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1  |  INTRODUC TION

Species that have recently expanded their range and established 
in historically non-native regions (i.e., introduced, invasive, or 

non-native species) are a nearly ubiquitous feature of contemporary 
biological communities (Levine, 2008; Simberloff, 2013; Simberloff 
et al., 2013). Introduced species can have diverse, and frequently 
negative, impacts on biological communities in their introduced 
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Abstract
Introduced species have become an increasingly common component of biological 
communities around the world. A central goal in invasion biology is therefore to iden-
tify the demographic and evolutionary factors that underlie successful introductions. 
Here we use whole genome sequences, collected from populations in the native and 
introduced range of the African fig fly, Zaprionus indianus, to quantify genetic rela-
tionships among them, identify potential sources of the introductions, and test for 
selection at different spatial scales. We find that geographically widespread popula-
tions in the western hemisphere are genetically more similar to each other than to 
lineages sampled across Africa, and that these populations share a mixture of alleles 
derived from differentiated African lineages. Using patterns of allele-sharing and de-
mographic modelling we show that Z.  indinaus have undergone a single expansion 
across the western hemisphere with admixture between African lineages predating 
this expansion. We also find support for selection that is shared across populations 
in the western hemisphere, and in some cases, with a subset of African populations. 
This suggests either that parallel selection has acted across a large part of Z.  indi-
anus's introduced range; or, more parsimoniously, that Z.  indianus has experienced 
selection early on during (or prior-to) its expansion into the western hemisphere. We 
suggest that the range expansion of Z. indianus has been facilitated by admixture and 
selection, and that management of this invasion could focus on minimizing future ad-
mixture by controlling the movement of individuals within this region rather than be-
tween the western and eastern hemisphere.
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range(s). For example, they may compete with or prey upon native 
species (Brown et al., 2002; Wanless et al., 2007). Introduced spe-
cies can also pose economic threats, act as crop pests, and/or vector 
disease (Pimentel et al., 2005). Understanding the demographic and 
evolutionary processes that underlie successful biological introduc-
tions is therefore an important challenge in modern evolutionary 
and conservation biology.

Studies of introduced species have identified a number of demo-
graphic or evolutionary processes that may contribute to success-
ful introductions (Allendorf & Lundquist, 2003; Whitney & Gabler, 
2008). For example, multiple colonization events and hybridization 
(and subsequent admixture) between differentiated lineages (i.e., 
populations or species) have both been identified as processes 
that contribute to genetic diversity within introduced populations 
(Facon et al., 2008a). Sources of genetic variation within introduced 
populations have been of broad interest because genetic variation 
is likely to be important for populations to respond to novel biotic 
and abiotic selective pressures that they experience in their intro-
duced range. However, multiple colonization events and admixture 
can also generate novel genotypes that show low fitness when di-
vergent alleles interact negatively, such as when individuals display 
outbreeding depression (Chapman et al., 2009; Frankham et al., 
2011). Processes that increase genetic diversity within introduced 
populations and the fitness consequences of that genetic diversity 
need to be understood in order to fully appreciate adaptation (or 
maladaptation) in introduced species.

Research using phenotypic data has shown that species can rap-
idly adapt to novel environments they experience in their introduced 
range (Colautti & Barrett, 2013; Lee, 2002; Prentis et al., 2008). 
However, it is also possible that adaptations within introduced pop-
ulations occur before their introductions, conferring traits that help 
facilitate the successful colonization of new geographic regions. This 
scenario of adaptation has been termed “anthropogenically induced 
adaptation to invade” to describe situations where populations 
adapt to anthropogenic environments (e.g., cities, farmland, or or-
chards) encountered in their native range prior to range expansion 
(Hufbauer et al., 2012). Understanding both the shared colonization 
history and local adaptation within geographically widespread popu-
lations of introduced species is therefore central to our understand-
ing of biological introductions and our ability to devise appropriate 
strategies for their management.

Understanding the geographic origins of introduced popula-
tions, alongside the evolutionary processes that operate upon them 
(e.g., admixture and local adaptation), is also central to our ability 
to effectively manage biological introductions. For introductions 
that are geographically widespread, knowledge of shared versus in-
dependent aspects of their colonization and evolution will inform 
whether a single management strategy can be applied across broad 
geographic regions or whether each introduced population needs to 
be treated as a unique case. For example, researchers could moni-
tor the movement of individuals between specific sets of countries 
to limit the opportunity for admixture or the movement of adaptive 
alleles among regions.

Genetic data are a powerful tool that can be used to estimate 
demographic and evolutionary events associated with introduced 
populations or range expansions (Barker et al., 2017; Bock et al., 
2015; Dlugosch & Parker, 2008; Fraimout et al., 2017; Kolbe et al., 
2004; Lee, 2002; Olazcuaga et al., 2020). Indeed, genetic data have 
been used to generate insights into biological invasions that in-
clude identifying multiple colonization events and admixture within 
introduced populations (Barker et al., 2017; Dlugosch & Parker, 
2008; Facon et al., 2008a; Gibson et al., 2020; Kolbe et al., 2004; 
Michaelides et al., 2018; Simon et al., 2020). Genome-scale data can 
also be used to identify regions of the genome, and candidate genes, 
with evidence for selection either between native and introduced 
populations or among populations within species’ introduced ranges 
(Campbell-Staton et al., 2020; Olazcuaga et al., 2020). However, de-
mographic analyses of introductions are typically conducted sepa-
rately, and using independent data, from studies exploring selection 
(Johri et al., 2020). Whole-genome sequence data provides a means 
to jointly explore demographic and selective processes operating 
within introduced populations, for example, by testing phylogenetic 
relationships among populations at regions of the genome with evi-
dence of selection compared to putatively neutral regions of the ge-
nome. The parallel study of demography and selection in introduced 
populations has the potential to yield novel insights because it could 
be used to estimate the geographic or evolutionary origins of alleles 
that underlie traits that facilitate biological introductions or drive 
adaptation to novel environments (Calfee et al., 2020). Information 
on the origins of introductions, from the level of individuals to adap-
tive alleles, could then be used to inform approaches to mitigate the 
negative impacts or spread of introductions, in situations where that 
is the desired outcome (Oduor et al., 2015; Viard et al., 2020).

