not currently feasible.
New data were aligned with a concatenated four-gene
dataset for Australasian agamids, comprising the coding
region of the mitochondrial gene nicotinamide adenine
dinucleotide dehydrogenase subunit 2 (ND2) and three
nuclear loci (nuDNA): brain-derived neurotrophic factor
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Figure 1. o-Diversity of agamids across Australia, New Guinea and surrounding islands (compiled from Roll et al., 2017).
Images, clockwise from bottom left, show examples of two of the most diverse genera of Australian agamids, Ctenophorus
pictus and Diporiphora superba, and two genera of forest dragons, Hypsilurus modestus (top right) and Lophosaurus
dilophus (bottom right). Images by Stewart McDonald, Paul Oliver, Tim Laman and Stephen Richards.

(BDNF), oocyte maturation factor Mos (c-mos) and
recombination activating gene-1 exon (RAG-1).

PHYLOGENETIC DATA GENERATION AND ALIGNMENT

Extraction of DNA and polymerase chainreaction (PCR)
amplification of each gene fragment were outsourced
(AGRF Adelaide). Sequence data were aligned using
MUSCLE v.2.0 (Edgar, 2004) as implemented in
GENEIOUS v.6 (Biomatters; http://www.geneious.
com). All regions included in alignments were protein-
coding sequences and were translated into amino
acids to check for nonsense mutations and alignment
errors. Our final concatenated alignment of all genes
comprised < 3880 bp per sample (ND2, 1039 bp; c-mos,
930 bp; BDNF, 693 bp; and RAG-1, 1215 bp).

To investigate phylogenetic structuring and identify
major lineages within the forest dragons, we initially
analysed an ND2 dataset including data from 86

Hypsilurus and 30 Lophosaurus specimens (‘all
samples’). Subsequently, for broader-scale analyses
we used a (‘lineages’) alignment including 101
terminal taxa, with mitochondrial and nuclear data
for exemplars of recognized species and operational
taxonomic units (OTUs) identified elsewhere (Manthey
& Denzer, 2006; Shoo et al., 2008) or in the present
study (see results below). This alignment was used
to generate diversification timeframes and estimate
patterns of geological dispersal, biome evolution and
ecological evolution.

GENETIC DIVERSITY AND LINEAGE DELIMITATION IN
FOREST DRAGONS

Our assessment of mitochondrial diversity (‘all
samples’) for forest dragons from Melanesia
revealed deep genetic splits within six nominal
species (Fig. 2). To identify candidate OTUs for
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Figure 2. Summary maximum likelihood estimate of phylogenetic relationships and genetic diversity within sampled forest
dragons in the genera Hypsilurus and Lophosaurus. Labelled clades on the tree are key lineages included in downstream
biogeographical analyses, and underlying colours demarcate recognized species. Red dotted lines on maps demarcate the
span of sampling for each of the same key lineages, and underlying coloured regions or coloured dots demarcate current

estimates for the distribution of recognized species.

inclusion in downstream biogeographical analyses,
we used a hierarchy of analytical and empirical
approaches.

First, we used a multi-rate Poisson tree process
(mPTP) to identify populations that might have
histories of isolation (Kapli et al., 2017). This non-
coalescent, maximum likelihood (ML) method models

speciation in terms of the number of substitutions
(Zhang et al., 2013). The mPTP has been shown to
perform well on single-locus data (Tang et al., 2014)
and to outperform other species-delimitation methods
when empirical datasets contain incomplete sampling
or large differences in effective population sizes (Blair
& Bryson, 2017).
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Second, we calculated the uncorrected pairwise
genetic distance (p-distances) in the coding region of
the ND2 gene between candidate OTUs identified in
the mPTP analysis using MEGA7 v.7.0.20 (Kumar
et al., 2016). There is no standardized level of
genetic divergence that strongly supports or refutes
lineage recognition. A recent study on Asian agamids
(Welton et al., 2016) considered lineages showing
pairwise divergences as low as 4% worthy of further
consideration. Here, we found that all morphologically
distinct and recognized species and subspecies showed
divergence levels around or above 8% and, accordingly,
used this as a broad metric for considering clusters as
candidate OTUs (Supporting Information, Table S2).

Based on these analyses, for our downstream
biogeographical analyses we included lineages
that were: (1) supported by mPTP; and (2) showed
morphological differentiation and/or sequence
divergences close to or above 8%, even if they are
considered conspecific under current taxonomic
designations (Uetz et al., 2019). We emphasize that
the specific status and evolutionary distinctiveness
of the candidate OTUs remains to be tested with
better geographical sampling and higher-resolution
phylogenomic population-level datasets.

PHYLOGENETIC ANALYSES AND DIVERGENCE DATES

We estimated phylogenetic relationships for the all-
samples dataset using maximum likelihood (RAxML
v.8.1.2: Stamatakis, 2014; IQ-TREE v.1.6.1: Nguyen
et al., 2015). For RAxML, we partitioned by codon
and used the GTR+G model of sequence evolution
(Stamatakis, 2006) as implemented using the
RAxXxMLGUI v.1.5. Optimal partitioning strategies
(Supporting Information, Table S3) were selected
with PartitionFinder v.2.1.1 (Lanfear et al., 2016)
using the Bayesian information criterion (BIC). Best
ML trees were determined from 100 randomized
maximum-parsimony starting trees. In IQ-TREE, we
undertook 1000 ultrafast bootstrap replicates (Hoang
et al.,2017), and the best-fitting model (Supporting
Information, Table S3) was selected using ModelFinder
(Kalyaanamoorthy et al., 2017) as implemented in
IQ-TREE.

Phylogenetic relationships within the ‘lineages’
dataset were estimated using ML (see above) and
Bayesian methods (BEAST v.1.8.2: Drummond et al.,
2012). The ML analyses used settings and strategies
for partitioning as outlined above (Supporting
Information, Table S3). Bayesian (BEAST) analyses
were run for 150 million generations, sampling every
50 000 generations, and implemented using the
CIPRES Science Gateway v.3.1 for online phylogenetic
analysis (http://www.phylo.org/index.php/portal/).
Posterior trace plots and effective sample-size values of

parameters (> 200) for each run were assessed in Tracer
v.1.6 (Rambaut et al., 2014), and effective sample-size
values > 200 were considered adequate convergence.
The first 50 million generations were discarded as
burn-in using LogCombiner, and TreeAnnotator was
used to infer the ultrametric tree (both in the BEAST
package). Nodes are reported if they received ML
bootstrap values > 70% and posterior probability (pp)
support values > 0.95. The BEAST analyses were run
with the relaxed- and strict-clock models and both
Yule and birth—death speciation priors. We compared
likelihoods using Akaike information criterion (AIC)
values as implemented in Tracer. The birth—death
model with relaxed clock was favoured.

