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Abstract
Pangolins form a group of scaly mammals that are trafficked at record numbers for their meat and purported me
dicinal properties. Despite their conservation concern, knowledge of their evolution is limited by a paucity of 
genomic data. We aim to produce exhaustive genomic resources that include 3,238 orthologous genes and whole- 
genome polymorphisms to assess the evolution of all eight extant pangolin species. Robust orthologous gene-based 
phylogenies recovered the monophyly of the three genera and highlighted the existence of an undescribed species 
closely related to Southeast Asian pangolins. Signatures of middle Miocene admixture between an extinct, possibly 
European, lineage and the ancestor of Southeast Asian pangolins, provide new insights into the early evolutionary 
history of the group. Demographic trajectories and genome-wide heterozygosity estimates revealed contrasts be
tween continental versus island populations and species lineages, suggesting that conservation planning should con
sider intraspecific patterns. With the expected loss of genomic diversity from recent, extensive trafficking not yet 
realized in pangolins, we recommend that populations be genetically surveyed to anticipate any deleterious impact 
of the illegal trade. Finally, we produce a complete set of genomic resources that will be integral for future conser
vation management and forensic endeavors for pangolins, including tracing their illegal trade. These comprise the 
completion of whole-genomes for pangolins through the hybrid assembly of the first reference genome for the giant 
pangolin (Smutsia gigantea) and new draft genomes (∼43x–77x) for four additional species, as well as a database of 
orthologous genes with over 3.4 million polymorphic sites.
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Introduction
Genomics is being prioritized in wildlife research as it pro
vides genome-wide data for more accurate inferences on 
species or population delimitation, demographic para
meters, diversity, historical trajectories, and the adaptive 
capacity to global changes (Allendorf et al. 2010). 
Although transforming this research into conservation 
practice is yet to be common (Shafer et al. 2015), the 
gap is closing (Garner et al. 2016; Formenti et al. 2022; 
Paez et al. 2022).

Pangolins are a group of mammals in the order 
Pholidota harboring eight extant species (four each in 
Africa and Asia; Gaubert et al. 2020) that have become a 
taxon of great public interest and conservation concern 
in recent years (Pietersen and Challender 2020; Heighton 
and Gaubert 2021). This is mainly due to them being the 
most trafficked wild mammals on Earth (Heinrich et al. 
2017) and a recent, incorrect, suggestion that they may 
have been linked to the COVID-19 pandemic (Frutos 
et al. 2020; Lam et al. 2020; Lee et al. 2020). Despite their 
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dire conservation circumstances, pangolins are considered 
to be understudied with major gaps in basic species or 
population research (Pietersen and Challender 2020; 
Heighton and Gaubert 2021). Even with a long-standing 
interest in their taxonomy, particularly in light of their 
convergent evolution with South American anteaters 
(Xenarthra: Miyamoto and Goodman 1986; Wyss et al. 
1987; Murphy et al. 2001; Delsuc et al. 2002), phylogenetic 
studies focusing on pangolins have been incomplete. They 
have either been restricted to single marker or mitochon
drial genomes, limited by taxon coverage, or clouded by in
correct taxonomic sampling (Yu et al. 2011; Du Toit et al. 
2014; Gaubert and Antunes 2015; Hassanin et al. 2015; du 
Toit et al. 2017). The most comprehensive phylogenetic 
study to date was inferred using a dataset of mitogenomes 
and nine nuclear genes encompassing all eight species 
(Gaubert et al. 2018).

As for genome-wide inferences for pangolins, the major
ity of studies undertaken have been non-NGS (next- 
generation sequencing) related and have used traditional 
methods like karyotyping (Ray-Chaudhuri et al. 1969; Su 
et al. 1994; Che et al. 2008; Zhihai et al. 2016). In fact, 
only two pangolin species (Chinese pangolin; Manis penta
dactyla and Sunda pangolin; M. javanica) have published 
full genomes, both of which have become the subject of 
crucial conservation genomic studies (Choo et al. 2016; 
Nash et al. 2018; Hu, Hao et al. 2020). These studies have 
mainly focused on demographic history to determine 
the consequences of recent population fluctuations due 
to climatic oscillations (Hu, Hao et al. 2020; Wei et al. 
2022). However, they have also delved into comparisons 
of diversity, inbreeding, mutational load amongst popula
tions as well as population structuring for geographic as
signment of illegally traded individuals (Hu, Hao et al. 
2020; Wei et al. 2022). Despite the thoroughness of these 
studies on the two species, our understanding of the 
genome-wide evolution of pangolins is still taxonomically 
limited, which compromises the potential of utilizing gen
etic markers for conservation and management purposes 
of the entire order (Allendorf et al. 2010; Kotze et al. 2020).

Producing genome-wide inferences of pangolins is a 
challenging task. First, their elusive behavior and tropical 
distributions render genetic sampling to be time- 
consuming and costly. Second, the phylogenetic isolation 
of the group from other mammalian orders, the limited 
fossil records, and the deep divergence within pangolins 
(Gaudin et al. 2009; Gaubert et al. 2018), pose methodo
logical hurdles. Despite Pholidota being sister to the order 
Carnivora, the two orders are estimated to have started to 
diverge from around 78.9–76 million years ago (Zhou et al. 
2011; Gaubert et al. 2018), thus making it difficult to in
corporate outgroup taxa for genomic inferences of diver
gence and introgression. Compounded by this is the 
deep divergence (± 37.9 million years ago) of Asian and 
African pangolins (Gaubert et al. 2018) which may intro
duce ascertainment bias to genomic inferences depending 
on which continental clade the reference genome is a part 
of (Günther and Nettelblad 2019; Bohling 2020). 

Therefore, alternative approaches to the simple variant- 
based phylogenomic analyses based on the alignment of 
all taxa to a single pangolin reference genome need to 
be considered (Kapli et al. 2020; Prasad et al. 2022).

The basis of conservation genomics relies upon generat
ing genomic data such as reference genomes and datasets 
of markers (e.g., homologous/orthologous genes, single nu
cleotide polymorphisms [SNPs]) used to make species and 
population inferences for application in conservation 
management (Allendorf et al. 2010; Formenti et al. 2022; 
Paez et al. 2022). With pangolins requiring conservation ac
tion, compounded by limited genomic information for the 
group, a gap needs to be filled. We thus aim to conduct the 
first full genome analysis on all eight pangolin species, to 
determine evolutionary relationships and demographic 
trends, identify key genetic parameters for species man
agement, and develop a set of markers for future conserva
tion genetic/genomic efforts. Additionally, we provide a 
high-quality hybrid assembled reference genome of the 
giant pangolin (Smutsia gigantea), an elusive fossorial spe
cies found in western and central Africa, which promises to 
be a key reference for the Smutsia genus and the African 
species alike.

Results and Discussion
We sequenced, assembled, and annotated the first 
reference genome for the genus Smutsia (giant pangolin; 
S. gigantea, ∼87x) using a combination of long-read 
Nanopore sequencing and short-read Illumina sequencing 
(hybrid assembly). We also sequenced and assembled short 
read Illumina draft genomes for the black-bellied 
(Phataginus tetradactyla, ∼43x), Temminck’s (Smutsia 
temminckii, ∼44x), Indian (Manis crassicaudata, ∼53x), 
and Philippine (Manis culionensis, ∼77x) pangolins 
(supplementary table S1, Supplementary Material online). 
These new genomic data along with previously published 
reference genomes of the remaining three species, namely, 
the white-bellied (Phataginus tricuspis), Sunda (M. javanica), 
and Chinese (M. pentadactyla) pangolins (supplementary 
table S1, Supplementary Material online), provide the first 
complete set of genomes for Pholidota. We also included a 
recently published genome of a pangolin of uncertain origin 
and taxonomy, seized from south-western China (Cao et al. 
2021). In an effort to reduce ascertainment bias from map
ping deeply divergent Asian and African species to a single 
reference (Albrechtsen et al. 2010; Lachance and Tishkoff 
2013; Prasad et al. 2022), species were mapped to a represen
tative genome from their respective clade (supplementary 
fig. S1, Supplementary Material online). The mapped gen
omes then underwent haplotype (haploid) and IUPAC 
ambiguity codes (diploid) consensus assignment before 
using mtDNA haplotypes and 3,238 entire single-copy 
orthologous autosomal genes (introns and exons) for phylo
genomic and divergence time inferences.

A Potential New Species of Pangolin From Asia
Our partitioned concatenated (supermatrix), nonparti
tioned concatenated, and coalescent (summary tree) 
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phylogenies based on orthologous, whole-gene markers 
show robust support for the previously reported clear 
dichotomy between African and Asian pangolins. The 
three main clades are also in agreement with the three 
distinct pangolin genera (fig. 1 & supplementary fig. S2, 
Supplementary Material online; Gaubert et al. 2018). The 
seized individual from Sichuan China that was either iden
tified as M. culionensis in Cao et al. (2021) based on mito
genomic data or identified as M. crassicaudata on NCBI 
(GCA_016801295) does not fit either classification. We 
find that it is a sister to the Southeast Asian pangolins (M. 
javanica and M. culionensis) rather than grouping with M. 
culionensis and does not group with the Indian pangolin 
(M. crassicaudata) either (fig. 1). Our full mitochondrial gen
ome phylogeny supports the findings of the orthologous 
full nuclear gene phylogeny (supplementary fig. S3a, 
Supplementary Material online), while the Cytochrome b 
(Cytb; supplementary fig. S3b, Supplementary Material on
line) and Cytochrome c oxidase I (COI; supplementary fig. 
S3c, Supplementary Material online) gene phylogenies sug
gest that this individual forms a clade with two samples 
seized in Hong Kong. These two samples, with which this in
dividual seized from Sichuan China groups, have been sug
gested to be a potentially novel Asian pangolin species 
based on Cytb and COI species delimitation (Zhang et al. 
2015; Hu, Roos et al. 2020).

To determine whether this undescribed Manis species is 
a potential hybrid or at the least, an admixed individual 
with other Asian species, we performed f4-ratio, f-branch, 
and ancestry painting analyses across this group. The lar
gest f4-ratio and f-branch ratio suggests that 4.91% of the 
genome common to the undescribed Manis sp. and M. ja
vanica has been affected by gene flow (admixture propor
tion; supplementary fig. S4a and b, Supplementary Material
online). The ancestral painting analysis confirmed low ad
mixture of this species (supplementary fig. S4c and table 
S2, Supplementary Material online) as the proportion of 
heterozygous genotypes between two sets of putative par
ental combinations (M. javanica with M. crassicaudata or 
M. culionensis) were on average 1.9% (F1 generation hybrid 
would be ∼100%). Our findings suggest that the individual 
from Sichuan China is not a hybrid, but that there may have 
been low levels of gene flow between M. javanica and this 
Manis sp. in the past.

Our results using admixture, mitochondrial gene phylo
genies, orthologous whole-gene phylogenies with high 
bootstrap support, and concordance analysis provide a 
suite of evidence that the individual seized from Sichuan 
China likely represents a separate Asian species (Manis 
sp.) rather than M. crassicaudata or M. culionensis (Cao 
et al. 2021). However, with high levels of cryptic diversity 
across pangolin species (Gaubert et al. 2016; 2018), notably 
within M. culionensis and M. javanica (Zhang et al. 2015; 
Nash et al. 2018; Hu, Roos et al. 2020), we cannot be certain 
that this previously undescribed taxon is indeed a new 
Manis species or part of a M. javanica species complex 
that includes this taxon and M. culionensis. Additional ana
lyses using multiple geo-referenced wild samples for each 

species, as well as species boundary testing through genom
ic and morphological data will provide further insight into 
the status of this taxon and its distribution. These para
meters will be crucial in determining conservation prior
ities and management plans for this potentially new 
species.

Reticulation and Incomplete Lineage Sorting in 
Southeast Asian Pangolins
To assess the level of alternative topologies across the 
phylogenetic species tree, we used a gene (gCF) and site 
(sCF) concordance factor analysis, along with the propor
tion of alternative quartets around each branch of the 
main topology as obtained from the coalescent species 
tree analysis (Zhang et al. 2018; Minh, Hahn et al. 2020). 
Overall, there was a low level of discordance and propor
tion of alternative topologies (d = 0.981; fig. 1 and 
supplementary fig. S2c, Supplementary Material online), in
dicating a global robustness of the pangolin tree topology 
(Minh, Hahn et al. 2020). The clade containing M. javanica 
and M. culionensis had the highest values for both gene 
discordance (90.6 gCF/88.4 sCF) and alternative quartet 
topologies (8.81%; fig. 1 and supplementary fig. S2c, 
Supplementary Material online). Manis javanica and M. cu
lionensis are currently regarded as distinct species based on 
five discriminant morphological characters (Gaubert and 
Antunes 2005) and phylogenetic species delimitation 
(Gaubert et al. 2018), although mean pairwise genetic dis
tances between the two were lower than any other species 
combinations, including estimates across the six P. tricuspis 
lineages (Gaubert et al. 2018). Thus, our results demon
strate the need for extensive population-level estimates 
across the distributions of Southeast Asian pangolin spe
cies, including the undescribed Manis sp. taxon, to aid in 
species conservation planning and accurate postseizure re
patriation of live individuals (Nash et al. 2018). The latter is 
particularly pertinent given the multiple Southeast Asian 
islands from which lineages of M. javanica are sourced 
and traded (Zhang et al. 2015; Nash et al. 2018).