Zaprionus indianus is a generalist fruit fly (Diptera: Drosophilidae; 
Gupta, 1970) that is thought to be native to sub-Saharan Africa and 
can utilize a wide range of fruits as hosts (Yassin & David, 2010). 
Recently, Z.  indianus has undergone a widespread range expansion 
into tropical and subtropical regions around the globe, where it is 
considered a pest species of a wide-range of fruit crops (Joshi et al., 
2014; Leão & Tldon, 2004; van der Linde et al., 2006). Zaprionus in-
dianus was first reported in India in 1966 (Gupta, 1970) and, over the 
subsequent 40 years, has spread east into middle-eastern Asia and 
north to Spain (Gibert et al., 2016). More recently, Z.  indianus has 
expanded its range into the western hemisphere, being reported in 
São Paulo, Brazil in 1998, with a subsequent, and rapid, expansion 
across South and Central America. In North America, Z. indianus was 
first reported in Florida, USA in 2005 (van der Linde et al., 2006) and 
by 2011 had spread west to California and north to Pennsylvania, 
USA (Joshi et al., 2014). Individuals of Z.  indianus have even been 
collected from stone fruit orchards in southern Ontario and Quebec, 
Canada (Renkema et al., 2013). Thermal performance curves esti-
mated for lines derived from populations sampled in Florida, North 
Carolina, and New York in the USA indicate that individuals collected 
from northern sites have not evolved the ability to tolerate colder 
temperatures than more southern populations, or populations in 
their native range (thermal minimum of approximately 12–16℃; 
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Comeault et al., 2020). Current evidence therefore suggests that in-
dividuals sampled in northern North America may be migrants that 
colonize orchards in the relatively warm summer months, and that 
the range expansion in this region is ongoing. The recent and po-
tentially dynamic nature of Z. indianus's range expansion into North 
America highlights the need to better understand genetic relation-
ships among populations and whether those populations have locally 
adapted to environments in their introduced range. Here, we used 
whole-genome sequences collected from native and introduced 
populations of Z.  indianus to test alternate colonization scenarios, 
quantify genetic relationships among populations, and explore the 
geographic (and temporal) dynamics of admixture and selection act-
ing in this species. Our results show that Z. indianus in the western 
hemisphere are genetically differentiated from Z.  indianus found 
across geographically distant locations in Africa and share a pattern 
of mixed ancestry across their genomes, suggesting an admixture 
event that predated (or occurred early during) their introduction into 
the western hemisphere. We also find a strong signal of selection 
shared across introduced populations in the western hemisphere, 
consistent with a scenario of either shared selection across intro-
duced populations, or selection in the ancestor of the lineage that 
went on to colonize regions in the western hemisphere.

2  |  MATERIAL S AND METHODS

2.1  |  Population sampling, sequencing, and 
genotyping

We analysed genome sequences generated from 67 Z.  indianus 
sampled from four locations in their introduced range (Medellín, 
Colombia, n =  4; Eastern USA, n =  25; Hawaii, USA, n =  4; India, 
n =  1) and from four locations across their native range in Africa 
(Zambia: n = 6; Kenya: n = 7; Senegal: n = 14; São Tomé: n = 6; Table 
S1). We also analysed one Z. gabonicus and 9 Z. africanus collected 
from two locations in Africa (São Tome and Kenya). Zaprionus gaboni-
cus and Z. africanus are the two most closely related species to Z. in-
dianus, and each of these species are reproductively isolated from 
one another (Yassin et al., 2008). A total of 56 of the genomes in our 
data set were previously analysed to study levels of genetic diver-
sity across different populations and species of Zaprionus (Comeault 
et al., 2020), and one is from publicly available data used to gen-
erate a draft genome assembly for Z.  indianus collected in India 
(Khanna & Mohanty, 2017). Here we add four genome sequences 
from a population in South America (Medellín, Colombia) and 14 ge-
nomes from five locations in the eastern United States (Florida, 
Pennsylvania, New Jersey, New York, and North Carolina; see Table 
S1). All sequences other than the Z. indianus sample from India were 
generated from single individuals that were either wild-caught and 
preserved in ethanol or collected as a first-generation offspring of a 
wild-caught female. Individuals were sequenced to a mean depth of 
20–49× using paired-end Illumina reads as described in Comeault 
et al. (2020). The sequence for Z. indianus from India was generated 

from two males from a single isofemale line that was collected in 
Punjab, India (Khanna & Mohanty, 2017).

Raw sequence data was initially parsed and barcodes were re-
moved by the University of North Carolina's high-throughput se-
quencing facility. We used the bwA MEM algorithm (v0.7.15) to map 
reads, for each individual, to a previously published Z.  indianus 
reference genome generated from an isofemale line established 
from a female collected in Florida in 2014 (Comeault et al., 2020). 
We sorted and filtered mapped reads using sAMTOOLs (v1.4), marked 
duplicates using piCArd’s markduplicates tool (v2.2.4), and realigned 
around indels using gATk’s rEALignErTArgETCrEATOr and indELrEALignEr 
tools (v3.8; (McKenna et al., 2010)).