Divergence dates were estimated in BEAST v.1.8.2
using the ‘lineages’ dataset. A primary fossil calibration
was placed at the putative Intellagama stem, based
on radiometric dating of sediments from Neville’s
Garden, Riversleigh (18.0 Mya; Woodhead et al.,
2016). A secondary calibration for the crown age of the
Amphibolurinae of 30 Mya was derived from earlier
studies of agamid phylogenetics (Hugall et al., 2008;
Townsend et al., 2011; see Supporting Information,
Table S4). We accounted for known uncertainty around
secondary calibrations by using age ranges from the
relevant original molecular studies (e.g. 95% confidence
intervals; see Supporting Information, Table S4).

ESTIMATION OF DISPERSAL HISTORY

To investigate the timing and history of transitions
between the Australian Craton and terranes to the
north, we assigned all taxa in our ‘lineages’ tree to
either the AC, including Australia and southern
New Guinea (Fig. 3), or to the Northern Terranes
and microcontinents (NT) of New Guinea, using
distributional data from Roll et al. (2017) and updated
here (see Supporting Information, Table S5). Three
sampled taxa (Hypsilurus modestus West and two
lineages of Lophosaurus dilophus; Fig. 2) occur across
both regions and were given dual states. Given the low
number of taxa and the complicated geology of New
Guinea, we did not partition New Guinean taxa more
finely.

Ancestral geological range reconstructions were
estimated using a two-state model in the package
‘BioGeoBEARS’ v.1.1.1 (Matzke, 2013) implemented in
R (v.3.5.2; R Development Core Team, 2018). According
to the standard implementation, we ran three models:
dispersal-extinction—cladogenesis (DEC); dispersal—
vicariance analysis (DIVA-Like); and Bayesian analysis
of biogeography (BayArea-Like). All three models were
run with and without modelling founder-effect jump
dispersal (the J-parameter; Matzke, 2014). We used
the AIC to compare how well different biogeographical
models fitted the data (Matzke, 2014).
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Figure 3. Ancestral area reconstruction of Australo-Papuan agamids using the concatenated lineage BEAST chronogram
and a two-state geological model. Pale green boxes highlight the focal genera, Hypsilurus and Lophosaurus. The image of

Hypsilurus papuensis was provided by Oliver Tallowin.

BIOME EVOLUTION

Australia and New Guinea were partitioned into
five biomes reflecting observed patterns of biological
differentiation and a widely used objective climate
classification scheme, the modified Képpen—Geiger
climate classification (Harvey et al., 2000). The five
regions largely follow Brennan & Oliver (2017): (1)
savannah, corresponding to the savannah biome in
northern Australia and far southern New Guinea;
(2) temperate, covering broad areas in south-eastern

and south-western Australia; (3) subtropical,
including widely isolated areas on the east and west
coast of Australia; (4) arid, including both arid and
surrounding semi-arid regions and ‘grassland’ regions
(sensu Harvey et al., 2000) covering the vast majority
of Australia (77.8%); and (5) rainforest, including wet,
fire-sensitive forest dotted along the east coast of
Australia, but dominating in New Guinea (Byrne et al.,
2008, 2011). All taxa were assigned to biome using the
Atlas of Living Australia (http://spatial.ala.org.au),
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and taxa occurring in more than one biome were coded
as such (see Supporting Information, Table S5).

We estimated patterns of biome evolution in BEAST,
including biome as unordered states with a simple
stochastic model of equal probability of all transitions,
and otherwise using parameters and settings identical
to the dating analyses above. For an independent
estimation of the evolution of biome usage, we used the
fitDiscrete function in the ‘geiger’ R package (Harmon
et al., 2008a). We compared three potential models
using AICc scores: equal rates (i.e. a single probability
of transition from any character state to any other
state); symmetrical rates (i.e. separate probabilities of
transition between each biome, but with no difference
in the directionality of transitions); and allowing
separate probabilities of transition for each direction
between biomes. We reconstructed ancestral states
for biome according to the best-fitting model using
stochastic character mapping with the make.sim
function (1000 simulations) in the R package ‘phytools’
(Revell, 2012).

ECOLOGICAL DIVERSIFICATION

To visualize ecological evolution of agamids lizards
across Sahul, we reconstructed evolutionary patterns
of habitat usage. We assigned each taxon to one of
the following five habitat categories: (1) terrestrial
(lives almost exclusively on the ground, rarely found
in rocks or vegetation); (2) semi-arboreal (varies its
time between the ground and elevated vegetation);
(3) arboreal (lives almost exclusively in elevated
vegetation, rarely venturing to the ground); (4)
saxicolous (lives almost exclusively on or among rocky
substrate); and (5) riparian (taxa typically associated
with riparian habitats and foraging and taking refuge
in water bodies; Collar et al., 2010). Habitat data
were sourced from published literature (e.g. Cogger,
2014) and personal observations (see Supporting
Information, Table S5). Models for the evolution
of habitat preferences were compared using the
fitDiscrete function in the ‘geiger’ R package (Harmon
et al., 2008) as per analyses of biome.

RESULTS

GENETIC DIVERSITY AND DELIMITATION OF
OPERATIONAL TAXONOMIC UNITS IN FOREST DRAGONS

Our dataset included 116 samples of Melanesian
forest dragons (110 new samples), spanning 11 of the
20 recognized species (Uetz et al., 2019) and three
putative subspecies of H. papuensis (H. papuensis
papuensis, H. papuensis longicauda and H. papuensis
ssp.; Manthey & Denzer, 2016). Initial investigation
using mPTP identified 22 lineages as candidate OTUs.