Given the relatively short branch length (as a result of re
cent divergence) possibly causing this uncertainty in separ
ating M. culionensis from M. javanica through incomplete 
lineage sorting (ILS; Blom et al. 2016), we conducted a χ2 

test on the gene concordance factors. The results suggest 
that ILS is the sole cause of discordance as the alternative 
topologies are not significantly independent (P < 0.05; 
supplementary table S3, Supplementary Material online) re
garding the frequency of gene-trees supporting each top
ology (Huson et al. 2005; Zheng and Janke 2018). This is 
however not the case for the branch leading to the M. cras
sicaudata/Manis sp./M. culionensis/M. javanica clade where
by alternative topologies are significantly independent (fig. 1
and supplementary table S3, Supplementary Material on
line). The clade is also an outlier for the lowest site concord
ance (94.6 gCF/67.99 sCF), which points to site discrepancies 
for this clade. With introgression (ancient gene flow) and hy
bridization being possible causes of unbalanced gene-tree 
discordance of this clade (Doyle 1992), we tested for this 
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across the clade using the aforementioned f4-ratio and 
f-branch statistics and across the entire topology using the 
maximum pseudolikelihood network reticulation analysis 
(Than et al. 2008). The results indicate limited admixture 
across the clade (supplementary fig. S4a and b, 
Supplementary Material online) and that a single reticula
tion event is the most likely scenario for pangolins (fig. 1). 
The timing and direction of this event is concurrent with 
that of the non-ILS related bias in alternative topologies de
termined by the χ2 analysis. The nonindependence caused 
by the higher alternative topology (bottom quartet; fig. 1) 
points to introgression/hybridization between a lineage 
sister-group to the African (contributing 31.9% of genes; 
supplementary fig. S5a, Supplementary Material online) or 
Asian (contributing 27.9% of genes; supplementary fig. S5b, 
Supplementary Material online) pangolin clades and the an
cestor of Southeast Asian pangolins (including Manis sp.). 
The difference between the two potential basal lineage 

donors is due to whether we grouped all individuals from 
a species as the same species (basal Asian contributor), or 
kept them as separate evolutionary units (basal African con
tributor) for the reticulation analysis. Based on our average 
divergence estimates (fig. 2; see below), this event likely oc
curred during the Miocene (between 7.16 and 16.84 Ma).

An Updated Biogeographic Scenario for Pangolins
Given the uncertainty of the basal branch contributor 
(Asian or African) in unison with the timing of the intro
gression event, we hypothesize that this ghost lineage 
was likely European. It may have moved toward 
Southeast Asia due to the shrinking of tropical environ
ments in Europe during the middle Miocene climatic cool
ing (Jiménez-Moreno 2006), as seen with hominoids 
(Begun et al. 2012). This is plausible as pangolins are sug
gested to have occurred in Europe within the Miocene 
(Necromanis; Alba et al. 2018) and into the Pleistocene 

Smutsia gigantea
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FIG. 1. (a) Phylogenetic tree of extant pangolins based on the alignment(s) of 58,724,014 bp from 3,238 IUPAC consensus whole-gene markers. 
The phylogeny consists of 13 individuals from all eight species and is rooted with two representatives of the sister order Carnivora. The same 
topology was derived from a partitioned concatenated (supermatrix), nonpartitioned concatenated (supplementary fig. S2a, Supplementary 
Material online), and coalescent (summary tree; supplementary fig. S2b, Supplementary Material online) phylogenies, hence only the former 
is shown. All three phylogenies have full branch support for all nodes (100 for the concatenated phylogenies using 1,000 Felsenstein bootstrap 
replicates and one for the coalescent phylogeny using local posterior probability). Nodal numbers represent the concordance factors of genes 
(gCF) and sites (sCF off 100 quartets), which indicate the proportion of genes and sites that fit the current topology. Dotted lines with arrow 
heads indicate a suggested reticulation event based on maximum pseudolikelihood phylonetworks testing (supplementary fig. S5, 
Supplementary Material online). (b) The main species tree quartet and the two alternative gene tree quartet topologies (from top to bottom 
on the top right) were identified from the coalescent analysis (supplementary fig. S2c, Supplementary Material online). These quartets only im
plicate the internal branch around the four Asian pangolin species in corresponding colors in the main phylogeny. The value at the center of each 
quartet equals the proportion of gene trees following this quartet while the value to the right of the branch is the corresponding number of gene 
trees. Branches joining Carnivora to Pholidota have been shortened as indicated with two diagonal lines (//). Asterisks (*) indicate confiscated 
individuals whose origins could not be verified. Pangolin illustrations by Sheila McCabe.
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(Smutsia olteniensis, 2.2–1.9 Ma; Terhune et al. 2021). 
Alternatively, it may have been widespread in Laurasia 
and diversified throughout the region, before having 
gone extinct across parts of the continental mass. 
Additional population-based analyses and fossils across 
the region will aid in determining whether these hypoth
eses hold, and whether this ancient admixture event was 
adaptive (Figueiró et al. 2017). Recent fossils of pangolins 
found in South Africa (5 Ma, S. gigantea), India 
(Pleistocene, M. lydekkeri), and Java (42,000–47,000 ya, 
M. paleojavanica) provide further evidence of dramatic 
historical distribution changes (Gaudin et al. 2009; 
Terhune et al. 2021), and at the same time, that the poten
tial effect of extinct lineages on our results needs to be 
considered.

To delve further into the scenario of pangolin diversifi
cation, the orthologous whole-genes were used to perform 
Bayesian estimation of divergence times guided by the co
alescent tree and fossil calibrations (supplementary table 
S4, Supplementary Material online; dos Reis and Yang 
2019). At most nodes, our genome-wide results concur 
with the divergence estimates and resultant biogeographic 
scenario of diversification previously described with fewer 
markers (fig. 2; supplementary table S5, Supplementary 

Material online; Gaubert et al. 2018; Hu, Roos et al. 
2020). This is the case of the Manis sp. taxon which split 
from M. culionensis and M. javanica around the late 
Miocene (7.16 Ma; 4.73–10.42 Ma), similar to the times 
suggested by Hu, Roos et al. (2020) using COI and Cytb 
markers (6.95 Ma; 4.64–9.85 Ma).

We found that the two Southeast Asian pangolin spe
cies (M. javanica and M. culionensis) split during the 
Upper Miocene to Pliocene (mean = 2.71 Ma; 95% highest 
posterior density (HPD) = 1.70–4.21 Ma; supplementary 
table S5, Supplementary Material online), suggesting that 
the isolation by sea level rising (800–500 ka) of 
proto-Philippine pangolins coming from Borneo may 
have not been the original cause of their divergence (see: 
Gaubert and Antunes 2015). The split occurs around the 
same time as that between the M. pentadactyla population 
in Taiwan and the M. pentadactyla individual confiscated 
in Yunnan, China (2.82 Ma; 1.48–4.95 Ma), and overlaps 
with the split between the M. javanica population in 
Malaysia and the M. javanica individual confiscated in 
Yunnan, China (0.77 Ma; 0.46–1.24 Ma). These two novel, 
population-based estimates suggest divergences between 
lineages through relatively ancient population structuring 
for M. javanica, M. culionensis, and M. pentadactyla 
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FIG. 2. Time-calibrated phylogeny of extant pangolins. Mean posterior divergence times in millions of years and 95% Highest Posterior Density 
(HPD) intervals (nodal bars) for each node (see supplementary table S5, Supplementary Material online for values). The divergence estimates 
were based on the unpartitioned, IUPAC concatenated tree dataset of 58,724,014 bp (supplementary fig. S2a, Supplementary Material online) 
using Markov chain Monte Carlo (MCMC) sampling of 20 million generations (2 million generation burn-in) following an auto-correlated, log- 
normal relaxed clock model. We used fossil calibrations on the nodes of Ferae (upper bound from molecular data by Zhou, et al. (2011)), 
Carnivora and Pholidota as priors for the analysis (supplementary table S4, Supplementary Material online). Three geological/biological events 
of importance in our study are also highlighted by dotted lines and labels above the phylogeny. Asterisks (*) indicate confiscated individuals 
whose origins could not be verified. Pangolin illustrations by Sheila McCabe.
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occurred before isolation of islands, as inferred in the deep, 
nearly species-level divergence of the two lineages of leop
ard cats (Prionailurus bengalensis) from Sundaland and 
mainland Southeast Asia (Luo et al. 2014). This is evi
denced by the population divergence of M. pentadactyla 
having occurred even before the final separation of 
Taiwan from the continental mainland (Kawamura et al. 
2016).

Our analysis indicates earlier divergence time estimates for 
Asian species than previously suggested (supplementary 
table S5, Supplementary Material online; Gaubert et al. 
2018), particularly for the genus Manis (split between 
M. pentadactyla and the ancestor of M. crassicaudata/ 
Manis sp./M. culionensis/M. javanica) which diverged dur
ing the Oligocene to Upper Miocene period (22.62 Ma; 
17.07–28.23 Ma as opposed to 12.9 Ma; 10.3–15.6 Ma). 
The split of M. pentadactyla likely suggests a northern 
(M. pentadactyla; China)/southern (other Manis species; 
India, Indochina) Asian clade split, coincident with 
the Oligocene/Miocene boundary’s second uplift of the 
Himalayan–Tibetan plateau in western China and extru
sion of the Indochina block (Spicer et al. 2020; Deng 
et al. 2021). The biogeographic scenarios of other verte
brate species and current distribution limits of M. javanica 
and M. pentadactyla across the Ailao Shan-Red River 
shear zone (Tapponnier et al. 1990) coincide with this 
Indochina–China separation (Zhang et al. 2006; Che et al. 
2010; Xiang et al. 2021). Overall, more fossil evidence is re
quired to fully comprehend the evolution of pangolins given 
the paucity of the fossil record along with the possibility of 
multiple extinct lineages during the evolution of the group 
(Gebo and Rasmussen 1985; Gaudin et al. 2009). We also 
caution that our divergence estimates derive from complete 
nuclear genomes rather than mitochondrial genomes and 
nine nuclear markers, as well as the addition of a lower 
bound calibration for Pholidota (Gaubert et al. 2018), which 
could influence some of the observed differences between 
our estimates.

Pangolin Demographic History is Shaped by 
Lineage-specific Biogeography
Although all species showed differing trends in inverse in
stantaneous coalescent rate (IICR) trajectories, most 
started to decline between 1,200 and 600 ka (pairwise se
quentially Markovian coalescent [PSMC]; fig. 3) during the 
Mid-Pleistocene Transition (Chalk et al. 2017). This period 
relates to the transition from the less extreme shorter 
41,000 year glacial-interglacial cyclicity to that of the 
more extreme 100,000 year cycles (Chalk et al. 2017), 
which may have led to population declines or structuring 
in pangolins as their habitats shifted in size and connectiv
ity (Hewitt 2000; Palkopoulou et al. 2015). For the main
land Asian species/populations and P. tetradactyla, the 
most rapid phase of their declines occurred during a per
iod that saw one of the two most extreme glaciation per
iods in the last 800 ka, the Marine Isotope Stage (MIS) 16 
(676–621 ka; Lang and Wolff 2011).

Interestingly, the island species M. culionensis (Palawan 
Isl., Philippines) and the island population of M. pentadactyla 
(Taiwan) exhibited more recent declines (440–300 ka; fig. 
3a) post-dating the last two major sea level lowstands of 
the past 500 ka (Rohling et al. 1998; Robles et al. 2015). 
These lowstand periods [440 ka (−139 meters compared 
to current sea levels) and 340 ka (−122 to −134 meters)] 
align with fossil and phylogeographic evidence of faunal mi
gration to the current Asian islands during the Middle 
Pleistocene, including between the strait connecting China 
to Taiwan (c. 70 meters deep) and the strait connecting 
Borneo to Palawan (c. 145 meters deep; Tougard 2001; 
Hosoda et al. 2011; Kawamura et al. 2016; Ali 2018). It is, 
therefore, possible that after these lowstands, pangolins on 
these islands were isolated (population structuring) with a 
decreasing landmass (population decline) as sea levels 
rose. This also aided in the gene-flow of M. javanica (in
creased IICR) during the Last Glacial Period when sea levels 
fell (fig. 3a). This difference between island versus continen
tal population fluctuations through time, and the influence 
of sea-levels for island populations has been found in 
Southeast island populations of M. javanica (Hu, Hao et al. 
2020). The absence of such a signature in the two M. crassi
caudata individuals from the island population of Sri Lanka 
could likely be due to the strait connecting India to Sri Lanka 
being only a minimum of 20 meters deep, allowing for exten
sive continental exchanges across the late quaternary climat
ic fluctuations (Bossuyt et al. 2004; Ali 2018). This links with 
the previously suggested nonmonophyly of Sri Lankan mito
genomes in the species (Gaubert et al. 2018).