We estimated genotypes for each individual using gATk’s hAp-
LOTypECALLEr tool (v3.8) with options “--emitRefConfidence GVCF”, 
“--minReadsPerAlignmentStart 4”, “--standard_min_confidence_
threshold_for_calling 8.0”, and “--minPruning 4” and performed joint 
genotyping using gATk’s gEnOTypEgvCfs tool. We then filtered SNPs 
using gATk’s VariantFiltration tool with option “--filterExpression 
“QD < 2.0 || FS > 60.0 || SOR > 3.0 || MQ < 40.0 || MQRankSum 
< −12.5 || ReadPosRankSum < −8.0””. We hard-filtered genotypes 
using vCfTOOLs with options “--max-missing 0.5” and “--mac 2”.

In species with heterogametic sex chromosomes (e.g., XY or ZW 
sex determination), the smaller effective population size of the sex 
chromosomes can exacerbate the impact that genetic bottlenecks 
have on genetic diversity (Belleghem et al., 2018; Pool & Nielsen, 
2007). Lower diversity on the X can, in turn, lead to elevated es-
timates of genetic differentiation along the sex chromosomes 
(Cruickshank & Hahn, 2014). It is therefore particularly important 
to consider the genomic location of differentiation in introduced 
species, as demographic changes (e.g., bottlenecks) are frequently 
associated with biological introductions (Frankham, 2005; Lee, 
2002). To facilitate comparisons between the autosomes and the X 
chromosome, we used coverage to identify putative-X and putative-
autosomal scaffolds in the reference genome used for this study. 
We calculated normalized mean sequencing depth (i.e., sequencing 
depth per scaffold divided by mean sequencing depth across all se-
quenced sites) across scaffolds for five male and four female Z. indi-
anus, and identified X scaffolds as those in which normalized mean 
sequencing depth was <0.85 for at least four of the five males and 
>0.85 for at least three of the four females (for details regarding 
the choice of threshold see Supporting Information and Supporting 
Information Data; Comeault et al., 2021). Scaffolds smaller than 
100  kb were deemed too small to make reliable assignments and 
scaffolds with a mean normalized read depth >1.5 in at least seven 
out of the nine samples (independent of sex) were deemed puta-
tive repeat elements and not further assigned. Finally, we aimed to 
identify scaffolds belonging to the Y, defined as those with a mean 
normalized coverage of greater than 0.25 in at least four of the five 
males and <0.25 in at least three of the four females. This approach 
did not detect any putatively Y scaffolds. Our approach resulted in 
94% (137.2 Mb) of the assembly being assigned to autosomes or the 
X chromosome, with 24.6% (33.7 Mb) being identified as belonging 
to the X chromosome (7.7 Mb were located on scaffolds that were 
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too small and 0.8 Mb on scaffolds with abnormally high coverage). 
Our estimate of X chromosome size is within the range of X chromo-
somes of other Drosophilid flies (e.g., ~23% to 68% of the genome 
belong to the X for Drosophila melanogaster, D. busckii, and D. pseu-
doobscura; searched on https://www.ncbi.nlm.nih.gov/genom​e/).

In addition to the genome-wide SNP data set, we genotyped 
each individual's mitochondrial genome. Because mitochondrial 
haplotypes are maternally inherited and do not undergo recombi-
nation, they can be utilized to estimate the number of colonization 
events occurring during range expansions associated with biologi-
cal invasions (Facon et al., 2008b; Kolbe et al., 2004; Michaelides 
et al., 2018). We mapped raw sequence reads, for each individual, 
to an assembled mitochondria of Z. indianus (assembled from same 
isofemale line from Florida used for the reference genome described 
above; Supporting Information Data) following the same procedure 
described above for the nuclear genome. Using the processed BAM 
files, we generated a mitochondrial genome sequence, for each indi-
vidual, using the -doFasta option in Angsd (Korneliussen et al., 2014). 
When calling mitochondrial sequences, we filtered reads with map 
quality <30 and mapping base quality <18 (-minMapQ and -minQ 
options, respectively).

2.2  |  Population structure

In 2008 Yassin and colleagues generated mitochondrial haplotype 
data from CO-I and CO-II genes sequenced from 23 Z.  indianus 
populations sampled from Florida, eastern South America, Africa 
(including Madagascar), and India, but did not find any evidence of 
population structure associated with geography (Yassin et al., 2008). 
However, we previously identified relatively strong genetic differen-
tiation among Z. indianus populations in their native and introduced 
ranges using whole-genome data (FST = 0.14–0.19; Comeault et al., 
2020). Here we leverage whole-genome sequence data to further 
explore relationships among Z.  indianus populations. We first con-
ducted a set of analyses to quantify population structure across our 
samples. Specifically, we carried out principal component analysis 
(PCA) and genetic cluster inference with pCAngsd (v0.95; Meisner 
& Albrechtsen, 2018), and phylogenetic analyses using maximum 
likelihood (ML) and coalescent based approaches with snphyLO (Lee 
et al., 2014) and AsTrAL (Rabiee et al., 2019), respectively. pCAngsd 
was run using the -admix method with default values on genotype 
likelihoods estimated with Angsd using the option “-SNP_pval 1e-6” 
(GATK method; Korneliussen et al., 2014; McKenna et al., 2010). 
snphyLO was run on hard-filtered SNPs using a linkage disequilib-
rium (LD) threshold of 0.2 to thin sites and allowing a maximum of 
15% of individuals to be missing genotype information at a given 
site (−l and −M options in snphyLO, respectively). AsTrAL was run using 
7085  gene trees that were randomly sampled from 14,165  gene 
trees constructed from alignments of phased 500-SNP nonoverlap-
ping genomic windows generated along the 40 largest scaffolds of 
our assembly (61.2 Mb or ~42% of the reference genome sequence; 
Supporting Information). Gene trees were constructed using rAxML 

(v8.2.4; (Stamatakis, 2014)) with optimization of substitution rates 
under the GTR + GAMMA substitution model and 20 runs on dis-
tinct starting trees (see Supporting Information and Supporting 
Information Data for details).