The mean genetic divergence (p-distances) of lineages
(excluding taxa not currently regarded as conspecific)
identified by mPTP varied from 2 to 25%. We
collapsed lineages that showed low divergence (< 9%)
and for which we had no evidence of morphological
divergence within four recognized taxa (i.e. Hypsilurus
capreolatus, Hypsilurus schoedei, Lophosaurus
spinipes and L. dilophus), leaving 18 recognized
taxa/OTUs for inclusion in downstream analyses
(Supporting Information, Table S2). Unrecognized
OTUs were concentrated in four nominal species:
Hypsilurus magnus (3), H. modestus (2); H. papuensis
(3) and Lophosaurus dilophus (3). Splits within
L. dilophus lineages (termed West, North and South)
were very deep (18—-25%). Two H. modestus lineages
(East and West) showed splits > 10%, with further
intra-lineage variation in both (5—-8%). Hypsilurus
papuensis comprised three moderately divergent
lineages (8—-11%) corresponding to subspecies and
morphotypes identified by Manthey & Denzer (2016).
Finally, H. magnus comprised three lineages showing
divergence between 8 and 10% and minimal intra-
lineage structuring (< 1%).

We identified four forest dragon taxa with
distributions to the north and south of the New
Guinea Central Cordillera (Fig. 2), from west to east:
L. dilophus West, ~4% split between samples from
Foja Mountains and the Aru Islands; H. magnus,
~9-10% split between two southern lineages and one
to the north of the Central Cordillera; H. modestus
West, ~6% split between multiple samples clustered
on adjacent sides of the cordillera; and L. dilophus
North, 5% split between a single sample from
southern Papua New Guinea and many northern
Papua New Guinea samples. Hypsilurus papuensis
samples on the different sides of the Owen Stanley
Mountain Range also differed by 10%.

PHYLOGENETIC RELATIONSHIPS AND DIVERGENCE
DATING

The monophyly of Hypsilurus and Lophosaurus was
supported in all analyses, as were the majority of
intrageneric splits between lineages within both
genera (Figs 2, 3; Supporting Information, Figs S1,
S2). Conversely, intergeneric relationships between
Hypsilurus and Lophosaurus and other genera of
Australo-Papuan agamids were not well supported
(Supporting Information, Figs S3, S4).

Lophosaurus showed a stepped distribution of
decreasing divergence towards northern latitudes.
Lophosaurus spinipes from north-east New South
Wales and south-east Queensland, Australia is the
most southern and divergent taxon. Further north,
Lophosaurus boydii from the north-east of Queensland,
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Australia, is sister to the clade of three lineages in the
L. dilophus complex (New Guinea and Aru Islands).

Within Hypsilurus, three major clusters were
identified with strong support in both Bayesian
inference and ML analyses. The H. modestus
group comprises moderately sized (snout-vent
length < 150 mm), mostly green dragons (H. modestus
complex and Hypsilurus auritus). The H. magnus
group comprises two species of New Guinea water
dragons (Hypsilurus schultzewestrumi and the
H. magnus complex). The H. papuensis group
comprises the remaining taxa from northern New
Guinea (H. capreolatus), the Papuan Peninsula
(H. papuensis complex) and islands of East Melanesia
(Hypsilurus longii and H. schoedei). Within this clade,
the position of H. schoedei is ambiguous, and it sits
on an asymmetrically long branch (Fig. 2; Supporting
Information, Figs S1-S4), suggesting a distinctive
pattern of molecular evolution (e.g. substitutional
bias) in this insular taxon. All analyses inferred the
H. modestus group as the sister group to remaining
Hypsilurus, and the H. magnus and H. papuensis
groups were supported strongly as sister lineages.

The 95% posterior distribution for the crown
divergence of Lophosaurus spans the mid to late
Miocene (18.8-14.2 Mya), and the L. dilophus complex
endemic to New Guinea centres upon the late Miocene
(9.8-5.8 Mya). Crown ages for Hypsilurus are also
Miocene (20.4-11.1 Mya), with ongoing diversification
of major species and lineages throughout the late
Miocene to early Pleistocene. Genetic divergence
north and south of the Central Cordillera within the
H. magnus and H. papuensis complexes was dated at
~3.6-2.4 Mya.

DISPERSAL HISTORY

BioGeoBEARS identified dispersal-extinction—
cladogenesis as the model with highest likelihood
(Supporting Information, Table S6). Australia, and
specifically the Australian Craton, was inferred as the
most likely origin of the ancestor for both Hypsilurus
and Lophosaurus, and for the entire Australo-Papuan
agamid clade (Fig. 3; Supporting Information, Fig.
S5). Within Lophosaurus, no lineage is endemic
to regions north of the Australian Craton. The
ancestral area for the crown radiation of Hypsilurus
is ambiguous. However, at least four Hypsilurus
clades are endemic to regions north of the Australian
Craton: H. capreolatus and H. modestus East in
northern New Guinea, H. longii in the Bismarck
and Solomon archipelagos, and H. schoedei in the
Admiralty Archipelago. Hypsilurus papuensis is also
principally endemic to the geologically distinct East
Papuan Composite Terrane (Fig. 3). Furthermore, for
the entire H. modestus group, northern terranes are

inferred as the ancestral area with mean divergences
dating to the mid-Miocene (14.2 Mya; Fig. 3).

BIOME EVOLUTION

For ancestral state reconstruction of biome, an equal-
rates model with a lambda transformation had the
highest likelihood (Supporting Information, Table S7).
The ancestral biome for the crown radiation of Australo-
Papuan agamids is ambiguous in analyses using geiger
(Fig. 4) and BEAST (Supporting Information, Fig. S6).
Hypsilurus and Lophosaurus show exclusive histories
within rainforest biomes. In contrast, most Australian
agamids (including the two most species-rich genera,
Ctenophorus and Diporiphora) are concentrated in a
well-supported, species-rich clade dating to the early
Miocene, which is most diverse in arid biomes and
has no extant representatives in rainforest biomes.
The remaining highly divergent and species-poor
Australian lineages are as follows: Intellagama (forest;
riparian, not necessarily rainforests); Chelosania
(savannah); and Moloch (arid).

ECOLOGICAL EVOLUTION

For ancestral state reconstruction of habitat, a
symmetric model with an early-burst transformation
provided the highest likelihood (Supporting
Information, Table S8). Arboreality was inferred as the
ancestral state for the primarily Melanesian agamids
(Hypsilurus and Lophosaurus), with a single transition
to a riparian lifestyle inferred in the H. magnus
group. Deeper nodes for the Australian agamids were
predominantly reconstructed as terrestrial (Fig. 4) and
are concentrated in three ecological niches that are
unused in rainforest biomes: terrestrial, semi-arboreal
and saxicoline.