The PSMC curves for the two P. tricuspis lineages that we 
tested showed differing trends; the Western Central Africa 
(WCA) lineage presented a stable IICR through time, while 
the Dahomey Gap (DG) lineage experienced a progressive 
decline (fig. 3b). These differences are mirrored by their 
genetic diversity whereby DG contains low levels of genetic 
diversity and high levels of inbreeding, while WCA has an 
opposite pattern (fig. 4, see below; Aguillon et al. 2020; 
Zanvo et al. 2022). Our differing results for the two P. tricus
pis lineages (Gaubert et al. 2016) included in this study sug
gest that the demographic history of the species is likely 
complex, lineage specific, and will require more thorough 
investigation (notably since the DG sample had limited se
quencing depth; supplementary table S1, Supplementary 
Material online). They also confirm that these two lineages 
have distinct evolutionary trajectories, which have been se
parated by strong biogeographic barriers (Gaubert et al. 
2016), and thus should be treated as separated conserva
tion units. Further deciphering of phylogeographic struc
ture within pangolin species through population 
stratification methods is required before more complex 
demographic scenarios are assessed (Excoffier et al. 2021). 
Particularly since the PSMC’s assumption of panmixia 
and its sensitivity to population structure strongly limit 
its interpretation (Salmona et al. 2017; Arredondo et al. 
2021), especially in pangolins, which show high levels of 
cryptic diversity (Zhang et al. 2015; Gaubert et al. 2016; 
Nash et al. 2018).
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Manis crassicaudata 3

Manis crassicaudata 4

Manis culionensis

Manis javanica - Malaysia

Manis javanica - China*

Manis pentadactyla - Taiwan
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Manis sp. - China*
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FIG. 3. PSMC model on diploid genomes provide demographic trajectories of each pangolin species/population for the (a) Asian and (b) African 
continental clades. Bootstrap support of 100 iterations for each species/population are indicated by the lighter lines of the corresponding spe
cies/population principle line (thick single line). Approximate inverse instantaneous coalescence rate (IICR) values are indicative of effective 
population size (Ne), but may be influenced by changes in population size, connectivity and selection. Curves are scaled by a mutation rate 
of 1.5 × 10−8 substitutions per site per generation (µ) based on previous pangolin-related estimates (Choo, et al. 2016). Generation time in years 
(g) per species was estimated from available literature (supplementary table S7, Supplementary Material online). Vertical dotted lines with labels 
indicate important climatic events for this study while the shaded areas represent the Last Glacial Period (left) and Miocene-Pleistocene 
Transition (right). This figure was produced through a modified version of the following R script: https://github.com/elhumble/SHO_ 
analysis_2020. Asterisks (*) indicate confiscated individuals whose origins could not be verified.
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Delayed Loss in Genome-Wide Diversity
We estimated genome-wide heterozygosity using the site 
frequency spectrum inferred from genotype-likelihoods of 
full genome data (Korneliussen et al. 2014). We found large 
variation across pangolin species, up to a 6.65-fold diver
gence between the lowest and highest estimates (0.074– 
0.492% heterozygosity; fig. 4 and supplementary fig. S6, 
Supplementary Material online & supplementary table S6, 
Supplementary Material online). The Manis sp. individual 
(0.161%) has an above-average heterozygosity estimate 
for mammalian species (average = 0.156%; supplementary 
fig. S6, Supplementary Material online). This taxon is still, 
however, comparable to species of conservation import
ance like the silvery gibbon (Hylobates moloch; 
supplementary table S6, Supplementary Material online). 
The lower end of the heterozygosity spectrum is occupied 
by the P. tricuspis DG lineage (0.074%), one M. crassicaudata 
individual from Sri Lanka (MCR4; 0.075%), and M. penta
dactyla (0.085%) from Taiwan. The latter population is 
from a deeply isolated island, suggesting that the founding 
effect, isolation from continental populations, and/or sub
sequent drift have reduced its levels of heterozygosity. This 
is a concern because long-term low population size and iso
lation can result in genetic load due to the accumulation 
and fixation of deleterious variants (Robinson et al. 2016). 
However, the major islands hosting pangolin populations 
(e.g., Sri Lanka, Taiwan, and Borneo) are large when 

compared to those iconic examples of such island effect 
(Robinson et al. 2016). Therefore, we believe that inter
national trade, habitat fragmentation, and finite popula
tion structuring through geographical and anthropogenic 
barriers will probably play a larger role in decreasing hetero
zygosity levels of these island populations in the future, 
than their geographic isolation (Lane-deGraaf et al. 2014).

We hypothesize that the low heterozygosity of the 
P. tricuspis DG lineage can be related to the DG’s biocli
matic history, which shaped a suboptimal savannah habi
tat intermixed with forest patches. Forest fragmentation 
through Holocene climatic oscillations (Salzmann and 
Hoelzmann 2005; Demenou et al. 2016) in conjunction 
with high levels of inbreeding through a steady IICR de
cline over the last 1 million years (fig. 3) may have resulted 
in a drastic decrease of effective population size and loss of 
heterozygosity, as noted using microsatellite data (Zanvo 
et al. 2022). Along with M. culionensis (0.492%), the other 
lineage of P. tricuspis (WCA; 0.334%) is an outlier for high 
levels of heterozygosity (fig. 4), alongside common species 
like the wild boar (Sus scrofa) and brown bear (Ursus arc
tos; supplementary table S6, Supplementary Material on
line). We nevertheless caution that our results may be 
influenced by genome quality or coverage (as is the case 
for M. culionensis; Mondol et al. 2013) and that they may 
not reflect species-wide diversity estimates as they are 
from only one or two representatives of each species. It 

FIG. 4. Proportion of genome-wide heterozygosity of pangolins (Pholidota) and other mammals. Estimates are grouped by mammalian order. 
Estimates are updated from the summary by Hu, Hao, et al. (2020), and displayed from smallest (least diverse) to largest (most diverse) by species 
in supplementary table S6, Supplementary Material online. Illustrations indicate the various taxonomic orders and are credited as follows 
(https://creativecommons.org/licenses/by/3.0/): Pholidota/Cetartiodactyla (Steven Traver), Carnivora (Gabriela Palomo-Munoz), Chiroptera 
(Margot Michaud), Lagomorpha/Marsupialia/Monotremata (Sarah Werning), Perissodactyla (Oscar Sanisidro), Primates (T. Michael Keesey), 
Proboscidea (Margot Michaud), Rodentia (Jiro Wada) sourced from PhyloPic (http://phylopic.org/).
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has been shown that heterozygosity estimates can be heigh
tened by admixture (Ackermann et al. 2019), however, we 
could not find interspecific admixture (supplementary fig. 
S4a and b, Supplementary Material online) that could 
have influenced the higher estimates found for M. culionen
sis (supplementary fig. S6, Supplementary Material online), 
providing further evidence of genome quality as a con
tributing factor. Additionally, nondegraded samples for 
M. culionensis are likely to provide lower heterozygosity 
estimates considering it is the most isolated species, 
found only on Palawan Island (Philippines) and surround
ing satellite islands.

Overall, we suggest that conservation management 
plans should consider the genetic variability and demo
graphic history within pangolin species, with special atten
tion being placed on populations in suboptimal/ 
fragmented habitats (DG) and islands (Taiwan, Palawan, 
and Sri Lanka). These heterozygosity estimates are likely 
not yet impacted by the recent boom in illicit pangolin 
trade (2016 for African species and a few pangolin genera
tions earlier for Asian species), one of the biggest contri
butors to population declines (Mondol et al. 2013; 
Challender et al. 2020). We therefore suggest that the 
negative effects of recent population declines on hetero
zygosity may be noticeable in generations to come (Sovic 
et al. 2019). It will also worsen along with its deleterious 
consequences on the survival ability of pangolins if the 
global trafficking of pangolins remains uninterrupted. 
Such prediction further emphasizes the crucial role that 
the genomic monitoring of pangolin populations will 
have to play in the conservation of Pholidota in the 
near future.

Providing Genomic Resources for Pangolin 
Conservation
In light of the drastic loss in genomic diversity likely to 
come (Dufresnes et al. 2018; van der Valk et al. 2019) and 
no evidence of a reduction in trade (Challender et al. 
2020), the need for genomic data and genetic markers for 
pangolin conservation is evident. We, therefore, provide a 
database of 3,238 genes ranked by levels of mean pairwise 
identity (supplementary Database S1, Supplementary 
Material online: https://doi.org/10.5281/zenodo.7517409), 
which could be used to design forensic markers for trade 
monitoring and prosecution by providing evidence of pos
sible geographic origin of poaching from seized samples 
(Zhang et al. 2015; Gaubert et al. 2018; Kotze et al. 2020; 
Ewart et al. 2021). Most genes have the ability to discrimin
ate between, and likely within, the eight extant pangolin 
species, thus providing an opportunity to create typing 
tools using the most discriminative genes for forensic 
and population genomic inferences (e.g., SNP panels and 
mini-barcoding primers). After removing genes that we 
determined to be outliers (610 genes based on the mean 
and deviation of mean pairwise identity; supplementary 
fig. S7, Supplementary Material online), the database has 
2,623 orthologous genes, totaling 3,410,610 segregating/ 
polymorphic sites. The top gene (TMEM38B) has a mean 

pairwise identity of 79.51 ± 13.56% (min = 65.95%; max  
= 93.07%) and 20.86% parsimony informative sites. The 
outlier test is a conservative and basic measure of deter
mining the top genes and so we provide the full list of 
genes for more in-depth forensic marker discovery. We 
also provide a good-quality reference genome for S. gigan
tea and the draft genomes of pangolin species for which 
virtually no current genomic data exist (many of which 
are geographically referenced). These genomic resources 
and the resultant inferences we made will be key for better 
conservation management, further conservation genetic 
research, and combating the illegal trade of pangolins 
(Allendorf et al. 2010; Kotze et al. 2020; Kardos 2021).

Materials and Methods
Sample Acquisition
Pangolin samples that were used for DNA extraction were 
collected in the field or from museum repositories (see 
supplementary table S1, Supplementary Material online for 
more information). Tissue samples were taken from two 
deceased Manis crassicaudata individuals who were con
fiscated from the trade in Sri Lanka. Tissue samples from 
Phataginus tetradactyla and Smutsia gigantea were col
lected from the Yaoundé bushmeat market, Cameroon. 
A spleen sample of Smutsia temminckii was collected 
from an individual who had succumbed to its injuries on 
an electrified game fence in the Kalahari Oryx Game 
Farm, South Africa. Finally, we collected a skin sample 
from Manis culionensis at the Field Museum of Natural 
History, Chicago (FMNH 62919), that had originated 
from Casuyan, Palawan Island, Philippines. Since the mu
seum sample showed signs of degradation, we took pre
cautions during the mapping and consequent filtering of 
its short-read data as well as interpretation of the results 
surrounding this species.

Genome Sequencing and Assembly
Hybrid Assembly Reference Genome of the Giant Pangolin 
(S. gigantea)
High molecular weight DNA suitable for Oxford Nanopore 
Technologies (ONT) long-read sequencing was extracted 
from an ethanol-preserved muscle sample (CAM011) using 
the protocol optimized by Tilak et al. (2020). Long-read se
quencing was performed with the ONT MinION instru
ment using libraries prepared with the ONT Ligation 
Sequencing kit SQK-LSK109 on four flow cells 
(FLO-MIN-106). This generated a total of 31.7 Gb of raw 
long-read data representing a genome depth-of-coverage 
of about 13x. ONT raw signal FAST5 files were then base- 
called with the high accuracy mode of Guppy v3.2.4 
(https://github.com/nanoporetech) on a graphics process
ing unit (GPU) computing server of the Montpellier 
Bioinformatics Biodiversity platform (https://mbb.univ- 
montp2.fr/MBB) and subsequently cleaned using 
Porechop v0.2.3 (https://github.com/rrwick/Porechop). 
Complementary Illumina 150PE short reads were produced 
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on an Illumina HiSeq 3000 sequencing system at the 
GeT-PlaGe sequencing platform at Genotoul (https:// 
www.genotoul.fr). After cleaning using Trimmomatic 
v0.33 (options -phred33 LEADING:3 TRAILING:3 
SLIDINGWINDOW:4:15 MINLEN:50; [Bolger et al. 2014]), 
we obtained about 185 Gb of short read data representing 
a genome depth-of-coverage of about 87 × (supplementary 
table S1, Supplementary Material online). A de novo hybrid 
genome assembly was performed using MaSuRCA v3.2.9 
(Zimin et al. 2013), which first assembles short reads into 
“super-reads” before assembling them guided by the long 
ONT reads. To evaluate genome quality, traditional mea
sures like the Benchmarking Universal Single-Copy 
Orthologs (BUSCO) score (Waterhouse et al. 2018), the 
number of scaffolds and contig N50, and mean and max
imum lengths were computed.

De novo genome annotation was performed for our 
S. gigantea hybrid assembly and the DNA Zoo 
chromosome-length assembly of P. tricuspis following 
the approach used in Allio et al. (2021). First, repetitive ele
ments were annotated and masked to avoid producing 
false evidence for gene annotations (Yandell and Ence 
2012). This annotation was first performed for each gen
ome independently using RepeatModeler v2.0.2 (Smit 
and Hubley 2008). To improve the accuracy of these de 
novo annotations, the libraries obtained from the different 
genomes were cleaned by removing protein-like sequences 
and were clustered for further analyses. The second step 
was to identify repeat elements by similarity search against 
publicly available libraries of mammalian repeats (Dfam 
[Wheeler et al. 2012]) using RepeatMasker v4.1.2-p1 
(Tarailo-Graovac and Chen 2009). The annotations result
ing from these two steps were synthesized in a General 
Feature Format (GFF) file to be fed into MAKER v3 (Holt 
and Yandell 2011).