We also estimated phylogenetic relationships among individ-
uals based on mitochondrial genome sequences. We aligned mito-
chondrial genomes using the MAffT aligner (v7.407) and estimated a 
mitochondrial tree using rAxML (v8.2.4; (Stamatakis, 2014)) with opti-
mization of substitution rates under the GTR + GAMMA substitution 
model and 20 runs on distinct starting trees. Support was estimated 
for internal branches of this tree using 100 bootstrap replicates.

Finally, to allow comparisons between autosomes and the X 
chromosome, we calculated nucleotide diversity within nonoverlap-
ping 5  kb genomic windows for each Z.  indianus population using 
vCfTOOLs (v0.1.15; (Danecek et al., 2011)) and FST between popula-
tions using Angsd (v0.920). When calculating FST, we first estimated 
the site frequency spectrum (SFS) and genotype likelihoods, for each 
population, using Z. africanus as the outgroup, and filtered SNPs 
using options “-minMapQ 1”, “-minQ 20”, “-setMinDepth N*6”, and 
“-setMaxDepth N*60” options, where N is the number of individuals 
sampled from a population. We then estimated all pairwise 2D-SFS 
using Angsd’s “realSFS” tool, and FST in 5 kb genomic windows using 
Angsd’s “realSFS fst index” and “realSFS fst stats2” tools (Supporting 
Information Data). We compared median estimates of nucleotide di-
versity and genetic differentiation within genomic windows on the 
X chromosome and autosomes for populations in Z. indianus's native 
range, in their introduced range, and between their introduced and 
native ranges.

2.3  |  Fine-scale relationships across the genome

Results from the analyses of population structure described above 
clearly identify genetic differentiation among Z. indianus populations 
at two scales: between populations in the western hemisphere and 
Africa, and among populations within both native and introduced 
ranges (see Results). We next explored the relative support for re-
lationships among east African, west African, and introduced (i.e., 
western hemisphere and India) lineages, across the genome, using 
“topology weighting by iterative sampling of subtrees” (TwissT; Martin 
& Belleghem, 2017). This approach allowed us to quantify phyloge-
netic relationships (or shared ancestry) between a focal introduced 
population (eastern USA, Colombia, Hawaii, or India) and west and 
east-African lineages. We estimated topology weights for the three 
topologies: (i) (Z. africanus [Z. indianus east Africa {Z.  indianus west 
Africa, Z.  indianus “introduced”}]), (ii) (Z. africanus [Z. indianus west 
Africa {Z. indianus east Africa, Z. indianus “introduced”}]), and (iii) (Z. 
africanus [Z. indianus “introduced” {Z. indianus east Africa, Z. indianus 
west Africa}]) (see inset of Figure 3a for illustrations). These topolo-
gies correspond to phylogenetic relationships where the introduced 
and west African lineages are more closely related to each other 
than either are to the east African lineage (hereafter referred to as 
“west African ancestry”, with respect to the introduced lineage), the 

https://www.ncbi.nlm.nih.gov/genome/
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introduced and east African lineages are more closely related to each 
other than either are to the west African lineage (“east African an-
cestry”), or the two African lineages are more closely related to each 
other than to the introduced lineage (“diverged”), respectively.

We estimated relative weights for each of the three topologies 
described above by running TwissT on phylogenetic trees estimated 
for nonoverlapping genomic windows, each containing 500 SNPs, 
along the 40 largest scaffolds of the reference genome used in this 
study. Each tree was estimated using maximum likelihood analy-
sis in rAxML (v8.2.4; Stamatakis, 2014; see Supporting Information 
for analysis using pairwise genetic distance and neighbour joining 
trees). All TwissT runs used Z. africanus as the outgroup, Z.  indianus 
from São Tomé as the west African lineage, Z. indianus from Zambia 
as the east African lineage, and Z.  indianus from either Colombia, 
east USA, Hawaii, or India as the focal introduced lineage. To 
speed up run times with TwissT, we randomly selected six individ-
uals (12 haplotypes) from the São Tomé population, six individuals 
from the Zambian population, and six individuals of Z. africanus, ex-
tracted these individual's phased haplotypes from phylip alignments 
(Supporting Information and Supporting Information Data), and used 
these individuals when constructing trees. For the different “focal” 
populations we included all individuals (Hawaii, Colombia, and India) 
or subsampled seven individuals (Senegal) or 12 individuals (eastern 
USA). We ran TwissT using the “fixed” method with support for the 
alternate topologies (i.e., topology weights) estimated from a ran-
dom sample of 600 subtrees per window. We summarized weights 
as supporting a given topology if more than 50% of sampled sub-
trees supported that topology. All other windows were classified as 
“ambiguous”.

Under a scenario where the introduced populations were inde-
pendently colonized by different populations from the native range, 
we do not expect patterns of ancestry across the genome to be 
shared across introduced populations. To test this prediction, we 
summarized ancestry information for each genomic window, for each 
introduced population, as the difference between topology weights 
for topology 1 (shared west African ancestry) and topology 2 (shared 
east African ancestry). We then calculated correlations in this “an-
cestry score” between all pairs of focal introduced populations.

In addition to the window-based approach implemented with 
TwissT, we estimated sharing of derived alleles among populations of 
Z. indianus with TrEEMix. Unlike the three-population window-based 
approach we used when running TwissT, TrEEMix allows us to test for 
multiple admixture events and across all populations simultaneously. 
We first used TrEEMix to infer maximum likelihood ancestry graphs 
with and without migration among Z.  indianus populations using 
allele frequency estimates from each population we sampled. We 
specified Z.  africanus as the outgroup, grouped SNPs in windows 
of 500 to account for nonindependence among adjacent SNPs (-k 
option in TrEEMix), and ran TrEEMix allowing for 0–5 migration events 
across the tree.