DISCUSSION

LINEAGE DIVERSITY AND BIOGEOGRAPHY WITHIN
MELANESIA

We present a DNA sequence-based estimation of
diversity and evolutionary relationships among
the Melanesian forest dragons Hypsilurus and
Lophosaurus. Monophyly of these respective genera
is well supported. Provisionally, we recognize 16
divergent monophyletic lineages among the sampled
Melanesian forest dragons, including lineages
currently subsumed within four recognized taxa
(H. modestus, N = 2; and H. magnus, H. papuensis
and L. dilophus, N = 3 within each). Two additional
lineages of Lophosaurus are present in Australia.
Genetic data are still lacking for seven recognized
Hypsilurus species (some of which are known only
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Figure 4. Ancestral state reconstruction of Australo-Papuan agamids for biome occurrence (A) and habitat usage (B). The
two main lineages of Australo-Papuan forest dragons are highlighted in pale green. Note the complete absence of terrestrial
taxa across divergent genera occurring in rainforest biomes.

from their type specimens; Meiri et al., 2018) and
at least two candidate species (Manthey & Denzer,
2016) distributed across New Guinea. Filling these
gaps will be an important step towards achieving a
full resolution of agamid diversity in these regions,
but our study provides a framework for a first
biogeographical analysis of the forest dragons.

All forest dragon clades in New Guinea contain
widespread taxa, and there is little evidence for micro-
endemism. This contrasts with agamids occurring in
similar topographically complex rainforest habitats to
the west of Wallace’s Line, where a number of endemic
species with restricted ranges occur (Somaweera &
Somaweera, 2009; Wood et al., 2009; Das, 2015; Grismer

et al.,2016). Five species or species complexes of forest
dragons also show low genetic divergences across the
Central Cordillera of New Guinea, indicating that
these mountains have become a barrier to gene flow
only in recent times. This contrasts with evidence for
Melanesian montane radiations of birds, frogs and
lizards dating back at least into the early Miocene
(Irestedt et al., 2009; Oliver et al., 2017; Tallowin et al.,
2018). Together, these data suggest that mountains
(with an associated biota) in New Guinea are likely to
date back well into the Miocene, but that the current
configuration of a long and high Central Cordillera
functioning as a barrier to north—south geneflow for
lowland taxa is more recent.
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Figure 4. Contiued

We identified clear evidence of past over-water
dispersal in Hypsilurus. Hypsilurus modestus East
has dispersed between New Britain, New Ireland
and northeast New Guinea, which may itself have
been composed of smaller and more isolated islands
at various points during the late Cenozoic (van Ufford
& Cloos, 2005). Two further lineages are endemic to
islands north of New Guinea and show evidence of
recent dispersal and possibly also of extinctions across
islands. Hypsilurus schoedei has a restricted and
disjunct range on Tong and Mussau islands, but is
unknown from the much larger nearby island of Manus
(S. Richards and C. Austin, personal observation; Fig.
2). Hypsilurus longii also occurs from New Britain
to Malaita, but there are no recent records from the
intervening islands of Guadacanal and Choiseul in

the Solomon archipelago. However, the inhabitants of
Choiseul Island recognize and have a local name for an
agamid lizard, suggesting recent extirpation (McCoy,
2006). Another species, Hypsilurus godeffroyi, possibly
from the island of Palau, has not been recorded since
its original description and is possibly extinct (Zug,
2013). The drivers of local rarity/extinction of these
island agamids remain speculative; however, in
Australia agamids have been shown to persist poorly
on small islands compared with other lizards (Palmer
et al.,2013).

NEW GUINEA: REFUGE AND CRADLE?

The Australian Craton is inferred to be the ancestral
area of Lophosaurus and all Australo-Papuan agamids.
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Sampling of other Hypsilurus taxa, and careful analysis
of ‘Hypsilurus’ fossils from Australia (Hocknull et al.,
2007), might improve the resolution of ancestral area
evolution across both regions. Nonetheless, our data
suggest that, for forest dragons, New Guinea is home
to both lineages that were formerly more widespread
in Australia (refuge) and to others that might have
deeper origins on islands that formed to the north of
the Australian Craton during the Miocene (cradle).

Lophosaurus shows progressively shallower splits
between lineages with decreasing latitude, indicating
origins on the Australian Craton, with subsequent
range contraction. Some birds (Norman et al., 2018) and
marsupials (Mitchell et al.,2014) show similar late Miocene
splits between Australian and New Guinean lineages,
leading to the suggestion that this was a time of major
exchange between the two present-day regions, especially
for poor over-water dispersers. Future dating analyses
of low-vagility rainforest-associated lineages occurring
across Australia and New Guinea (e.g. microhylid and
myobatrachid frogs, sphenomorphine skinks) might
provide additional evidence of late Miocene splits of
allopatric Australian and Melanesian populations.

In contrast, Hypsilurus, although completely absent
from present-day Australia, is clearly able to disperse
over marine barriers and shows deeper divergences
in the Melanesian region [including inferred mid-
Miocene (14.2 Mya) diversification on terranes in the
H. modestus group]. This age is older than that from
some models for the formation of New Guinea (e.g.
Moyle et al., 2016); however, over-water colonization
with subsequent diversification on islands north of
the AC in the mid-Miocene has been inferred in an
increasingly diverse array of vertebrate taxa (Jgnsson
et al., 2010; Oliver et al., 2018a, b, ¢; Tallowin et al.,
2018). Furthermore, within Hypsilurus, and especially
the H. modestus and H. papuensis groups, distributions
of extant lineages also suggest a history of allopatric
diversification on formerly disjunct geological
fragments that later accreted together to form New
Guinea: the Vogelkop (H. auritus), northern terranes
(H. capreolatus and H. modestus East) and the East
Papuan Composite Terrane (H. papuensis complex).
Other recent phylogeographical or biogeographical
studies have also identified endemic lineages
associated with these distinct regions (e.g. Kalkman
et al., 2013; Unmack et al., 2013; Tallowin et al., 2018).

BIOME HISTORY AND ECOLOGICAL DIVERSITY

The pattern of biome evolution inferred for the
Australo-Papuan agamids suggests rainforest
associations that date back to the earliest Miocene,
consistent with the general model of ancestrally
mesic Australian lineages contracting or adapting

in response to the spread and intensification of
aridification (Byrne et al., 2008, 2011). However,
our data also imply a similar long history in other
biomes, with the most diverse extant non-rainforest
clade originating around the early Miocene. Miocene
or earlier diversification and radiation away from
rainforest habitats has now been inferred for a
number of species-rich Australian animal and
plant radiations (Toon et al., 2015; Brennan &
Oliver, 2017). These data all lend growing support
to inferences from palaeoclimatic data that
although rainforest might well be ancestral for
many Australian radiations, semi-arid or seasonal
environments also have a long history in Sahul
(Sniderman et al., 2016).