To improve the gene annotation, we relied on transcrip
tomic information using publicly available RNAseq data for 
M. javanica (supplementary table S1, Supplementary 
Material online). To do so, raw reads from 25 transcrip
tomes were downloaded from Sequence Read Archive 
(SRA), cleaned using fastp v0.20.0 (Chen et al. 2018) using 
default parameters, and assembled with Trinity v2.9.0 
(Grabherr et al. 2011). The resulting transcriptome assem
blies were annotated with an adapted version of 
assembly2ORF (https://github.com/ellefeg/assembly2orf), 
which was specifically designed to annotate transcrip
tomes. This pipeline relies on evidence-based gene predic
tions to extract and annotate gene Coding DNA Sequences 
(CDSs) from transcriptome assemblies. The CDSs resulting 
from the annotation were concatenated and clustered by 
similarity with CD-HIT v4.8.1 (Li and Godzik 2006) to im
prove the efficiency of the subsequent MAKER annotation. 
The CDSs obtained from RNA-seq data were fed into 
MAKER v3 to help the evidence-based gene prediction. 
Additionally, the manually annotated, nonredundant pro
tein sequence database Uniprot/Swiss-prot (Bairoch and 
Apweiler 2000; The UniProt Consortium 2009) was pro
vided to MAKER v3 for the annotation.

To improve the annotation, three runs of MAKER v3 
were performed iteratively. In the first run, evidence-based 
gene predictions using sequence similarities with the CDSs 
extracted from both the Swiss-prot database and the 
transcriptomes were computed. Then, two additional 
runs were performed, with SNAP (Single Nucleotide 
Polymorphism Annotation Platform) v2006-07-28 (Korf 
2004) and Augustus v3.2.3 ((Stanke et al. 2006); via 
BUSCO v3, (Waterhouse et al. 2018)) as implemented 
within MAKER v3 to help create more sound gene models. 
In doing this, MAKER v3 uses the annotations from the 
two prediction programs in addition to the evidence- 
based gene predictions (similarities with reference CDSs) 
when constructing its models.

Draft Genomes for Other Pangolin Species
Paired-end Illumina short read (150 bp) sequencing was 
conducted on Manis crassicaudata, M. culionensis, 
S. temminckii and P. tetradactyla samples ranging from 
44 ×  to 76 ×  sequencing depth (supplementary table 
S1, Supplementary Material online). SOAPdenovo2 vr240 
(Luo et al. 2012) was used to assemble the genomes of 
all sequences generated in this study. The best kmer length 
assembly for each species was identified using SeqKit v0.9.3 
(Shen et al. 2016) statistics on the scaffolds (N50, mean 
and maximum length) and the assemblies were gap-closed 
with GapCloser v1.12 (SOAPdenovo2).

Additional Genomic Data
Short read data from two previously published genomes of 
M. javanica and M. pentadactyla (Choo et al. 2016; Hu, Hao 
et al. 2020), an uncertain Manis species (labeled as M. crassi
caudata on NCBI but published as M. culionensis) (Cao et al. 
2021), and one current draft genome of P. tricuspis were ex
tracted from the SRA on NCBI using the SRA toolkit v2.9.6 
(supplementary table S1, Supplementary Material online; 
Leinonen et al. 2010). We also obtained chromosome-scale 
genome assemblies of P. tricuspis (https://www.dnazoo.org/ 
assemblies/Phataginus_tricuspis; Choo et al. 2016) and 
M. javanica (https://www.dnazoo.org/assemblies/Manis_ 
javanica) from DNA Zoo (Dudchenko et al. 2017, 2018). The 
former also included short read data that we used in our ana
lyses (supplementary table S1, Supplementary Material
online).

Single-Copy Orthologous Gene Dataset
To build a comprehensive phylogenomic dataset for all ex
tant pangolin species, we relied on the OrthoMaM v10 
database (Scornavacca et al. 2019), which is composed of 
14,509 single-copy orthologous genes for 116 mammal 
species, including 13,403 CDSs (coding DNA sequences) 
for M. javanica. We implemented a pipeline in which we 
used a dual strategy to reduce the effect on the high level 
of divergence between pangolin species (particularly be
tween Asian and African clades) if only one reference 
was used. First, we used the de novo annotations to con
duct single-copy orthologous gene extraction of the 
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DNA Zoo reference genome assemblies for each pangolin 
clade (Manis javanica for Asian clade and Phataginus tri
cuspis for African clade). This provided us with what we 
termed reference CDSs and their gene identity codes 
(IDs). This was followed by subsequent mapping of 
Illumina reads of all species on their clade-specific refer
ence full-genome assemblies and using the IDs from the 
CDS references to extract the relevant orthologous genes 
(supplementary fig. S1, Supplementary Material online).

CDS Extraction From De Novo Reference Assemblies
To extract the CDSs specifically corresponding to the 
single-copy orthologs of the OrthoMaM database, for 
each orthologous gene alignment, an hidden Markov mod
el (HMM) profile was created via hmmbuild of the HMMER 
toolkit v3.1b2 (Eddy 2011). Then, all HMM profiles were 
concatenated and summarized using hmmpress to con
struct an HMM database. Finally, for each CDS newly anno
tated by MAKER v3, hmmscan was used on the HMM 
database to retrieve the best hits among the orthologous 
gene alignments. For each orthologous gene alignment, 
the most similar sequences for each species were detected 
via hmmsearch. Outputs from hmmsearch and hmmscan 
were discarded if the first hit score was not substantially 
better than the second (hit 2 < 0.9 hit 1). This ensured 
that our orthology predictions for the newly annotated 
CDSs were robust.

From this and previous work, we obtained orthologous 
CDS information from Manis (M. javanica from GenBank 
annotation and CDS extraction from OrthoMaM), 
Phataginus (P. tricuspis from DNAZoo, annotation and 
CDS extraction from this study), and Smutsia (S. gigantea, 
annotation and CDS extraction from this study).

Genome-Wide Mapping and Consensus
Short read data from all species were cleaned with fastp 
v0.19.4 with a base pair quality threshold (>20 Phred) 
and the paired-end base correction function using over
lapped reads (-c option). The cleaned reads were then 
mapped to their respective clade-specific reference gen
ome assemblies (Asian species: M. javanica from 
GenBank; Phataginus: P. tricuspis from DNA Zoo) using 
the default settings of the BWA-MEM (Burrows-Wheeler 
Aligner—maximum exact matches) algorithm of BWA 
v0.7.15 (Li and Durbin 2009) after testing mismatch, clip
ping and gap penalties. Due to the lower quality of the se
quencing data of Manis culionensis, we applied a more 
stringent mapping approach for this species (seed = 23, 
mismatch penalty = 7). We used SAMtools v1.10 (Li et al. 
2009) view to keep only reads mapped into a proper pair 
(-f 2) and mapped reads with a high mapping quality 
(>30 Phred). These filters were tested using SAMtools 
v1.10 flagstat before and after filtering, and using 
Qualimap 2 v0.7.1 (Okonechnikov et al. 2015) after filtering. 
Resulting bam files were sorted with SAMtools v1.10 
sort, had duplicates marked with Picard v2.20.7 
MarkDuplicates, as well as had genome-wide mean depth 
and proportion covered at a depth of >1 × and 10 × 

calculated using SAMtools v1.10 depth and a custom script 
(Custom script 1). ANGSD v0.933 (Korneliussen et al. 2014) 
dofasta was used to obtain consensus fasta sequences files 
for each bam file using genotype likelihoods (GL). Both op
tion 3 (most common allele chosen to make haploid/haplo
type consensus) and option 4 (multiple alleles chosen 
to make IUPAC consensus) were chosen in conjunction 
with command docounts 1. Reads were filtered if they 
were of bad quality (-remove_bads), not paired (-
only_proper_pairs), below a mapping quality of Phred 30 (-
minmapq), and had multiple mappings (-uniqueOnly). We 
also filtered for bases below Phred 20 (-minQ; except M. cu
lionensis which had Phred 30) and a minimum sequence 
depth of 10 × (-setMinDepth) and a maximum of two times 
that of the average depth per individual (-setMaxDepth). 
Outgroup taxa Panthera pardus (GCF_001857705.1) (Kim 
et al. 2016) and Canis familiaris (https://www.dnazoo.org/ 
assemblies/Canis_lupus_familiaris_Basenji), which are part 
of the sister order Carnivora (Liu et al. 2017), under
went the same process with each being mapped to their 
respective Hi-C reference genomes from DNAZoo 
(Dudchenko et al. 2017, 2018).

Obtaining Orthologous Full Gene Markers Using 
Orthologous CDS IDs
Using the orthologous CDS gene IDs from OrthoMaM for 
each pangolin reference (M. javanica and P. tricuspis), 
whole-gene annotations containing these IDs were ex
tracted from the annotation files of the references (M. ja
vanica, P. tricuspis and the two outgroup species; Custom 
script 2). Annotations with duplicates and those that were 
not found in both pangolin references were removed. This 
left us with gff3 annotation files of 5,660 orthologous full 
genes. BEDtools v2.29.0 (Quinlan and Hall 2010) getfasta 
was used to extract these orthologous full genes from 
the full genome IUPAC and haploid/haplotype consen
suses, after being indexed with SAMtools v1.10 faidx.

Phylogenomics and Diagnostic Markers From Genes
Multigene fasta files of each species were converted into 
multispecies fasta files per gene marker using SeqKit 
v0.9.3 (Shen et al. 2016) split (−by-id option) and subse
quent concatenation using the cat command. These con
sisted of all eight species (including two representatives 
each of M. javanica and M. pentadactyla) and the out
group taxa from the Order Carnivora. The dataset was 
then split into two parts, one with haplotype (haploid) 
consensus genes of only one representative of the eight 
known species, and the second with IUPAC consensus 
genes of all aforementioned pangolin individuals and the 
outgroup taxa. The first was used to determine per-gene 
diversity estimates across pangolins and the second was 
used for phylogenetic testing, divergence time estimation, 
and identifying reticulation events.

Genetic Diversity Estimates From Whole Genes
Obtaining genetic diversity estimates for pangolins from 
genes requires the use of one representative per species 
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and the removal of outgroup taxa as these would bias the 
level of diversity per gene. Hence, the two Carnivora out
group taxa, together with M. javanica, M. pentadactyla, 
and Manis sp. [from Choo et al. 2016; Cao et al. 2021]
were removed from the gene dataset before undergoing 
alignment. Sequences were aligned using MAFFT 
(Multiple Alignment using Fast Fourier Transform) v7.313 
(Katoh and Standley 2013) –auto option and transitive 
consistency score (TCS) (Chang et al. 2014) for each align
ment were assessed using T-COFFEE v11.00.8 (Notredame 
et al. 2000) evaluate with the clustalw2_msa method. 
Multiple sequence alignments (MSAs) with TCS scores un
der 80 were removed based on the possibility of paralogy, 
repetitive regions, or mis-annotated genes between the 
two pangolin reference genomes. This resulted in 3,238 
gene MSAs of high quality for further analyses. PhyKIT 
v1.1.3 (Steenwyk et al. 2021) was used to obtain statistics 
on the pairwise proportional identity of each marker (com
mand pairwise_identity) and parsimony informative sites 
(command parsimony_informative_sites). Due to PhyKit 
calculating alignment gaps as informative sites, all gaps 
were removed before this analysis using TrimAL v1.4.1 
(Capella-Gutiérrez et al. 2009) with the option –nogaps. 
DnaSP v6 (Rozas et al. 2017) was used to conduct the 
“DNA Polymorphism” analysis in batch mode to obtain 
the rest of the diversity estimates. These outputs were 
then merged with a custom script (Custom script 3) to ob
tain a range of diversity statistics per gene. Using the pack
age “robustbase” v0.93 (Maechler et al. 2021) in R v3.6.1 
(Rstudio Inc., Massachusetts, USA), we identified possible 
outlying genes with low levels of mean proportional pair
wise identity (or high levels of diversity between species) 
by filtering values over two Qn deviations from the median 
of both the mean (487 outliers) and standard deviations 
(566 outliers) of pairwise identities (supplementary fig. S7, 
Supplementary Material online) (Rousseeuw and Croux 
1993). This was done to prevent inconsistent markers 
from being used in forensic screening approaches due in 
part to possible biological reasons (paralogy, repetitive ele
ments, inconsistency across taxa, etc.).

Phylogenomic Tree Building and Concordance Analyses
From the results on TCS alignments scores above, the same 
3,238 cleaned, orthologous genes with all pangolin indivi
duals and outgroup taxa were aligned and trimmed follow
ing the aforementioned protocol (MAFFT v7.313 and 
TrimAL v1.4.1), however, the –gappyout option was used 
for trimming. Additionally, these alignments stem from 
IUPAC consensus and they were again evaluated with 
T-COFFEE v11.00.8 in order to remove outgroup taxa 
that had a TCS score of lower than 90 (using SeqKit 
v0.9.3 grep). Alignment statistics of each MSA file per 
gene were obtained and were then concatenated into a sin
gle MSA using AMAS (Alignment Manipulation And 
Summary) v0.98 summary and concat (Borowiec 2016) 
with –part-format set to RAxML in order to provide a par
titioning file by gene. ModelTest-NG v0.1.5 (Darriba et al. 
2019) was used to identify the best model of sequence 

evolution for each gene-partition (input partition file 
from AMAS) as well as the entire alignment (no partition). 
We set the -h option to uigf (tests rate heterogeneity: 
Uniform, +I, +G, and +I & +G) and -T option (model test 
template) to phyml (all 11 models of evolution) in order 
to test 88 DNA models. Partitioned and nonpartitioned 
concatenated IUPAC phylogenies (supermatrix) with 
1,000 Felsenstein bootstrap replicates were inferred from 
the concatenated MSAs using RAxML-NG v0.9.0 (Kozlov 
et al. 2019) following the best-fitted DNA model for each 
partition under the Bayesian information criterion (BIC) 
test. A multiple species coalescent summary tree was also 
inferred from the MSAs by first using RAxML-NG v0.9.0 
to build a gene tree per gene whilst accounting for the best- 
fitting DNA model (BIC) for each gene (extracted from the 
aforementioned ModelTest-NG analysis), followed by sum
marizing these gene trees with ASTRAL-III v5.6.3 (Zhang 
et al. 2018). A polytomy test (-t10) using these data was 
conducted in order to test whether each branch is a poten
tial polytomy (Sayyari and Mirarab 2018), but none were 
suggested as a polytomy. Finally, gene (−gcf) and site 
(−scf with 100 quartets randomly sampled around each in
ternal branch) concordance factor analyses based on the 
aforementioned gene trees and ASTRAL-III output (coales
cent species tree) were performed with IQ-TREE 2 v2.0.6 
(Minh, Schmidt et al. 2020). This provides a full analysis of 
the raw data in terms of genes or sites that may be disagree
ing with the species tree phylogeny. This was followed by a χ2 

test of independence in R v3.6.1 (Rstudio Inc., Massachusetts, 
USA) based on a script designed by Robert Lanfear (http:// 
www.robertlanfear.com/blog/files/concordance_factors. 
html). This tests the frequencies of two alternative quartet 
topologies of each internal branch whereby significance indi
cates the possibility of something other than ILS causing 
gene-tree discordance. We did not use this test on site con
cordance frequencies, as this test does not take linkage dis
equilibrium between sites into account, which can be 
assumed to play a large role for multiple sites in a single gene.