Finally, we tested patterns of allele-sharing among explicitly 
defined Z.  indianus populations using four-population tests as im-
plemented with TrEEMix’s “fourpop” function. This test computes 

f4 statistics for trees in the form ([A, B],[C, D]), where a significantly 
nonzero f4  value indicates an excess of allele sharing, consistent 
with introgression, between taxon B and C (negative f4) or B and 
D (positive f4). We computed f4 statistics holding Z. africanus as the 
outgroup (“A” taxon in the aforementioned tree). Because TrEEMix 
analyses utilize information from allele frequencies within each pop-
ulation, we did not analyse the Z. indianus sample from India because 
this sequence was derived from two males collected from a single 
isofemale line.

2.4  |  Demographic modelling

We took a demographic modelling approach to explore support for 
different demographic events occurring during Z.  indianus's expan-
sion into the western hemisphere. We first computed SFS for pop-
ulations sampled in São Tomé, Zambia, and the eastern USA using 
Angsd (v0.920) with options “-domajorminor 1 -gl 1 -domaf 1 -dogeno 
3 -doCounts 1 -dopost 2 -doHWE 1 -minHWEpval 0.01 -minMapQ 
20 -minQ 20 -doSaf 1”. The two African populations were chosen 
to reflect the two differentiated lineages we sampled in African and 
the population from the eastern USA was chosen because we had 
the largest sample size from this population (24 individuals) and this 
population represents the most recently colonized in the western 
hemisphere. SFS were polarized using Z.  africanus (-anc option in 
Angsd). We then estimated the joint-SFS for the three focal popula-
tions using Angsd’s “realSFS” function.

We inferred demographic parameters and model-fit under 8 
different demographic scenarios using the unfolded joint-SFS and 
fAsTsiMCOAL2 v.2.6.0.3 (Excoffier et al., 2013). Three demographic 
scenarios allowed for a split between the eastern USA population 
(i.e., the North American lineage) and one of the African lineages 
(i.e., the Zambian lineage, the São Toméan lineage, or the ancestral 
African lineage; histories C, D and A; Figures S1–S3). A fourth sce-
nario modelled the North American lineage being simultaneously 
colonized by both African lineages, with the African lineages having 
differentiated with gene flow before founding the North American 
lineage (history B; Figures S1–S3). The remaining four demographic 
scenarios allowed for a combination of differentiation and admixture 
between lineages, with admixture either occurring before the North 
American lineage split from an African lineage, or after this split (his-
tories E–H; Figures S1–S3). We chose these eight scenarios because 
they allowed us to quantify support for or against a history contain-
ing admixture (compare histories A–D vs. histories E–H; Figures S1–
S3) and whether admixture was most likely to occur before or after 
the North American lineage split from an African ancestor (compare 
histories E & F to histories G & H; Figures S1–S3). Finally, we fit each 
demographic scenario three times, either with no within-lineage 
change in population size (Figure S1), with exponential growth in 
the three contemporary lineages (Figure S2), or with exponential 
growth in the North American lineage and discrete changes in popu-
lation size for both African lineages and the North American lineage 
(Figure S3). Each model was independently fit to the joint-SFS in 100 
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independent fastsimcoal runs, each optimizing parameters for 100 
ECM cycles and estimating the expected SFS using 200,000 coales-
cent simulations (Supporting Information for details). We report AIC 
and inferred demographic parameter maximum-likelihood point es-
timates for the three runs that received the lowest AIC under each 
demographic scenario.

2.5  |  Local and shared selection experienced 
during range expansion

Results from the analyses of genetic differentiation introduced above 
support a scenario where Z.  indianus colonized the Americas from 
the same ancestral population and/or with a shared out-of-Africa 
demographic history. However, they do not preclude the possibility 
that different introduced populations are adapting to different local 
environments using different adaptive genetic variation. We used 
two approaches to test for shared versus independent selection act-
ing across introduced populations of Z. indianus in the Americas (i.e., 
those from Colombia, Hawaii, and eastern USA).

First, we estimated selection within individual populations 
using the population branch statistic (PBS; Yi et al., 2010). We es-
timated the PBS at three levels of comparison: (i) each introduced 
population was compared to the Zambia and São Tomé populations 
(“between-range” comparisons), (ii) each introduced population was 
compared to the other two introduced populations from the west-
ern hemisphere (“within-introduced range” comparisons), and (iii) 
the Zambia and São Tomé populations were each compared to the 
two African populations they were most differentiated from (i.e., 
west African populations [São Tomé and Senegal] or east African 
populations [Zambia and Kenya], respectively; “within-native range” 
comparisons). These three levels of comparison allowed us to iden-
tify loci that show accentuated differentiation in a given introduced 
population relative to west- or east-African lineages, among intro-
duced populations, and among native populations, respectively. We 
estimated PBS within nonoverlapping 5  kb windows using Angsd 
(v0.920) as described above when estimating FST (section 2.2). 
Because this approach was based on windows, we analysed win-
dows on scaffolds identified as putatively belonging to the X chro-
mosome separately from those found along putatively autosomal 
scaffolds. Genomic windows with a PBS in the top 99% of values for 
windows found on X scaffolds or along autosomal scaffolds were 
classified as outliers. Windows that were outliers in more than one 
of the introduced populations (when compared against west and 
east African populations) were classified as “shared invasive out-
lier” windows. These windows have the strongest evidence of ex-
periencing selection early during Z.  indianus's expansion into their 
introduced range or being subject to parallel selection in multiple 
introduced populations. Genomic windows that experience selec-
tion within a single introduced population were identified based on 
having PBS in the top 99% of values in the analysis that included all 
three introduced populations (i.e., “within-introduced range” com-
parison). Finally, genomic windows with a PBS in the top 99% of 

values in a within-native range comparison were classified as win-
dows experiencing selection in Z. indianus's native range. We tested 
whether the overlap in the number of outlier windows identified 
among these different comparisons was greater than expected by 
chance using randomization tests.