Finally, the inclusion of Melanesian taxa
emphasizes how the great ecological diversity of
Australo-Papuan agamids (Pianka, 1986; Melville
et al., 2001; Collar et al., 2010) is non-randomly
distributed across major biomes. In the Australian
arid and semi-arid zones, dragon assemblages
include a suite of terrestrial or near-terrestrial
species, including burrowers, stone mimics and
grass dwellers (Melville et al., 2001; Collar et al.,
2010). Such ground-dwelling specialists, which are
also common in central and Western Asia and Africa,
are strikingly absent from terrestrial environments
in the rainforests of Sahul, where agamids have
not moved out of the putatively ancestral arboreal/
riparian niche, despite a long history in this biome.
In Australia alone, this lack of ecological diversity
could be explained by extinction, because rainforest
is highly limited and relictual. However, in New
Guinea the rainforest is extensive, and forest dragons
are moderately diverse, show localized sympatry
and have a long history, but apparently have not
specialized to use terrestrial niches (although
the ecology of some taxa remains poorly known).
Furthermore, with a small number of potential
exceptions (e.g. some Ceratophora and Otocryptis
from Sri Lanka and southern India; Somaweera
& Somaweera, 2009), few terrestrial agamids are
present in Asian rainforests. These data all suggest
that low ecological and species diversity of agamids
in Sahulian rainforest biomes is not only a function
of past extinction, but also reflects fundamental
differences in how these lizards diversify in dry vs.
wet habitats. Adverse abiotic conditions, such as
reduced solar radiation and basking opportunities in
rainforests, could impact heavily terrestrial agamids,
particularly heliothermic species. A complementary
hypothesis might be that agamids are excluded from
terrestrial environments in mesic biomes by biotic
interactions, such as predation (e.g. by mammals or
varanids) and/or competition (e.g. with skinks that
are better adapted to shady microclimates).
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CONCLUSIONS

An improved understanding of Melanesian forest
dragon diversity and inclusion of these taxa into a
phylogenetic framework indicates that one lineage
shows evidence of retreat as Australia became more
arid through the Miocene, whereas another shows
evidence of over-water dispersal and diversification on
islands to the north of Australia by the mid-Miocene or
earlier. Rainforest biomes might be ancestral for some
Australian agamid lineages, but there is also strong
evidence of early Miocene adaption to and extensive
radiation within more arid biomes. Finally, striking
differences in agamid ecological diversity between
rainforest areas and more arid biomes emphasizes
how the contrasting environments across Australia
and New Guinea have shaped divergent evolutionary
trajectories, even in radiations with a relatively close
relationship.

ACKNOWLEDGEMENTS

We thank Paul Doughty, Ryan Ellis, Scott Keogh,
Carolyn Kovach, Mark Hutchinson, Christiana
McDonald-Spicer, Eric Rittmeyer, Mitzy Pepper and
Ross Sadlier for assisting with sample and data
access, and Wolfgang Denzer, Ruchira Somaweera
and Fred Parker for useful discussions on dragon
distributions, identification and ecology. We also
thank Wolfgang Denzer and Jim McGuire for
their careful reviews. Fieldwork in New Guinea
by S.J.R. and C.C.A. was supported by the World
Wide Fund for Nature, Conservation International
and the Wildlife Conservation Society. Both
S.J.R. and C.C.A. are grateful to the Papua New
Guinea Conservation and Environment Protection
Authority (previously, Department of Environment
and Conservation) and the Papua New Guinea
National Research Institute, for approval of field
studies, provision of export permits and approval
of research visas over many years. Financial
support for O.J.S.T. was provided by a Binational
Science Foundation grant no. 2012143 to S.M.; and
for P.M.O. from the Australian Research Council,
Australia Pacific Science Foundation and a Centre
for Biodiversity Analysis Ignition Grant. This work
was funded in part by National Science Foundation
grant DEB 1146033 to C.C.A.

REFERENCES

Andrae JW, McInerney FA, Polissar PJ, Sniderman JMK,
Howard S, Hall PA, Phelps SR. 2018. Initial expansion
of C, vegetation in Australia during the late Pliocene.
Geophysical Research Letters 45: 4831-4840.

Blair C, Bryson RW Jr. 2017. Cryptic diversity and
discordance in single-locus species delimitation methods
within horned lizards (Phrynosomatidae: Phrynosoma).
Molecular Ecology Resources 17: 1168—-1182.

Brennan IG, Oliver PM. 2017. Mass turnover and recovery
dynamics of a diverse Australian continental radiation.
Evolution 71: 1352-1365.

Byrne M, Steane DA, Joseph L, Yeates DK, Jordan GdJ,
Crayn D, Aplin K, Cantrill DJ, Cook LG, Crisp MD,
Keogh JS, Melville J, Moritz C, Porch N,
Sniderman JMK, Sunnucks P, Weston PH. 2011. Decline
of a biome: evolution, contraction, fragmentation, extinction
and invasion of the Australian mesic zone biota. Journal of
Biogeography 38: 1635-1656.

Byrne M, Yeates DK, Joseph L, Kearney M, Bowler J,
Williams MA, Cooper S, Donnellan SC, Keogh JS,
Leys R, Melville J, Murphy DdJ, Porch N, Wyrwoll KH.
2008. Birth of a biome: insights into the assembly and
maintenance of the Australian arid zone biota. Molecular
Ecology 17: 4398-4417.

Chen IP, Stuart-Fox D, Hugall AF, Symonds MR. 2012.
Sexual selection and the evolution of complex color patterns
in dragon lizards. Evolution 66: 3605—-3614.

Cogger HG. 2014. Reptiles and amphibians of Australia.
Collingwood: CSIRO Publishing.

Collar DC, Schulte JA 2nd, O’Meara BC, Losos JB. 2010.
Habitat use affects morphological diversification in dragon
lizards. Journal of Evolutionary Biology 23: 1033—1049.

Das 1. 2015. Fieldguide to the reptiles of south-east Asia.
London: Bloomsbury Publishing.

Denzer W, Manthey U. 2016. Remarks on the taxonomy and
nomenclature of the genus Hypsilurus Peters, 1867 (Reptilia,
Agamidae, Amphibolurinae). Zoosystematics and Evolution
92: 103-110.