Reticulate Evolutionary Relationships
We used PhyloNet v3.8.2 (Than et al. 2008) to run two sep
arate analyses in order to determine possible reticulation 
events through maximum pseudolikelihood estimates. 
The first was to consider each individual as a separate spe
cies and the second was to merge multiple individuals of 
the same species as one. Both analyses were conducted 
by inputting the RAxML gene trees whilst the best number 
of reticulation events (0–4) was determined by comparing 
the change in maximum pseudolikelihood scores between 
them. PhyloPlot in Julia (Solís-Lemus et al. 2017) was used 
to visualize the networks.

Divergence Time Estimates
We used MCMCTree in the PAML-4.9 h package (Yang 
2007) to estimate divergence times on the nonpartitioned 
RAxML-NG (supermatrix) phylogeny inferred from the 
IUPAC consensus gene dataset. We used Ferae (root), 
Pholidota, and Carnivora fossils as upper and lower-bound 
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calibrations (supplementary table S4, Supplementary 
Material online). We followed dos Reis and Yang (2019)
by first identifying the substitution rate (rgene gamma) 
for the IUPAC gene dataset using baseml and then doing 
the approximate likelihood calculation by obtaining gradi
ent (g) and Hessian (H) values for branch lengths. The 
Markov chain Monte Carlo (MCMC) sampling from the 
posterior distribution of times and rates using 
MCMCTree was run for 20 million generations with a 
burn-in of 2 million generations and was run twice to test 
for convergence in Tracer from BEAST 2 (Bouckaert et al. 
2014). An auto-correlated, log-normal relaxed clock model 
was implemented. Finally, we ran the analysis by sampling 
from the prior of times and rates (usedata = 0) to test 
the soundness of the prior and whether our calibrations 
may influence the results.

Mitochondrial Genes and Genomes
To obtain mitochondrial genomes of each species in this 
study as well as those from the undetermined Manis sp. 
(Cao et al. 2021) and the two unpublished P. tricuspis refer
ence genomes, 10 million reads were extracted from fastq 
files and mapped to a published mitochondrial genome ref
erence of each species using the default options of Geneious 
mapper in Geneious v9.1.8 (Kearse et al. 2012). These were 
then consensus called and aligned to the mitochondrial 
genome dataset from Gaubert et al. (2018) with MUSCLE 
(ten iterations) in Geneious. The alignment underwent 
Neighbor-Joining (NJ) phylogeny testing in MEGA X 
(Kumar et al. 2018) with Kimura two-parameter model of 
evolution and 1,000 bootstrap replicates. We also aligned 
the COI and Cytb genes from two samples of the potential 
new Asian species suggested by Hu, Roos et al. (2020) to 
the mitochondrial genome dataset and extracted these re
gions for an additional NJ phylogeny of these two genes.

Genome-Wide Analyses
The aforementioned cleaned short read data for each pan
golin species were mapped to their closest reference per 
genus (Phataginus: P. tricuspis DNA Zoo; Manis: M. javani
ca DNA Zoo; Smutsia: S. gigantea this study) using 
BWA-MEM from BWA v0.7.15. Resulting bam files were fil
tered using SAMtools v1.10 view (-f 2;  > 30 Phred), sorted 
with SAMtools v1.10 sort, had duplicates marked with 
Picard v2.20.7 MarkDuplicates, as well as had genome-wide 
mean depth and proportion covered at a depth of >1 ×  
and 10 × calculated using SAMtools v1.10 depth and a cus
tom script (Custom script 1).

Comparative Genome-Wide Heterozygosity
ANGSD v0.933 (Korneliussen et al. 2014) was used to esti
mate genome-wide heterozygosity per sample using a 
script adapted from de Jager et al. (2021) following the 
ANGSD workflow (http://www.popgen.dk/angsd/index. 
php/Heterozygosity). To do this, the command doSaf 
was implemented on the alignment bam file of each indi
vidual from genome-wide mapping to infer its folded site 
allele frequency likelihood. We used the genus-specific 

reference as the ancestral state and the SAMtools method 
for -GL 1 as it considers possible sequencing errors and per
forms necessary corrections. The option -C 50 was used 
to adjust mapping quality for excessive mismatches, 
and reads were removed if they were of bad quality 
(-remove_bads), not paired (-only_proper_pairs), below 
a mapping quality of Phred 30 (-minmapq), and had mul
tiple mappings (-uniqueOnly). Bases below Phred 20 were 
also removed (-minQ), with the exception of M. culionensis 
which was increased to Phred 30 due to genome quality. 
After doSaf, we inferred the site frequency spectrum 
with the ANGSD subprogram realSFS, and finally, the 
genome-wide heterozygosity by dividing the number of 
heterozygous sites by the total number of sites per gen
ome. We extended the list of genome-wide heterozygosity 
estimates for mammalian species built by Hu, Hao et al. 
(2020), many of which are of conservation importance, 
by including our estimates as well as additional estimates 
published since the conception of the table.

Demographic History Reconstruction With PSMC
IICR trajectories (Arredondo et al. 2021), which can be re
lated to fluctuations in effective population size and con
nectivity, were estimated from the whole-genome 
mapping data of each pangolin species using the PSMC 
model (Li and Durbin 2011).

Before this could be done, each alignment file (bam) 
from the whole-genome pipeline output was converted 
to a diploid consensus fastq file by first determining 
Genotype Likliehoods (GL) using BCFtools v1.8 mpileup 
(minimum base and mapping quality of Phred 30), calling 
the genotypes with BCFtools v1.8 call (-c option for consen
sus caller), and then filtering and converting the Variant 
Call Format (VCF) to a fastq file using the vcftultils.pl vcf2fq 
script (SAMtools v1.10). Filtering with vcfutils.pl included a 
minimum mapping quality of Phred 30 (-Q), a minimum 
coverage threshold of 10 × (-d) and maximum coverage 
threshold of double the mean genome-wide coverage of 
each individual (-D) as determined from the whole-genome 
pipeline. For all genomes, the mean genome-wide depth 
was higher than the recommended PSMC cutoff of 
≥18 × and the proportion of missing data per genome at 
≥10 × depth was lower than the recommended PSMC cut
off of 25% (Nadachowska-Brzyska et al. 2016). This was the 
case except for one of the two M. crassicaudata (MCras 4; 
depth = 9 × and 37% of reference covered at ≥10×) and 
the P. tricuspis (From DNA Zoo; depth = 10.8 × and 45% 
of reference covered at ≥10×) genomes. These were only 
used for PSMC and heterozygosity estimates and should 
be taken with caution.

Using the program PSMC v0.6.5 (Li and Durbin 2011), 
the fastq consensus files with diploid variant information 
were then converted to fasta-like files (psmcfa) containing 
information of whether there is at least one homozygote in 
a bin of 100 bp. From there, we ran the PSMC analysis fol
lowing the default settings described by Li and Durbin 
(2011) for human populations (-N 25, -t 15, -r 5, -P “4 +  
25*2 + 4 + 6”) and used on other mammalian species 
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(Westbury et al. 2018; Chen et al. 2019; de Jager et al. 2021). 
By randomly sampling subsections of the psmcfa file, 100 
bootstrap replicate analyses were performed in order to es
timate the variance in the approximate inverse instantan
eous coalescence rate (IICR). This is the inverse of the rate 
at which coalescence events take place through time, 
which was originally used as a function of effective popu
lation size in a panmitic model (Li and Durbin 2011). 
However, inferences must take into account the potential 
of a nonpanmitic model of demographic history and the 
confounding effects of natural selection and population 
structure, which can also affect coalescence (Arredondo 
et al. 2021; Johri et al. 2021). A mutation rate of 1.5 ×  
10−8 years/site was implemented (Choo et al. 2016), while 
a generation time in years was chosen for each species de
pending on available literature (supplementary table S7, 
Supplementary Material online). The PSMC figures com
bining the species from each continental clade were con
structed in R v5.1 (Rstudio Inc., Massachusetts, USA) 
following de Jager et al. (2021) by editing a script (found 
at: https://github.com/elhumble/SHO_analysis_2020) 
that utilizes the plotPsmcR function (Liu and Hansen 
2017).

Tests of Admixture
To test if admixture or the possibility of hybrids could have 
played a role in the identification of the undescribed Manis 
sp., we tested whether Asian species showed levels of ad
mixture, particularly with the Manis sp. individual.

We used BCFtools v1.8 to obtain genotypes (mpileup, 
call, and norm) from the Asian species alignment files 
(bams), and filtered these genotypes by depth (10 × to 
two times average depth per species), and site and map
ping (>40 Phred) quality (Danecek et al. 2011, 2021). 
The multisample filtered VCF was then used to obtain 
f4-ratio (proportion of genome affected by gene flow – ad
mixture proportion) and f-branch (uncorrelated admix
ture proportion across the tree) statistics with Dsuite 
v0.4 r38 (Malinsky et al. 2021). Here, M. pentadactyla was 
placed as the outgroup for the trios tests and the phylogeny 
from figure 1 (partitioned concatenated IUPAC phylogeny 
from RAxML) was used as the tree input. Scripts (get_fix
ed_site_gts.rb and plot_fixed_site_gts.rb) within Dsuite 
were used to undertake ancestry painting (genotypes car
ried at sites that are fixed between the presumed parental 
species) whereby Manis sp. and M. culionensis were 
proposed as the putative hybrid to various putative Asian 
species combinations (see: supplementary table S2, 
Supplementary Material online for the trio combinations).

Supplementary Material
Supplementary data are available at Molecular Biology and 
Evolution online.

Acknowledgments
We thank the team at PANGO-GO (https://anr.fr/Project- 
ANR-17-CE02-0001) for the guidance, provision of 

material and financial resources to conduct this research. 
Our gratitude to the following institutions and staff that 
provided the necessary equipment, resources and guid
ance: B2M staff at EDB, Get-PlaGe and Genotoul at 
INRAE—Toulouse, Tshwane University of Technology, 
the University of Pretoria, and Kalahari Oryx Private 
Game Farm. We thank Jayanthi Alahakoon for providing 
samples from Sri Lanka, and Yan Zhuang, Xin Sun, Ke 
Liu, and Yeyizhou Fu for technical assistance. Thanks is gi
ven to Professor Fourie Joubert (University of Pretoria) for 
his guidance and technical assistance surrounding the 
Smutsia temminckii genomic data. Our gratitude to 
Jeremy Johson and the BROAD Institute for providing us 
with early access to the Phataginus tricuspis raw genomic 
data (GCA_004765945.1). We thank the DNA Zoo 
(http://www.dnazoo.org) for making their pangolin gen
omic assemblies publically available. Many thanks to 
Sheila McCabe for creating and providing illustrations of 
each pangolin species. This work has been supported by 
grants from the Agence Nationale de la Recherche 
(PANGO-GO project: ANR-17-CE02-0001), European 
Research Council (ConvergeAnt project: ERC-2015-CoG- 
683257), Mohamed bin Zayed Species Conservation Fund 
(project: 0925713), the National Research Foundation of 
South Africa (grant: 71454) and the National Natural 
Science Foundation of China (NSFC 32070598). This is a con
tribution of ISEM 2023-187 SUD of the Institut des Sciences 
de l’Evolution de Montpellier. Finally, we would like to thank 
the reviewers and editors for contributing their time and ex
pertise to bettering the manuscript for publication.

Author Contributions
P.G. and S.P.H. conceived the study. S.-J.L., F.N., P.G., and 
D.W.P. collected the samples. P.G., H.M, S.P.H., and 
M.-K.T., fulfilled laboratory procedures. P.G., S.-J.L., 
A.D.S.B., and F.D. undertook and funded the genome se
quencing. R.A. assembled the S. gigantea genome. R.A. 
and C.S. undertook the annotation and the extraction of 
CDSs for the three reference genomes. S.P.H. and R.A. 
undertook draft genome assemblies. S.P.H. performed 
mapping and variant calling, creation of consensus genes 
and their alignments, and all the genomic analyses of the 
study with significant insight from J.S. R.A., M.-K.T., and 
F.D. wrote the methods section for the S. gigantea assem
bly and annotation. S.P.H. wrote the rest of the manuscript 
and its supplementary information as well as created the 
figures and tables, with input from all authors.