We also used bAypAss (v2.2; Gautier, 2015) and an independent 
test of evidence of shared selection across all introduced popula-
tions in the western hemisphere. bAypAss implements a Bayesian 
hierarchical model (Coop et al., 2010; Gautier, 2015) to estimate 
loci that show accentuated differentiation among populations and 
allows the user to specify covariables to test for associations be-
tween loci and those covariables. For this analysis, we used geog-
raphy as a covariable (western hemisphere vs. Africa) and identified 
SNPs that showed allele frequency differences between the west-
ern hemisphere and Africa with the C2 contrast statistic (Olazcuaga 
et al., 2020). We considered SNPs with an empirical p-value <  .05 
and FDR < 0.1 as the best candidates for being subject to selection 
between Z. indianus's introduced and native ranges (see Supporting 
Information for further details).

3  |  RESULTS

3.1  |  Genotyping

Using whole-genome sequence data we identified 22,911,754 hard-
filtered SNPs across all samples included in this study. As expected, 
when comparing across species, the majority of sites were fixed 
between Z. africanus and Z.  indianus samples and fewer SNPs seg-
regated within populations of Z.  indianus. Within Z.  indianus, the 
number of segregating sites was lower in populations sampled in 
the introduced range (~2.9 to 5.7 million SNPs; Hawaiian and east-
ern USA populations, respectively) compared to the native range 
(~6.8 to 10.7  million SNPs; Zambian and Senegalese populations, 
respectively).

3.2  |  Population structure

Principal component analysis (PCA), genetic clustering, and phylo-
genetic analyses all identified genetic differentiation between intro-
duced and native populations (Figure 1). Among Z. indianus samples, 
the majority of genetic variation was structured between individu-
als from introduced and native parts of the species’ range (PC2 ac-
counts for ~8.6% of genetic variation; Figure 1a; PC1 separates the 
two species Z.  indianus and Z. africanus and accounts for 39.0% of 
genetic variation [not shown]). Phylogenetic analysis with snphyLO 
and AsTrAL provided further support for differentiation between in-
troduced and native populations: all individuals sampled from the 
western hemisphere were more closely related to each other than 
to individuals sampled from Africa, and all African individuals were 
more closely related to each other than to individuals from the west-
ern Hemisphere (Figure 1c; Figure S4 for AsTrAL tree). Phylogenetic 
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analyses also indicate differentiation between west African and east 
African populations (Figure 1c; Figure S4 for AsTrAL tree).

FST estimated within 5kb genomic windows was highest be-
tween native and introduced populations (median [pairwise] FST: 
range  =  0.154–0.230; orange curves in Figure 1a inset; Table 
S2). The strongest genetic differentiation between native and in-
troduced populations was observed between the Hawaiian and 

Zambian populations (median FST =  0.230) and the Hawaiian and 
São Toméan populations (median FST = 0.220). The strongest genetic 
differentiation within the native range was between Kenyan and São 
Toméan populations (median FST = 0.084) followed by Zambian and 
São Toméan populations (median FST =  0.077). Among introduced 
populations, populations from Colombia and Hawaii were the most 
differentiated (median FST = 0.160), with the eastern USA samples 

F I G U R E  1  Population structure across native and invasive populations of Zaprionus indianus. (a) Principal component analysis carried out 
using pCAngsd identifies genetic differentiation between native and invasive populations (PC2) and, to a lesser extent, among native (PC3) 
and invasive populations (PC4). Inset in panel (a) shows pairwise FST for these three levels of comparison calculated across 5 kb genomic 
windows. (b) Genetic clustering analysis supports four genetic clusters within Z. indianus, reflecting differentiation among eastern and 
western Africa in the native range and Colombia and Hawaii in the invasive range. (c) Phylogenetic tree estimated using snphyLO supports 
differentiation between east African, west African, and North American populations of Z. indianus. Tips of the tree representing samples 
from Colombia are indicated with a red “C”. See Figure S15 for details showing no substructure within sample locations

(a) (c)

(b)
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being less differentiated from both Colombia (median FST = 0.042) 
and Hawaii (median FST = 0.089). Consistent with patterns of genetic 
differentiation, clustering analysis grouped Z. indianius into four ge-
netic clusters loosely defining individuals with ancestry from west 
Africa, east Africa, Colombia, or Hawaii (Figure 1b).

Median genetic differentiation was particularly high within ge-
nomic windows on scaffolds that putatively make up the X chromo-
some, being 2–2.7 times higher than genetic differentiation along 
the autosomes in comparisons between populations in the west-
ern Hemisphere and Africa, 1.1–1.2 times higher in comparisons 
between populations within the western Hemisphere, and 1.3–3.3 
times higher in comparisons between populations within Africa 
(Figure 2c). Median nucleotide diversity (π) also differed between 
the X chromosome and the autosomes, and was 28.6%–38.1% lower 
on the X chromosome relative to the autosomes in introduced popu-
lations and 8.5%–30.3% lower on the X relative to the autosomes in 
native populations (Figure 2b).