Drummond AdJ, Suchard MA, Xie D, Rambaut A. 2012.
Bayesian phylogenetics with BEAUti and the BEAST 1.7.
Molecular Biology and Evolution 29: 1969-1973.

Edgar RC. 2004. MUSCLE: multiple sequence alignment with
high accuracy and high throughput. Nucleic Acids Research
32:1792-1797.

Fisher DO, Dickman CR, Jones ME, Blomberg SP.
2013. Sperm competition drives the evolution of suicidal
reproduction in mammals. Proceedings of the National
Academy of Sciences of the United States of America 110:
17910-17914.

Georges A, Zhang X, Unmack P, Reid BN, Le M,
McCord WP. 2014. Contemporary genetic structure of an
endemic freshwater turtle reflects Miocene orogenesis of
New Guinea. Biological Journal of the Linnean Society 111:
192-208.

Gray JA, Hutchinson MN, Jones MEH. 2019. Exceptional
disparity in Australian agamid lizards is a possible result of
arrival into vacant niche. The Anatomical Record Accepted.
doi: 10.1002/ar.24096

Grismer LL, Quah ES, Wood PL, Anuar S, Muin A,
Davis HR, Murdoch ML, Grismer JL, Cota M, Cobos Ad.
2016. Dragons in the mist: three new species of Pseudocalotes
Fitzinger (Squamata: Agamidae) from the sky island
archipelago of Peninsular Malaysia. Zootaxa 4136: 461-490.

© 2019 The Linnean Society of London, Biological Journal of the Linnean Society, 2019, XX, 1-15

6102 J18qWBAON €] UO Jasn AlsiaAlun a1els euelsinoT Aq 1951 /SS/SZ 1Z|g/ueauuljolq/s60 | 0 L/10p/1o.Sqe-a[o1e-80uBAPE/UBSUUI0IG/WOoo dnoolwepese//:sdiy woll papeojumod



BIOGEOGRAPHY OF FOREST DRAGONS 13

Hall R. 2009. Southeast Asia’s changing palaeogeography.
Blumea 54: 148-161.

Harmon LJ, Weir JT, Brock CD, Glor RE, Challenger W.
2008. GEIGER: investigating evolutionary radiations.
Bioinformatics 24: 129-131.

Harvey S, de Hoedt G, Ernst J. 2000. Objective classification
of Australian climates. Australian Meterological Magazine
49: 87-96.

Hugall AF, Foster R, Hutchinson M, Lee MSY. 2008.
Phylogeny of Australasian agamid lizards based on nuclear
and mitochondrial genes: implications for morphological
evolution and biogeography. Biological Journal of the
Linnean Society 93: 343-358.

Hoang DT, Chernomor O, von Haeseler A, Minh BQ,
Le SV. 2017. UFBoot2: improving the ultrafast bootstrap
approximation. Molecular Biology and Evolution 35:
518-522.

Irestedt M, Jgnsson KA, Fjeldsa J, Christidis L,
Ericson PG. 2009. An unexpectedly long history of sexual
selection in birds-of-paradise. BMC Evolutionary Biology 9:
235.

Jonsson KA, Fabre PH, Ricklefs RE, Fjeldsa J. 2010. Major
global radiation of corvoid birds originated in the proto-
Papuan archipelago. Proceedings of the National Academy
of Sciences of the United States of America 108: 2328-2333.

Kalkman VdJ, Dijkstra KDB, Dow RA, Stokvis F, van Tol J.
2013. Studies on phylogeny and biogeography of damselflies
(Odonata) with emphasis on the Argiolestidae. PhD Thesis.
Leiden University. 224 pages.

Kalyaanamoorthy S, Minh BQ, Wong TKF, von Haeseler A,
Jermiin LS. 2017. ModelFinder: fast model selection for
accurate phylogenetic estimates. Nature Methods 14: 587-589.

Kapli P, Lutteropp S, Zhang J, Kobert K, Pavlidis P,
Stamatakis A, Flouri T. 2017. Multi-rate Poisson tree
processes for single-locus species delimitation under
maximum likelihood and Markov chain Monte Carlo.
Bioinformatics 33: 1630—1638.

Kumar S, Stecher G, Tamura K. 2016. MEGAT7: molecular
evolutionary genetics analysis version 7.0 for bigger datasets.
Molecular Biology and Evolution 33: 1870-1874.

Lanfear R, Frandsen PB, Wright AM, Senfeld T,
Calcott B. 2016. PartitionFinder 2: new methods for
selecting partitioned models of evolution for molecular and
morphological phylogenetic analyses. Molecular Biology and
Evolution 34: 7T72-773.

Manthey U, Denzer W. 2006. A revision of the Melanesian—
Australian angle head lizards of the genus Hypsilurus (Sauria:
Agamidae: Amphibolurinae), with description of four new
species and one new subspecies. Hamadryad 20: 1-40.

Manthey U,Denzer W.2016.Melanesische Winkelkopfagamen
der Gattung Hypsilurus Peters, 1867 — Teil 1: Arten von
Neuguinea. Sauria 38: 11-36.

Marki PZ, Jgnsson KA, Irestedt M, Nguyen JMT,
Rahbek C, Fjeldsa J. 2017. Supermatrix phylogeny and
biogeography of the Australasian Meliphagides radiation
(Aves: Passeriformes). Molecular Phylogenetics and
Evolution 107: 516-529.

Matzke NdJ. 2013. Probabilistic historical biogeography: new
models for founder-event speciation, imperfect detection, and
fossils allow improved accuracy and model-testing. Frontiers
of Biogeography 5: 242—-248.

Matzke NdJ. 2014. Model selection in historical biogeography
reveals that founder-event speciation is a crucial process in
island clades. Systematic Biology 63: 951-970.

McCoy M. 2006. Reptiles of the Solomon Islands. Sofia: Pensoft
Publishers.

Meiri S, Bauer AM, Allison A, Castro-Herrera F,
Chirio L, Colli G, Das I, Doan TM, Glaw F, Grismer LL,
Hoogmoed M, Kraus F, LeBreton M, Meirte D, Nagy ZT,
Nogueira CDC, Oliver P, Pauwels OSG, Pincheira-
Donoso D, Shea G, Sindaco R, Tallowin OJS, Torres-
Carvajal O, Trape JF, Uetz P, Wagner P, Wang Y,
Ziegler T, Roll U. 2018. Extinct, obscure or imaginary:
the lizard species with the smallest ranges. Diversity and
Distributions 24: 262-273.