Data Availability
Draft genomes (Manis culionensis, M. crassicaudata, 
Phataginus tetradactyla, Smutsia temminckii) and the hy
brid assembled, annotated reference genome with 
associated metadata (S. gigantea) are available in the 
GenBank Nucleotide Database (BioProject: PRJNA 
795390). The associated sequence read data have also been 
deposited in Genbank (SRA: SRR17702824-SRR17702828) 

Heighton et al. · https://doi.org/10.1093/molbev/msad190 MBE

14

D
ow

nloaded from
 https://academ

ic.oup.com
/m

be/article/40/10/m
sad190/7288644 by guest on 05 O

ctober 2023

http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
https://github.com/elhumble/SHO_analysis_2020
http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
https://anr.fr/Project-ANR-17-CE02-0001
https://anr.fr/Project-ANR-17-CE02-0001
http://www.dnazoo.org


for the aforementioned genomes (except for S. temminckii). 
The accession numbers or links for all accessed genomic 
data are listed in supplementary table S1, Supplementary 
Material online.

A database containing the list genes ranked by diversity 
amongst all eight pangolin species has been deposited at 
Zenodo and is publicly available (supplementary 
Database S1, Supplementary Material online: https://doi. 
org/10.5281/zenodo.7517409).

All original code in the form of custom scripts for pro
cessing the genomics data in this study have also been de
posited at Zenodo and are publicly available (Custom 
scripts 1–3: https://doi.org/10.5281/zenodo.7517409).

Any additional information required to reanalyze the 
data reported in this paper is available from the lead con
tact upon request.

Conflict of interest statement. The authors declare no 
competing/conflict of interests.

References
Ackermann RR, Arnold ML, Baiz MD, Cahill JA, Cortés-Ortiz L, Evans 

BJ, Grant BR, Grant PR, Hallgrimsson B, Humphreys RA, et al. 
2019. Hybridization in human evolution: insights from other or
ganisms. Evol Anthropol Issues News Rev. 28:189–209.

Aguillon S, Din Dipita A, Lecompte E, Missoup AD, Tindo M, Gaubert 
P. 2020. Development and characterization of 20 polymorphic 
microsatellite markers for the white-bellied pangolin 
Phataginus tricuspis (mammalia, Pholidota). Mol Biol Rep. 47: 
4827–4833.

Alba DM, Hammond AS, Vinuesa V, Casanovas-Vilar I. 2018. First re
cord of a miocene pangolin (Pholidota, manoidea) from the 
Iberian Peninsula. J Vertebr Paleontol. 38:e1424716.

Albrechtsen A, Nielsen FC, Nielsen R. 2010. Ascertainment biases in 
SNP chips affect measures of population divergence. Mol Biol 
Evol. 27:2534–2547.

Ali JR. 2018. Islands as biological substrates: continental. J Biogeogr. 
45:1003–1018.

Allendorf FW, Hohenlohe PA, Luikart G. 2010. Genomics and the fu
ture of conservation genetics. Nat Rev Genet. 11:697–709.

Allio R, Tilak M-K, Scornavacca C, Avenant NL, Kitchener AC, Corre 
E, Nabholz B, Delsuc F. 2021. High-quality carnivoran genomes 
from roadkill samples enable comparative species delineation 
in aardwolf and bat-eared fox. Elife. 10:e63167.

Arredondo A, Mourato B, Nguyen K, Boitard S, Rodríguez W, Noûs C, 
Mazet O, Chikhi L. 2021. Inferring number of populations and 
changes in connectivity under the n-island model. Heredity 
(Edinb). 126:896–912.

Bairoch A, Apweiler R. 2000. The SWISS-PROT protein sequence 
database and its supplement TrEMBL in 2000. Nucleic Acids 
Res. 28:45–48.

Begun DR, Nargolwalla MC, Kordos L. 2012. European Miocene ho
minids and the origin of the African ape and human clade. Evol 
Anthropol Issues News Rev. 21:10–23.

Blom MPK, Bragg JG, Potter S, Moritz C. 2016. Accounting for uncer
tainty in gene tree estimation: summary-coalescent species tree 
inference in a challenging radiation of Australian lizards. Syst Biol. 
66:352–366.

Bohling J. 2020. Evaluating the effect of reference genome divergence 
on the analysis of empirical RADseq datasets. Ecol Evol. 10: 
7585–7601.

Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trim
mer for illumina sequence data. Bioinformatics. 30:2114–2120.

Borowiec ML. 2016. AMAS: a fast tool for alignment manipulation 
and computing of summary statistics. PeerJ. 4:e1660–e1660.

Bossuyt F, Meegaskumbura M, Beenaerts N, Gower DJ, Pethiyagoda R, 
Roelants K, Mannaert A, Wilkinson M, Bahir MM, Manamendra- 
Arachchi K, et al. 2004. Local endemism within the Western 
Ghats-Sri Lanka biodiversity hotspot. Science. 306:479–481.

Bouckaert R, Heled J, Kühnert D, Vaughan T, Wu C-H, Xie D, Suchard 
MA, Rambaut A, Drummond AJ. 2014. BEAST 2: a software plat
form for Bayesian evolutionary analysis. PLoS Comput Biol. 10: 
e1003537.

Cao P, Dai Q, Deng C, Zhao X, Qin S, Yang J, Ju R, Wang Z, Lu G, Gu X, 
et al. 2021. Genome-wide signatures of mammalian skin covering 
evolution. Sci China Life Sci. 64:1765–1780.

Capella-Gutiérrez S, Silla-Martínez JM, Gabaldón T. 2009. Trimal: a 
tool for automated alignment trimming in large-scale phylogen
etic analyses. Bioinformatics. 25:1972–1973.

Chalk TB, Hain MP, Foster GL, Rohling EJ, Sexton PF, Badger MPS, 
Cherry SG, Hasenfratz AP, Haug GH, Jaccard SL, et al. 2017. 
Causes of ice age intensification across the mid-pleistocene tran
sition. Proc Natl Acad Sci U S A. 114:13114–13119.

Challender DW, Heinrich S, Shepherd CR, Katsis LK. 2020. 
International trade and trafficking in pangolins, 1900–2019. In: 
Challender D, Nash H and Waterman C, editors. Pangolins: 
Science, Society and Conservation. London, UK: Academic Press. 
p. 259–276.

Chang J-M, Di Tommaso P, Notredame C. 2014. TCS: a new multiple 
sequence alignment reliability measure to estimate alignment 
accuracy and improve phylogenetic tree reconstruction. Mol 
Biol Evol. 31:1625–1637.

Che J, Wang J, Su W, Ye J, Wang Y, Nie W, Yang F. 2008. Construction, 
characterization and FISH mapping of a bacterial artificial 
chromosome library of Chinese pangolin (Manis pentadactyla). 
Cytogenet Genome Res. 122:55–60.

Che J, Zhou W-W, Hu J-S, Yan F, Papenfuss TJ, Wake DB, Zhang Y-P. 
2010. Spiny frogs (paini) illuminate the history of the himalayan 
region and Southeast Asia. Proc Natl Acad Sci U S A. 107: 
13765–13770.

Chen L, Qiu Q, Jiang Y, Wang K, Lin Z, Li Z, Bibi F, Yang Y, Wang J, Nie 
W, et al. 2019. Large-scale ruminant genome sequencing provides 
insights into their evolution and distinct traits. Science. 364: 
eaav6202.

Chen S, Zhou Y, Chen Y, Gu J. 2018. . Fastp: an ultra-fast all-in-one 
FASTQ preprocessor. Bioinformatics. 34:i884–i890.

Choo SW, Rayko M, Tan TK, Hari R, Komissarov A, Wee WY, 
Yurchenko AA, Kliver S, Tamazian G, Antunes A, et al. 2016. 
Pangolin genomes and the evolution of mammalian scales and 
immunity. Genome Res. 26:1312–1322.

Consortium TU. 2009. The universal protein resource (UniProt) in 
2010. Nucleic Acids Res. 38:D142–D148.

Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA, 
Handsaker RE, Lunter G, Marth GT, Sherry ST, et al. 2011. The vari
ant call format and VCFtools. Bioinformatics. 27:2156–2158.

Danecek P, Bonfield JK, Liddle J, Marshall J, Ohan V, Pollard MO, 
Whitwham A, Keane T, McCarthy SA, Davies RM, et al. 2021. 
Twelve years of SAMtools and BCFtools. GigaScience. 10:giab008.

Darriba D, Posada D, Kozlov AM, Stamatakis A, Morel B, Flouri T. 
2019. ModelTest-NG: a new and scalable tool for the selection 
of DNA and protein evolutionary models. Mol Biol Evol. 37: 
291–294.

de Jager D, Glanzmann B, Möller M, Hoal E, van Helden P, Harper C, 
Bloomer P. 2021. High diversity, inbreeding and a dynamic pleis
tocene demographic history revealed by African buffalo gen
omes. Sci Rep. 11:4540.

Delsuc F, Scally M, Madsen O, Stanhope MJ, de Jong WW, Catzeflis 
FM, Springer MS, Douzery EJP. 2002. Molecular phylogeny of liv
ing Xenarthrans and the impact of character and taxon sampling 
on the placental tree rooting. Mol Biol Evol. 19:1656–1671.

Demenou BB, Piñeiro R, Hardy OJ. 2016. Origin and history of the 
dahomey gap separating west and Central African rain forests: 
insights from the phylogeography of the legume tree 
Distemonanthus benthamianus. J Biogeogr. 43:1020–1031.

Pangolin Genomes Offer Key Insights and Resources · https://doi.org/10.1093/molbev/msad190 MBE

15

D
ow

nloaded from
 https://academ

ic.oup.com
/m

be/article/40/10/m
sad190/7288644 by guest on 05 O

ctober 2023

http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
http://academic.oup.com/mbe/article-lookup/doi/10.1093/molbev/msad190#supplementary-data
https://doi.org/10.5281/zenodo.7517409
https://doi.org/10.5281/zenodo.7517409
https://doi.org/10.5281/zenodo.7517409
https://doi.org/10.5281/zenodo.7517409
https://doi.org/10.5281/zenodo.7517409


Deng T, Wu F, Wang S, Su T, Zhou Z. 2021. Major turnover of biotas 
across the oligocene/miocene boundary on the Tibetan plateau. 
Palaeogeogr Palaeoclimatol Palaeoecol. 567:110241.

dos Reis M, Yang Z. 2019. Bayesian Molecular clock dating using 
genome-scale datasets. In: Anisimova M, editors. Evolutionary 
genomics: statistical and computational methods. New York, 
NY: Springer New York. p. 309–330.

Doyle JJ. 1992. Gene trees and species trees: molecular systematics as 
one-character taxonomy. Syst Bot. 17:144–163.

Dudchenko O, Batra SS, Omer AD, Nyquist SK, Hoeger M, Durand 
NC, Shamim MS, Machol I, Lander ES, Aiden AP, et al. 2017. De 
novo assembly of the Aedes aegypti genome using hi-C yields 
chromosome-length scaffolds. Science. 356:92–95.

Dudchenko O, Shamim MS, Batra SS, Durand NC, Musial NT, 
Mostofa R, Pham M, Glenn St Hilaire B, Yao W, Stamenova E, 
et al. 2018. The juicebox assembly tools module facilitates de 
novo assembly of mammalian genomes with chromosome- 
length scaffolds for under $1000. bioRxiv:254797.

Dufresnes C, Miquel C, Remollino N, Biollaz F, Salamin N, Taberlet P, 
Fumagalli L. 2018. Howling from the past: historical phylogeogra
phy and diversity losses in European grey wolves. Proc R Soc B Biol 
Sci. 285:20181148.

Du Toit Z, du Plessis M, Dalton DL, Jansen R, Paul Grobler J, Kotzé A. 
2017. Mitochondrial genomes of African pangolins and insights 
into evolutionary patterns and phylogeny of the family manidae. 
BMC Genomics. 18:1–13.

Du Toit Z, Grobler JP, Kotzé A, Jansen R, Brettschneider H, Dalton DL. 
2014. The complete mitochondrial genome of Temminck’s 
ground pangolin (Smutsia temminckii; Smuts, 1832) and phylo
genetic position of the Pholidota (Weber, 1904). Gene. 551:49–54.

Eddy SR. 2011. Accelerated profile HMM searches. PLoS Comput Biol. 
7:e1002195.

Ewart KM, Lightson AL, Sitam FT, Rovie-Ryan J, Nguyen SG, Morgan 
KI, Luczon A, Anadon EMS, De Bruyn M, Bourgeois S, et al. 2021. 
DNA Analyses of large pangolin scale seizures: species identifica
tion validation and case studies. Forensic Sci Int Animals Environ. 
1:100014.

Excoffier L, Marchi N, Marques DA, Matthey-Doret R, Gouy A, Sousa 
VC. 2021. Fastsimcoal2: demographic inference under complex 
evolutionary scenarios. Bioinformatics. 37:4882–4885.

Figueiró HV, Li G, Trindade FJ, Assis J, Pais F, Fernandes G, Santos 
SHD, Hughes GM, Komissarov A, Antunes A, et al. 2017. 
Genome-wide signatures of complex introgression and adaptive 
evolution in the big cats. Sci Adv. 3:e1700299.

Formenti G, Theissinger K, Fernandes C, Bista I, Bombarely A, 
Bleidorn C, Ciofi C, Crottini A, Godoy JA, Höglund J, et al. 
2022. The era of reference genomes in conservation genomics. 
Trends Ecol Evol (Amst). 37:197–202.