Levels of genetic differentiation provide evidence of moderately 
strong differentiation between Z.  indianus from the western hemi-
sphere and Africa, with accentuated differentiation along the X chro-
mosome relative to the autosomes. Results also suggest a shared 
range expansion into the western hemisphere rather than indepen-
dent colonization from the same or different location in Africa. The 
single Z.  indianus sample from India was consistently more closely 
related to individuals from Africa than to any of the individuals sam-
pled in the western hemisphere (Figure 1; however, see AsTrAL tree in 
Figure S4, where the Indian sample is between populations sampled 
from African and the western hemisphere). This suggests a separate 
range expansion in the eastern hemisphere or ongoing gene flow be-
tween African and Indian populations. The former scenario has also 
been suggested in a previous analysis of two mitochondrial markers 
(Yassin et al., 2008).

Phylogenetic analysis of mitochondrial genomes showed no 
clear structure of mitochondrial (mt) haplotypes across African pop-
ulations and two distinct mitochondrial lineages present within the 
western hemisphere (Figure 2a). The majority of Z.  indianus sam-
pled in the eastern USA carried mt haplotypes from the subclade 
of haplotypes that included all four Hawaiian haplotypes. However, 
six individuals from the eastern USA possessed mt haplotypes more 
closely related to a haplotype carried by one of the individuals we 
sampled in Medellín, Colombia. Patterns of haplotype structure 
therefore suggest that the western hemisphere was colonized by at 
least two divergent mt haplotypes and the eastern USA was colo-
nized by individuals carrying both South American and Hawaiian mt 
haplotypes. This analysis also suggests a relatively recent expansion 
within Africa, with no notable phylogenetic clustering of mt haplo-
types among individuals sampled from this continent (Figure 2a). 
The single Z. gabonicus carries a mt haplotype similar to the Z. indi-
anus from the western hemisphere. This individual also clusters with 
Z. indianus from the western hemisphere in analyses using genome-
wide data (Figure 1a,b). However, we do not know the exact collec-
tion location or history of the isofemale line that this individual is 
from, so do not analyse it further.

3.3  |  Fine-scale relationships across the genome

We next took a phylogenomic approach to test relationships among 
populations across nonoverlapping genomic windows, each con-
taining 500 SNPs. Topology weights provide evidence for ongoing 
lineage sorting and weak phylogenetic divergence across Z. indianus 
populations (Figure 3). Specifically, the most common outcome of 
the TWISST analysis was that a window received ambiguous sup-
port (i.e., all three topologies shown in Figure 3a received a weight 
<0.5; range across comparisons: 31.36%–62.74% of windows; grey 
bars in Figure 3b). Ambiguous support could be the result of ongoing 
lineage sorting (i.e., a lack of differentiation or divergence) or a lack 
of sufficient variation to construct a reliable phylogenetic tree. We 
found that windows that received ambiguous support had, on aver-
age, 83.5 segregating sites, while windows that received support for 
one of the alternate topologies had an average of 87.9–93.2 segre-
gating sites (Figure S5). However, many windows classified as “am-
biguous” contained a number of segregating sites similar to windows 
that received unambiguous topology weights, suggesting that am-
biguous support was driven by a lack of differentiation rather than a 
lack of information (Figure S5).

For populations in the western hemisphere, 20.07%–22.44% 
of the genome was classified as being diverged from both African 
lineages (orange topology in Figure 3a; orange bars in Figure 3b), 
17.98%–19.87% shared ancestry with the west-African lineage (blue 
topology in Figure 3a; blue bars in Figure 3b), and 12.69%–15.82% 
shared ancestry with the east-African lineage (pink topology in 
Figure 3a; pink bars in Figure 3b). Topology weights therefore indi-
cate that populations of Z. indianus in the western hemisphere have 
diverged from African lineages, but also that they retain a signifi-
cant proportion of both west and east African ancestry across their 
genomes.

Compared to populations in the western hemisphere, the 
sample from India had fewer windows with ambiguous support 
(31.36%; Figure 3b) and more support for mixed ancestry across 
the genome (Figure 3b). By contrast, the population from Senegal 
showed the highest proportion of the genome receiving ambiguous 
weights (62.74%; Figure 3b), followed by support for shared west-
African (20.11%; Figure 3b) and east-African (10.12%; Figure 3b) 
ancestry. Populations sampled from across Z.  indianus's native 
and introduced ranges therefore display mixed or mosaic ancestry 
across the genome and, in some cases, localized divergence (or-
ange topology in Figure 3).

Topology weights were highly correlated across the genome 
for introduced populations in the western hemisphere (Spearman's 
⍴: .565 to .619; all p <  .001; top left panel in Figure 3c). By con-
trast, this correlation was much weaker between introduced pop-
ulations in the western hemisphere and India (⍴: .388 to .405; all 
p < .001; top right panel in Figure 3c) or Senegal (⍴: .360 to .397; all 
p < .001; bottom left panel in Figure 3c), and between the popula-
tions in India and Senegal (⍴ = .326; p < .001; bottom right panel in 
Figure 3c). The stronger correlations in topology weights between 
introduced populations in the western hemisphere compared to 
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between populations in the western hemisphere and India suggest 
independent introductions to these two regions. Populations in the 
western hemisphere, however, share a signal of a single admixture 
event across their genomes, or selection that is widespread across 
the genome and constrains ancestry at different genomic regions. 
We conducted additional analyses to test the hypothesis that popu-
lations in the western hemisphere share a genomic signature of a sin-
gle admixture event that predated a shared range expansion across 
the western hemisphere (Section 3.4).