Melville J, Schulte JA 2nd, Larson A. 2001. A molecular
phylogenetic study of ecological diversification in the
Australian lizard genus Ctenophorus. The Journal of
Experimental Zoology 291: 339-353.

Mitchell KdJ, Pratt RC, Watson LN, Gibb GC, Llamas B,
Kasper M, Edson J, Hopwood B, Male D, Armstrong KN,
Meyer M, Hofreiter M, Austin J, Donnellan SC, Lee MS,
Phillips MdJ, Cooper A. 2014. Molecular phylogeny,
biogeography, and habitat preference evolution of marsupials.
Molecular Biology and Evolution 31: 2322-2330.

Moyle RG, Oliveros CH, Andersen MJ, Hosner PA,
Benz BW, Manthey JD, Travers SL, Brown RM,
Faircloth BC. 2016. Tectonic collision and uplift of
Wallacea triggered the global songbird radiation. Nature
Communications 7: 12709.

Nguyen LT, Schmidt HA, von Haeseler A, Minh BQ. 2015.
IQ-TREE.: a fast effective stochastic algorithm for estimating
maximum-likelihood phylogenies. Molecular Biology and
Evolution 32: 268-274.

Nix H. 1982. Environmental determinants of biogeography
and evolution in Terra Australis. In: Barker WR,
Greenslade PJM, eds. Evolution in arid Australia. Frewville:
Peacock Publications in association with Australian
Systematic Botany Society and ANZAAS, 47-66.

Norman JA, Christidis L, Schodde R. 2018. Ecological
and evolutionary diversification in the Australo-Papuan
scrubwrens (Sericornis) and mouse-warblers (Crateroscelis),
with a revision of the subfamily Sericornithinae (Aves:
Passeriformes: Acanthizidae). Organisms Diversity and
Evolution 18: 241-259.

Oliver LA, Rittmeyer EN, Kraus F, Richards SJ, Austin CC.
2013. Phylogeny and phylogeography of Mantophryne (Anura:
Microhylidae) reveals cryptic diversity in New Guinea.
Molecular Phylogenetics and Evolution 67: 600—607.

Oliver PM, Blom MPK, Cogger HG, Fisher RN,
Richmond JQ, Woinarski JCZ. 2018a. Insular
biogeographic origins and high phylogenetic distinctiveness
for a recently depleted lizard fauna from Christmas Island,
Australia. Biology Letters 14: 20170696.

© 2019 The Linnean Society of London, Biological Journal of the Linnean Society, 2019, XX, 1-15

6102 J18qWBAON €] UO Jasn AlsiaAlun a1els euelsinoT Aq 1951 /SS/SZ 1Z|g/ueauuljolq/s60 | 0 L/10p/1o.Sqe-a[o1e-80uBAPE/UBSUUI0IG/WOoo dnoolwepese//:sdiy woll papeojumod



14 0O.J.S.TALLOWIN ET AL.

Oliver PM, Brown RM, Kraus F, Rittmeyer E, Travers SL,
Siler CD. 2018b. Lizards of the lost arcs: mid-Cenozoic
diversification, persistence and ecological marginalization
in the West Pacific. Proceedings of the Royal Society B:
Biological Sciences 285: 20171760.

Oliver PM, Iannella A, Richards SJ, Lee MS. 2017.
Mountain colonisation, miniaturisation and ecological
evolution in a radiation of direct-developing New Guinea
frogs (Choerophryne, Microhylidae). Peerd 5: e3077.

Oliver PM, Travers SL, Richmond JQ, Pikacha P,
Fisher RN. 2018c. At the end of the line: independent overwater
colonizations of the Solomon Islands by a hyperdiverse trans-
Wallacean lizard lineage (Cyrtodactylus: Gekkota: Squamata).
Zoological Journal of the Linnean Society 182: 681-694.

Palmer R, Pearson DJ, Cowan MA, Doughty P. 2013.
Islands and scales: a biogeographic survey of reptiles on
Kimberley islands, Western Australia. Records of the Western
Australian Museum Supplement 81: 183—204.

Pianka ER. 1986. Ecology and natural history of desert
lizards: analyses of the ecological niche and community
structure. Princeton: Princeton University Press.

Powney GD, Grenyer R, Orme CDL, Owens IPF, Meiri S.
2010. Hot, dry and different: Australian lizard richness is
unlike that of mammals, amphibians and birds. Global
Ecology and Biogeography 19: 386—-396.

Rambaut A, Suchard MA, Xie D, Drummond AdJ. 2014. Tracer
v.1.6. Available at: http:/tree.bio.ed.ac.uk/software/tracer/

Rawlings LH, Donnellan SC. 2003. Phylogeographic analysis
of the green python, Morelia viridis, reveals cryptic diversity.
Molecular Phylogenetics and Evolution 27: 36—44.

Revell LdJ. 2012. phytools: an R package for phylogenetic
comparative biology (and other things). Methods in Ecology
and Evolution 3: 217-223.

Roll U, Feldman A, Novosolov M, Allison A, Bauer AM,
Bernard R, Bohm M, Castro-Herrera F, Chirio L,
Collen B, Colli GR,Dabool L, Das I, Doan TM, Grismer LL,
Hoogmoed M, Itescu Y, Kraus F, LeBreton M, Lewin A,
Martins M, Maza E, Meirte D, Nagy ZT, Nogueira CDC,
Pauwels OSG, Pincheira-Donoso D, Powney GD,
Sindaco R, Tallowin OJS, Torres-Carvajal O, Trape JF,
Vidan E, Uetz P, Wagner P, Wang Y, Orme CDL,
Grenyer R, Meiri S. 2017. The global distribution of
tetrapods reveals a need for targeted reptile conservation.
Nature Ecology & Evolution 1: 1677-1682.

Schodde R, Calaby JH. 1972. The biogeography of the
Australopapuan bird and mammal faunas in relations to
Torres Strait. In: Walker D, ed. Bridge and barrier: the
natural and cultural history of Torres Strait. Canberra:
Australian National University, 257-300.

Shoo LP, Rose R, Doughty P, Austin JJ, Melville J. 2008.
Diversification patterns of pebble-mimic dragons are consistent
with historical disruption of important habitat corridors in arid
Australia. Molecular Phylogenetics and Evolution 48: 528-542.

Sniderman JMK, Woodhead JD, Hellstrom J, Jordan GdJ,
Drysdale RN. 2016. Pliocene reversal of late Neogene
aridification. Proceedings of the National Academy of
Sciences of the United States of America 113: 1999-2004.