Frutos R, Serra-Cobo J, Chen T, Devaux CA. 2020. COVID-19: time to 
exonerate the pangolin from the transmission of SARS-CoV-2 to 
humans. Infect Genet Evol. 84:104493.

Garner BA, Hand BK, Amish SJ, Bernatchez L, Foster JT, Miller KM, 
Morin PA, Narum SR, O’Brien SJ, Roffler G. 2016. Genomics in 
conservation: case studies and bridging the gap between data 
and application. Trends Ecol Evol (Amst). 31:81–83.

Gaubert P, Antunes A. 2005. Assessing the taxonomic status of the 
palawan pangolin Manis culionensis (Pholidota) using discrete 
morphological characters. J Mammal. 86:1068–1074.

Gaubert P, Antunes A. 2015. What’s behind these scales? Comments 
to “the complete mitochondrial genome of Temminck’s ground 
pangolin (Smutsia temminckii; Smuts, 1832) and phylogenetic 
position of the Pholidota (Weber, 1904)”. Gene. 563:106–108.

Gaubert P, Antunes A, Meng H, Miao L, Peigné S, Justy F, Njiokou F, 
Dufour S, Danquah E, Alahakoon J, et al. 2018. The complete 
phylogeny of pangolins: scaling up resources for the molecular 
tracing of the most trafficked mammals on earth. J Hered. 109: 
347–359.

Gaubert P, Njiokou F, Ngua G, Afiademanyo K, Dufour S, Malekani J, Bi 
SG, Tougard C, Olayemi A, Danquah E, et al. 2016. Phylogeography 

of the heavily poached African common pangolin (Pholidota, 
Manis tricuspis) reveals six cryptic lineages as traceable signatures 
of pleistocene diversification. Mol Ecol. 25:5975–5993.

Gaubert P, Wible JR, Heighton SP, Gaudin TJ. 2020. Phylogeny and 
systematics. In: Challender D Nash H and Waterman C, editors. 
Pangolins: science, society and conservation. London, UK: 
Academic Press. p. 25–39.

Gaudin TJ, Emry RJ, Wible JR. 2009. The phylogeny of living and ex
tinct pangolins (mammalia, Pholidota) and associated taxa: a 
morphology based analysis. J Mammal Evol. 16:235–305.

Gebo DL, Rasmussen DT. 1985. The earliest fossil pangolin 
(Pholidota: manidae) from Africa. J Mammal. 66:538–541.

Grabherr MG, Haas BJ, Yassour M, Levin JZ, Thompson DA, Amit I, 
Adiconis X, Fan L, Raychowdhury R, Zeng Q, et al. 2011. 
Full-length transcriptome assembly from RNA-Seq data without 
a reference genome. Nat Biotechnol. 29:644–652.

Günther T, Nettelblad C. 2019. The presence and impact of reference 
bias on population genomic studies of prehistoric human popu
lations. PLoS Genet. 15:e1008302.

Hassanin A, Hugot JP, Van Vuuren BJ. 2015. Comparison of mito
chondrial genome sequences of pangolins (mammalia, 
Pholidota). C R Biol. 338:260–265.

Heighton SP, Gaubert P. 2021. A timely systematic review on pango
lin research, commercialization, and popularization to identify 
knowledge gaps and produce conservation guidelines. Biol 
Conserv. 256:109042.

Heinrich S, Wittman T, Ross J, Shepherd C, Challender D, Cassey P. 
2017. The global trafficking of pangolins: a comprehensive sum
mary of seizures and trafficking routes from 2010–2015. 
Selangor, Malaysia: TRAFFIC Southeast Asia. p. 50.

Hewitt G. 2000. The genetic legacy of the quaternary ice ages. Nature. 
405:907–913.

Holt C, Yandell M. 2011. MAKER2: an annotation pipeline and 
genome-database management tool for second-generation gen
ome projects. BMC Bioinf. 12:491.

Hosoda T, Sato JJ, Lin L-K, Chen Y-J, Harada M, Suzuki H. 2011. 
Phylogenetic history of mustelid fauna in Taiwan inferred from 
mitochondrial genetic loci. Can J Zool. 89:559–569.

Hu J, Roos C, Lv X, Kuang W, Yu L. 2020. Molecular genetics supports 
a potential fifth Asian pangolin species (mammalia, Pholidota, 
Manis). Zool Sci. 37:538–543, 536.

Hu J-Y, Hao Z-Q, Frantz L, Wu S-F, Chen W, Jiang Y-F, Wu H, Kuang 
W-M, Li H, Zhang Y-P, et al. 2020. Genomic consequences of 
population decline in critically endangered pangolins and their 
demographic histories. Natl Sci Rev. 7:798–814.

Huson DH, Klöpper T, Lockhart PJ, Steel MA. 2005. Reconstruction of 
reticulate networks from gene trees. In: Miyano S, Mesirov J, Kasif 
S, Istrail S, Pevzner PA, Waterman M, editors. Research in compu
tational molecular biology. RECOMB 2005. Lecture Notes in 
Computer Science, vol 3500. Cham: Springer. p. 233–249.

Jiménez-Moreno G. 2006. Progressive substitution of a subtropical 
forest for a temperate one during the middle miocene climate 
cooling in central Europe according to palynological data from 
cores tengelic-2 and hidas-53 (pannonian basin, Hungary). Rev 
Palaeobot Palynol. 142:1–14.

Johri P, Riall K, Becher H, Excoffier L, Charlesworth B, Jensen JD. 2021. 
The impact of purifying and background selection on the infer
ence of population history: problems and prospects. Mol Biol 
Evol. 38:2986–3003.

Kapli P, Yang Z, Telford MJ. 2020. Phylogenetic tree building in the 
genomic age. Nat Rev Genet. 21:428–444.

Kardos M. 2021. Conservation genetics. Curr Biol. 31:R1185–R1190.
Katoh K, Standley DM. 2013. MAFFT Multiple sequence alignment 

software version 7: improvements in performance and usability. 
Mol Biol Evol. 30:772–780.

Kawamura A, Chang C-H, Kawamura Y. 2016. Middle pleistocene to 
holocene mammal faunas of the ryukyu islands and Taiwan: an 
updated review incorporating results of recent research. Quat 
Int. 397:117–135.

Heighton et al. · https://doi.org/10.1093/molbev/msad190 MBE

16

D
ow

nloaded from
 https://academ

ic.oup.com
/m

be/article/40/10/m
sad190/7288644 by guest on 05 O

ctober 2023



Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S, 
Buxton S, Cooper A, Markowitz S, Duran C, et al. 2012. Geneious 
basic: an integrated and extendable desktop software platform 
for the organization and analysis of sequence data. 
Bioinformatics. 28:1647–1649.

Kim S, Cho YS, Kim H-M, Chung O, Kim H, Jho S, Seomun H, Kim J, 
Bang WY, Kim C, et al. 2016. Comparison of carnivore, omnivore, 
and herbivore mammalian genomes with a new leopard assem
bly. Genome Biol. 17:211.

Korf I. 2004. Gene finding in novel genomes. BMC Bioinformatics. 5:59.
Korneliussen TS, Albrechtsen A, Nielsen R. 2014. ANGSD: analysis of 

next generation sequencing data. BMC Bioinformatics. 15:356.
Kotze A, Ogden R, Gaubert P, Ahlers N, Ades G, Nash HC, Dalton DL. 

2020. Understanding illegal trade in pangolins through forensics: 
applications in law enforcement. In: Challender D, Nash H and 
Waterman C, editors. Pangolins: science, society and conservation. 
London, UK: Academic Press. p. 321–332.

Kozlov AM, Darriba D, Flouri T, Morel B, Stamatakis A. 2019. 
RAxML-NG: a fast, scalable and user-friendly tool for maximum 
likelihood phylogenetic inference. Bioinformatics. 35:4453–4455.

Kumar S, Stecher G, Li M, Knyaz C, Tamura K. 2018. MEGA X: mo
lecular evolutionary genetics analysis across computing plat
forms. Mol Biol Evol. 35:1547–1549.

Lachance J, Tishkoff SA. 2013. SNP Ascertainment bias in population 
genetic analyses: why it is important, and how to correct it. 
BioEssays. 35:780–786.

Lam TT-Y, Shum MH-H, Zhu H-C, Tong Y-G, Ni X-B, Liao Y-S, Wei W, 
Cheung WY-M, Li W-J, Li L-F, et al. 2020. Identifying SARS-CoV-2 
related coronaviruses in Malayan pangolins. Nature. 538: 
282–285.

Lane-deGraaf KE, Fuentes A, Hollocher H. 2014. Landscape genetics 
reveal fine-scale boundaries in island populations of Indonesian 
long-tailed macaques. Landsc Ecol. 29:1505–1519.

Lang N, Wolff EW. 2011. Interglacial and glacial variability from the 
last 800 ka in marine, ice and terrestrial archives. Clim Past. 7: 
361–380.

Lee J, Hughes T, Lee M-H, Field H, Rovie-Ryan JJ, Sitam FT, Sipangkui 
S, Nathan SKSS, Ramirez D, Kumar SV, et al. 2020. No evidence of 
coronaviruses or other potentially zoonotic viruses in Sunda 
pangolins (Manis javanica) entering the wildlife trade via 
Malaysia. EcoHealth. 17:406–418.

Leinonen R, Sugawara H, Shumway M. 2010. The sequence read arch
ive. Nucleic Acids Res. 39:D19–D21.

Li H, Durbin R. 2009. Fast and accurate short read alignment with 
Burrows-Wheeler transform. Bioinformatics. 25:1754–1760.

Li H, Durbin R. 2011. Inference of human population history from in
dividual whole-genome sequences. Nature. 475:493–496.

Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G, 
Abecasis G, Durbin R. 2009. The sequence alignment/map for
mat and SAMtools. Bioinformatics. 25:2078–2079.

Li W, Godzik A. 2006. Cd-hit: a fast program for clustering and com
paring large sets of protein or nucleotide sequences. 
Bioinformatics. 22:1658–1659.

Liu L, Zhang J, Rheindt FE, Lei F, Qu Y, Wang Y, Zhang Y, Sullivan C, 
Nie W, Wang J, et al. 2017. Genomic evidence reveals a radiation 
of placental mammals uninterrupted by the KPg boundary. Proc 
Natl Acad Sci U S A. 114:E7282–E7290.

Liu S, Hansen MM. 2017. PSMC (Pairwise sequentially markovian co
alescent) analysis of RAD (restriction site associated DNA) se
quencing data. Mol Ecol Resour. 17:631–641.

Luo R, Liu B, Xie Y, Li Z, Huang W, Yuan J, He G, Chen Y, Pan Q, Liu Y, 
et al. 2012. SOAPdenovo2: an empirically improved memory- 
efficient short-read de novo assembler. GigaScience. 1:18.

Luo S-J, Zhang Y, Johnson WE, Miao L, Martelli P, Antunes A, Smith 
JLD, O’Brien SJ. 2014. Sympatric Asian felid phylogeography re
veals a major Indochinese–Sundaic divergence. Mol Ecol. 23: 
2072–2092.

Maechler M, Rousseeuw P, Croux C, Todorov V, Ruckstuhl A, 
Salibian-Barrera M, Verbeke T, Koller M, Conceicao EL, di 

Palma MA. 2021. Package ‘robustbase’, https://robustbase.r- 
forge.r-project.org/.

Malinsky M, Matschiner M, Svardal H. 2021. Dsuite—fast D-statistics 
and related admixture evidence from VCF files. Mol Ecol Resour. 
21:584–595.

Minh BQ, Hahn MW, Lanfear R. 2020. New methods to calculate 
concordance factors for phylogenomic datasets. Mol Biol Evol. 
37:2727–2733.

Minh BQ, Schmidt HA, Chernomor O, Schrempf D, Woodhams MD, 
von Haeseler A, Lanfear R. 2020. IQ-TREE 2: new models and ef
ficient methods for phylogenetic inference in the genomic era. 
Mol Biol Evol. 37:1530–1534.

Miyamoto MM, Goodman M. 1986. Biomolecular systematics of eu
therian mammals: phylogenetic patterns and classification. Syst 
Biol. 35:230–240.

Mondol S, Bruford MW, Ramakrishnan U. 2013. Demographic loss, 
genetic structure and the conservation implications for Indian ti
gers. Proc R Soc B Biol Sci. 280:20130496.

Murphy WJ, Eizirik E, Johnson WE, Zhang YP, Ryder OA, O’Brien SJ. 
2001. Molecular phylogenetics and the origins of placental mam
mals. Nature. 409:614–618.

Nadachowska-Brzyska K, Burri R, Smeds L, Ellegren H. 2016. PSMC 
Analysis of effective population sizes in molecular ecology and 
its application to black-and-white ficedula flycatchers. Mol 
Ecol. 25:1058–1072.

Nash HC, Wirdateti , Low GW, Choo SW, Chong JL, Semiadi G, Hari R, 
Sulaiman MH, Turvey ST, Evans TA, et al. 2018. Conservation 
genomics reveals possible illegal trade routes and admixture 
across pangolin lineages in Southeast Asia. Conser Genet. 19: 
1083–1095.

Notredame C, Higgins DG, Heringa J. 2000. T-coffee: a novel method 
for fast and accurate multiple sequence alignment11Edited by 
J. Thornton. J Mol Biol. 302:205–217.

Okonechnikov K, Conesa A, García-Alcalde F. 2015. Qualimap 2: ad
vanced multi-sample quality control for high-throughput se
quencing data. Bioinformatics. 32:292–294.