Somaweera R, Somaweera N. 2009. Lizards of Sri Lanka: a
colour guide with field keys. Frankfurt: Chaimaira.

Stamatakis A. 2006. RAxML-VI-HPC: maximum likelihood-
based phylogenetic analyses with thousands of taxa and
mixed models. Bioinformatics 22: 2688—2690.

Stamatakis A. 2014. RAxML version 8: a tool for
phylogenetic analysis and post-analysis of large phylogenies.
Bioinformatics 30: 1312-1313.

Tallowin OJS, Tamar K, Meiri S, Allison A, Kraus F,
Richards SJ, Oliver PM. 2018. Early insularity and
subsequent mountain uplift were complementary drivers
of diversification in a Melanesian lizard radiation
(Gekkonidae: Cyrtodactylus). Molecular Phylogenetics and
Evolution 125: 29-39.

Tang CQ, Humphreys AM, Fontaneto D, Barraclough TG,
Paradis E. 2014. Effects of phylogenetic reconstruction method
on the robustness of species delimitation using single-locus
data. Methods in Ecology and Evolution 5: 1086—-1094.

Toon A, Crisp MD, Gamage H, Mant J, Morris DC,
Schmidt S, Cook LG. 2015. Key innovation or adaptive
change? A test of leaf traits using Triodiinae in Australia.
Scientific Reports 5: 12398.

Townsend TM, Mulcahy DG, Noonan BP, Sites JW Jr,
Kuczynski CA, Wiens JJ, Reeder TW. 2011. Phylogeny
of iguanian lizards inferred from 29 nuclear loci, and a
comparison of concatenated and species-tree approaches for
an ancient, rapid radiation. Molecular Phylogenetics and
Evolution 61: 363—-380.

Uetz P, Freed P, Hosek J. 2019. The reptile database.
Available at: http://www.reptile-database.org/

van Ufford AQ, Cloos M. 2005. Cenozoic tectonics of New
Guinea. AAPG Bulletin 89: 119-140.

Unmack PJ, Allen GR, Johnson JB. 2013. Phylogeny and
biogeography of rainbowfishes (Melanotaeniidae) from
Australia and New Guinea. Molecular Phylogenetics and
Evolution 67: 15-27.

Weisbecker V, Blomberg S, Goldizen AW, Brown M, Fisher D.
2015. The evolution of relative brain size in marsupials
is energetically constrained but not driven by behavioral
complexity. Brain, Behavior and Evolution 85: 125-135.

Welton LdJ, Siler CD, Grismer LL, Diesmos AC, Sites JW,
Brown RM. 2016. Archipelago-wide survey of Philippine
forest dragons (Agamidae: Gonocephalus): multilocus
phylogeny uncovers unprecedented levels of genetic diversity
in a biodiversity hotspot. Biological Journal of the Linnean
Society 120: 410-426.

Wood PL, Grismer JL, Grismer LL, Ahmad N, Onn CK,
Bauer AM. 2009. Two new montane species of Acanthosaura
Gray, 1831 (Squamata: Agamidae) from peninsular Malaysia.
Zootaxa 2012: 28—46.

Woodhead J, Hand SJ, Archer M, Graham I, Sniderman K,
Arena DA, Black KH, Godthelp H, Creaser P, Price E.
2016. Developing a radiometrically-dated chronologic
sequence for Neogene biotic change in Australia, from the
Riversleigh World Heritage Area of Queensland. Gondwana
Research 29: 153-167.

Zhang J, Kapli P, Pavlidis P, Stamatakis A. 2013. A
general species delimitation method with applications to
phylogenetic placements. Bioinformatics 29: 2869-2876.

Zug GR. 2013. Reptiles and Amphibians of the Pacific Islands.
Berkeley: University of California Press.

© 2019 The Linnean Society of London, Biological Journal of the Linnean Society, 2019, XX, 1-15

6102 J18qWBAON €] UO Jasn AlsiaAlun a1els euelsinoT Aq 1951 /SS/SZ 1Z|g/ueauuljolq/s60 | 0 L/10p/1o.Sqe-a[o1e-80uBAPE/UBSUUI0IG/WOoo dnoolwepese//:sdiy woll papeojumod


http://tree.bio.ed.ac.uk/software/tracer/﻿
http://www.reptile-database.org/

BIOGEOGRAPHY OF FOREST DRAGONS 15

SUPPORTING INFORMATION
Additional Supporting Information may be found in the online version of this article at the publisher's web-site:

Table S1. Australo-Papuan agamid specimen numbers, museum accession information, collection localities and
GenBank accession details for all the samples included in our analyses.

Table S2. Pairwise sequence divergence between the 18 recognized and putative species of Lophosaurus and
Hypsilurus included in biogeographical analyses.

Table S3. Information on the phylogenetic analyses, partitions, models and parameters.

Table S4. Phylogenetic dating calibrations for Australopapuan agamids used in this study.

Table S5. Character state traits, body-size measurements, geological region, biome and habitat preference
information for all samples used in the ancestral state and area analyses.

Table S6. Results of likelihood comparisons of dispersal models implemented in BioGeoBEARS on a reduced
Australo-Papuan agamid concatenated genetic dataset and geological categories.

Table S7. Results of fitting various macroevolutionary models of the discrete biome to the Australo-Papuan agamid phylogeny.
Table S8. Results of fitting various macroevolutionary models of the discrete trait habitat preference to the
Australo-Papuan agamid phylogeny.

Figure S1. Maximum likelihood phylogeny of Australo-Papuan forest dragons (Hypsilurus and Lophosaurus)
inferred from mitochondrial DNA using RAXxML.

Figure S2. Maximum likelihood phylogeny summarizing the diversity of Australo-Papuan forest dragons
(Hypsilurus and Lophosaurus) inferred from mitochondrial DNA using IQ-TREE.

Figure S3. Maximum likelihood phylogeny for Australo-Papuan agamids inferred from mitochondrial and
nuclear DNA using IQ-TREE.

Figure S4. Maximum likelihood phylogeny for Australo-Papuan agamids inferred from mitochondrial and
nuclear DNA using RAXML.

Figure S5. Ancestral geological range reconstructions of the Australo-Papuan agamids.

Figure S6. Bayesian inference chronogram estimation of Australo-Papuan agamid species and candidate species
using a concatenated lineage dataset and posterior probabilities indicated at each node. The 95% highest posterior
density (HPD) distributions are shown at the nodes. The colour of the branches indicates the biome.
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