Paez S, Kraus RHS, Shapiro B, Gilbert MTP, Jarvis ED, Al-Ajli FO, 
Ceballos G, Crawford AJ, Fedrigo O, Johnson RN, et al. 2022. 
Reference genomes for conservation. Science. 377:364–366.

Palkopoulou E, Mallick S, Skoglund P, Enk J, Rohland N, Li H, Omrak 
A, Vartanyan S, Poinar H, Götherström A, et al. 2015. Complete 
genomes reveal signatures of demographic and genetic declines 
in the woolly mammoth. Curr Biol. 25:1395–1400.

Pietersen DW, Challender DW. 2020. Research needs for pangolins. 
In: Challender D, Nash H and Waterman C, editors. Pangolins: sci
ence, society and conservation. London, UK: Academic Press. 
p. 537–543.

Prasad A, Lorenzen ED, Westbury MV. 2022. Evaluating the role of 
reference-genome phylogenetic distance on evolutionary infer
ence. Mol Ecol Resour. 22:45–55.

Quinlan AR, Hall IM. 2010. BEDTools: a flexible suite of utilities for 
comparing genomic features. Bioinformatics. 26:841–842.

Ray-Chaudhuri SP, Sharma T, Pathak S, Singh L. 1969. Chromosomes 
and the karyotype of the pangolin, Manis pentadactyla L. 
(Pholidota-mammalia). Experientia. 25:1167–1168.

Robinson Jacqueline A, Ortega-Del Vecchyo D, Fan Z, Kim Bernard Y, 
vonHoldt Bridgett M, Marsden Clare D, Lohmueller Kirk E, 
Wayne Robert K. 2016. Genomic flatlining in the endangered is
land fox. Curr Biol. 26:1183–1189.

Robles E, Piper P, Ochoa J, Lewis H, Paz V, Ronquillo W. 2015. Late 
quaternary sea-level changes and the palaeohistory of palawan 
island, Philippines. J Island Coast Archaeol. 10:76–96.

Rohling EJ, Fenton M, Jorissen FJ, Bertrand P, Ganssen G, Caulet JP. 
1998. Magnitudes of sea-level lowstands of the past 500,000 
years. Nature. 394:162–165.

Rousseeuw PJ, Croux C. 1993. Alternatives to the median absolute 
deviation. J Am Stat Assoc. 88:1273–1283.

Rozas J, Ferrer-Mata A, Sánchez-DelBarrio JC, Guirao-Rico S, Librado 
P, Ramos-Onsins SE, Sánchez-Gracia A. 2017. DnaSP 6: dNA 

Pangolin Genomes Offer Key Insights and Resources · https://doi.org/10.1093/molbev/msad190 MBE

17

D
ow

nloaded from
 https://academ

ic.oup.com
/m

be/article/40/10/m
sad190/7288644 by guest on 05 O

ctober 2023

https://robustbase.r-forge.r-project.org/
https://robustbase.r-forge.r-project.org/


sequence polymorphism analysis of large data sets. Mol Biol Evol. 
34:3299–3302.

Salmona J, Heller R, Lascoux M, Shafer A. 2017. Inferring demograph
ic history using genomic data. In: Rajora OP, editor. Population 
genomics: concepts, approaches and applications. Cham: 
Springer International Publishing. p. 511–537.

Salzmann U, Hoelzmann P. 2005. The dahomey gap: an abrupt cli
matically induced rain forest fragmentation in West Africa dur
ing the late holocene. The Holocene. 15:190–199.

Sayyari E, Mirarab S. 2018. Testing for polytomies in phylogenetic 
species trees using quartet frequencies. Genes (Basel). 9:132.

Scornavacca C, Belkhir K, Lopez J, Dernat R, Delsuc F, Douzery EJP, 
Ranwez V. 2019. Orthomam v10: scaling-up orthologous coding 
sequence and exon alignments with more than one hundred 
mammalian genomes. Mol Biol Evol. 36:861–862.

Shafer ABA, Wolf JBW, Alves PC, Bergström L, Bruford MW, 
Brännström I, Colling G, Dalén L, De Meester L, Ekblom R, 
et al. 2015. Genomics and the challenging translation into con
servation practice. Trends Ecol Evol (Amst). 30:78–87.

Shen W, Le S, Li Y, Hu F. 2016. Seqkit: a cross-platform and ultrafast 
toolkit for FASTA/Q file manipulation. PLoS One. 11:e0163962.

Smit AF, Hubley R. 2008. RepeatModeler Open-1.0. Available fom 
http://www.repeatmasker.org.

Solís-Lemus C, Bastide P, Ané C. 2017. Phylonetworks: a package for 
phylogenetic networks. Mol Biol Evol. 34:3292–3298.

Sovic M, Fries A, Martin SA, Lisle Gibbs H. 2019. Genetic signatures of 
small effective population sizes and demographic declines in an en
dangered rattlesnake, Sistrurus catenatus. Evol Appl. 12:664–678.

Spicer RA, Su T, Valdes PJ, Farnsworth A, Wu F-X, Shi G, Spicer TEV, 
Zhou Z. 2020. Why ‘the uplift of the Tibetan plateau’ is a myth. 
Natl Sci Rev. 8:nwaa091.

Stanke M, Keller O, Gunduz I, Hayes A, Waack S, Morgenstern B. 
2006. AUGUSTUS: ab initio prediction of alternative transcripts. 
Nucleic Acids Res. 34:W435–W439.

Steenwyk JL, Buida TJ, Labella AL, Li Y, Shen X-X, Rokas A. 2021. 
PhyKIT: a broadly applicable UNIX shell toolkit for processing 
and analyzing phylogenomic data. Bioinformatics. 37:2325–2331.

Su B, Liu R-Q, Wang Y-X, Shi L-M. 1994. Genetic diversity in the 
Chinese pangolin (Manis pentadactyla) inferred from protein 
electrophoresis. Biochem Genet. 32:343–349.

Tapponnier P, Lacassin R, Leloup PH, Schärer U, Dalai Z, Haiwei W, 
Xiaohan L, Shaocheng J, Lianshang Z, Jiayou Z. 1990. The ailao 
shan/red river metamorphic belt: tertiary left-lateral shear be
tween Indochina and south China. Nature. 343:431–437.

Tarailo-Graovac M, Chen N. 2009. Using RepeatMasker to identify 
repetitive elements in genomic sequences. Curr Protoc Bioinf. 5: 
4.10.11–14.10.14.

Terhune CE, Gaudin T, Curran S, Petculescu A. 2021. The youngest 
pangolin (mammalia, Pholidota) from Europe. J Vertebr 
Paleontol. 41:e1990075.

Than C, Ruths D, Nakhleh L. 2008. Phylonet: a software package for 
analyzing and reconstructing reticulate evolutionary relation
ships. BMC Bioinf. 9:322.

Tilak M-K, Allio R, Delsuc F. 2020. An Optimized Protocol for 
Sequencing Mammalian Roadkill Tissues with Oxford 
Nanopore Technology (ONT) V1. In.

Tougard C. 2001. Biogeography and migration routes of large mammal 
faunas in south–east Asia during the late middle pleistocene: focus 
on the fossil and extant faunas from Thailand. Palaeogeography, 
palaeoclimatology. Palaeoecology. 168:337–358.

van der Valk T, Díez-del-Molino D, Marques-Bonet T, Guschanski K, 
Dalén L. 2019. Historical genomes reveal the genomic 

consequences of recent population decline in eastern gorillas. 
Curr Biol. 29:165–170.e6.

Waterhouse RM, Seppey M, Simão FA, Manni M, Ioannidis P, 
Klioutchnikov G, Kriventseva EV, Zdobnov EM. 2018. BUSCO 
Applications from quality assessments to gene prediction and 
phylogenomics. Mol Biol Evol. 35:543–548.

Wei S, Sun S, Dou H, An F, Gao H, Guo C, Hua Y. 2022. Influence of 
pleistocene climate fluctuations on the demographic history and 
distribution of the critically endangered Chinese pangolin 
(Manis pentadactyla). BMC Zool. 7:50.

Westbury MV, Hartmann S, Barlow A, Wiesel I, Leo V, Welch R, 
Parker DM, Sicks F, Ludwig A, Dalén L, et al. 2018. Extended 
and continuous decline in effective population size results in 
low genomic diversity in the world’s Rarest hyena species, the 
brown hyena. Mol Biol Evol. 35:1225–1237.

Wheeler TJ, Clements J, Eddy SR, Hubley R, Jones TA, Jurka J, Smit AFA, 
Finn RD. 2012. Dfam: a database of repetitive DNA based on pro
file hidden markov models. Nucleic Acids Res. 41:D70–D82.

Wyss AR, Novacek MJ, McKenna MC. 1987. Amino acid sequence 
versus morphological data and the interordinal relationships of 
mammals. Mol Biol Evol. 4:99–116.

Xiang K-L, Erst AS, Yang J, Peng H-W, Ortiz R, Jabbour F, Erst TV, 
Wang W. 2021. Biogeographic diversification of Eranthis 
(Ranunculaceae) reflects the geological history of the three great 
Asian plateaus. Proc R Soc B Biol Sci. 288:20210281.

Yandell M, Ence D. 2012. A beginner’s guide to eukaryotic genome 
annotation. Nat Rev Genet. 13:329–342.

Yang Z. 2007. PAML 4: phylogenetic analysis by Maximum likelihood. 
Mol Biol Evol. 24:1586–1591.

Yu HT, Ma GC, Lee DJ, Chin SC, Tsao HS, Wu SH, Shih SY, Chen M. 
2011. Molecular delineation of the Y-borne sry gene in the 
Formosan pangolin (Manis pentadactyla pentadactyla) and its 
phylogenetic implications for Pholidota in extant mammals. 
Theriogenology. 75:55–64.

Zanvo S, Djagoun CAMS, Azihou AF, Djossa B, Afiademanyo K, 
Olayemi A, Agbangla C, Sinsin B, Gaubert P. 2022. Can DNA 
help trace the local trade of pangolins? Conservation genetics 
of white-bellied pangolins from the dahomey gap (West 
Africa). BMC Ecol Evol. 22:16.

Zhang C, Rabiee M, Sayyari E, Mirarab S. 2018. ASTRAL-III: polyno
mial time species tree reconstruction from partially resolved 
gene trees. BMC Bioinf. 19:153.

Zhang H, Miller MP, Yang F, Chan HK, Gaubert P, Ades G, Fischer GA. 
2015. Molecular tracing of confiscated pangolin scales for con
servation and illegal trade monitoring in Southeast Asia. Glob 
Ecol Conserv. 4:414–422.

Zhang P, Chen Y-Q, Zhou H, Liu Y-F, Wang X-L, Papenfuss TJ, Wake 
DB, Qu L-H. 2006. Phylogeny, evolution, and biogeography of asi
atic salamanders (hynobiidae). Proc Natl Acad Sci U S A. 103: 
7360–7365.

Zheng Y, Janke A. 2018. Gene flow analysis method, the D-statistic, is 
robust in a wide parameter space. BMC Bioinf. 19:10.

Zhihai H, Jiang X, Shuiming X, Baosheng L, Yuan G, Chaochao Z, 
Xiaohui Q, Wen X, Shilin C. 2016. Comparative optical genome 
analysis of two pangolin species: Manis pentadactyla and 
Manis javanica. GigaScience. 5:giw001.

Zhou X, Xu S, Xu J, Chen B, Zhou K, Yang G. 2011. Phylogenomic 
analysis resolves the interordinal relationships and rapid diver
sification of the laurasiatherian mammals. Syst Biol. 61: 
150–150.

Zimin AV, Marçais G, Puiu D, Roberts M, Salzberg SL, Yorke JA. 2013. 
The MaSuRCA genome assembler. Bioinformatics. 29:2669–2677.

Heighton et al. · https://doi.org/10.1093/molbev/msad190 MBE

18

D
ow

nloaded from
 https://academ

ic.oup.com
/m

be/article/40/10/m
sad190/7288644 by guest on 05 O

ctober 2023

http://www.20repeatmasker.org

	Pangolin Genomes Offer Key Insights and Resources for the World’s Most Trafficked Wild Mammals
	Introduction
	Results and Discussion
	A Potential New Species of Pangolin From Asia
	Reticulation and Incomplete Lineage Sorting in Southeast Asian Pangolins
	An Updated Biogeographic Scenario for Pangolins
	Pangolin Demographic History is Shaped by Lineage-specific Biogeography
	Delayed Loss in Genome-Wide Diversity
	Providing Genomic Resources for Pangolin Conservation

	Materials and Methods
	Sample Acquisition
	Genome Sequencing and Assembly
	Hybrid Assembly Reference Genome of the Giant Pangolin (S. gigantea)
	Draft Genomes for Other Pangolin Species
	Additional Genomic Data

	Single-Copy Orthologous Gene Dataset
	CDS Extraction From De Novo Reference Assemblies
	Genome-Wide Mapping and Consensus
	Obtaining Orthologous Full Gene Markers Using Orthologous CDS IDs

	Phylogenomics and Diagnostic Markers From Genes
	Genetic Diversity Estimates From Whole Genes
	Phylogenomic Tree Building and Concordance Analyses
	Reticulate Evolutionary Relationships
	Divergence Time Estimates

	Mitochondrial Genes and Genomes
	Genome-Wide Analyses
	Comparative Genome-Wide Heterozygosity
	Demographic History Reconstruction With PSMC
	Tests of Admixture


	Supplementary Material
	Acknowledgments
	Author Contributions
	Data Availability
	References