We analysed allele frequencies to estimate support for ad-
mixture and/or allele sharing among populations of Z.  indianus 

in their native and introduced ranges. Analyses with TrEEMix sup-
ported shared ancestry among the three introduced populations 
in the western hemisphere and differentiation from African popu-
lations (Figure 4a). While increasing the number of migration edges 
inferred by TrEEMix increased the percent variance explained by 
the model (and the log likelihood of the model), the model with 
no migration already accounts for 99.95% of covariance in allele 
frequencies among populations (Figure S6). In models that allowed 
for migration, the most consistent evidence for migration was 
found between populations in Zambia and Kenya and Colombia 
and Senegal (Figure S6). However, modeling shared drift among 

F I G U R E  2  Differentiation within different genomic regions. (a) Phylogenetic relationships among mitochondrial haplotypes sampled 
from populations in Zaprionus indianus's introduced and native ranges. Individuals from the western hemisphere are highlighted with blue 
boxes while the sample from India and Z. gabonicus are indicated with red text. (b) The percent reduction in median nucleotide diversity (π) 
on the X chromosome relative to the autosomes tends to be larger in populations of Z. indianus in their introduced compared to their native 
range (mean % differences shown). (c) Differentiation (FST) is highest along the X chromosome in pairwise comparisons between populations 
in the introduced and native ranges (“between” panel) and is also higher on the X chromosome compared to the autosomes in pairwise 
comparisons between populations in the native range (“native” panel)

(a)

(b)

(c)
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populations does not unambiguously support admixture events 
among populations of Z. indianus.

In contrast to models of shared drift, analyses of allele sharing 
among trios of populations (as summarized by the f4 statistic) provide 
support for admixture among certain populations. The strongest ev-
idence for admixture was among populations sampled in Z. indianus's 
native range (f4 = −7.28 × 10−4 to 8.55 × 10−4; Z = −41.54 to 50.01; 
comparisons highlighted in purple in Figure 4b). Admixture was also 
evident among populations in the western hemisphere, with individu-
als from the eastern USA being most closely related to individuals from 
Hawaii, but also being enriched for alleles shared with individuals from 
Colombia (f4 = −1.30 × 10−4; Z = −7.46). Evidence for admixture from 
the f4 statistic and TwissT (Figures 4b and 3, respectively) therefore both 
support admixture among populations in Africa and mixed African an-
cestry within introduced populations in the western hemisphere.

3.4  |  Demographic modelling

We conducted demographic modelling to test whether our data 
supported a demographic history including admixture over histories 
that lacked admixture (Figures S1–S3). Across eight different demo-
graphic histories, each run under three different scenarios of pop-
ulation size change, those that modeled an admixture event were 
consistently preferred over those without admixture (Table S3). 
Across the three scenarios of population size change, the one that 
allowed for exponential growth in each contemporary lineage was 
strongly preferred over scenarios where populations were either a 
constant size or experienced discrete changes in size. The overall 
best-fit demographic history was one where the North American 
lineage was colonized by the western African lineage after there was 
a large admixture event between the two African lineages (scenario 

F I G U R E  3  Widespread variation in phylogenetic relationships across the genomes of Zaprionus indianus. Vertical bars in (a) represent 
genomic windows and are coloured based on weights for each of the three possible four-taxon unrooted topologies (see inset). We find that, 
for the majority of windows, support for any one of the three topologies tended to be ambiguous (i.e., all topologies received support less 
than 0.5). (b) Counts of windows that supported different topologies, for each population tested. Blue bars show the number of windows 
that support shared west-African ancestry (topology 1), pink bars shared east-African ancestry (topology 2), orange bars “divergent” 
ancestry (topology 3), and grey bars where neither of the three tested topologies received a majority of topology weight (“topology” 4). 
(c) The difference in support between west-African and east-African ancestry (proportion of TwissT iterations) was highly correlated across 
genomic windows between populations sampled in the western hemisphere (c; top left panel) and less correlated between populations in the 
western hemisphere and India (c; top right panel) or Africa (c; bottom left panel), or between India and Africa (c; bottom right panel)
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F; Figure S2). A demographic scenario with admixture between the 
African lineages prior to the North American lineage splitting from 
the African lineages, and exponential growth in each population, was 
supported over scenarios where there was no admixture, or where 
admixture occurred after the North American lineage split from one 
of the African lineages (Table S3). Under the best-fit demographic 
scenario, the timing of the split between the North American and 
African lineages was 603  generations ago (~35–60  years ago as-
suming a generation time between 3 and 5 weeks) and the timing of 
admixture between the two African lineages was 427,950 genera-
tions ago, with the African lineages experiencing ongoing gene flow 
throughout their history (Table S4).

3.5  |  Selection among introduced populations of 
Z. indianus

We next estimated regions of the genome with evidence of selection 
by comparing allele frequency differences (i) between introduced 
populations in the western hemisphere and native populations in São 
Tomé and Zambia, (ii) among introduced populations in the western 
hemisphere, and (iii) across both introduced and native populations. 
Analyses using the PBS classified 1047 and 389 unique 5 kb genomic 
windows (~5.1% and ~5.8% of windows; autosomal vs. X chromo-
some windows, respectively) as outliers based on having a PBS value 
in the top 99% of windows in comparisons made between intro-
duced and native populations (between-range comparisons), among 
introduced populations (within-introduced range comparisons), and 
among native populations (within-native range comparisons). To 

determine the degree to which these outlier windows were shared 
among different populations we focused on the 383 and 173 unique 
windows identified on the autosomes and X chromosome, respec-
tively, in between-range comparisons, as these windows represent 
those with evidence of being subject to selection in the introduced 
part of the species’ range. 158 (41.3%) and 29 (16.8%) unique outlier 
windows identified in between-range comparisons were identified 
as outliers in at least two of the three populations from the west-
ern hemisphere (blue-grey bars; Figure 5a; Manhattan plots of FST 
along scaffolds containing at least one of these windows are given 
in Figure S7–S13), and 74 (19.3%) and 2 (1.2%) were identified in all 
three populations (blue bars; Figure 5a), for windows on the auto-
somes and X chromosome, respectively. We generated expected 
numbers of overlapping outlier windows by randomization (100,000 
replicates) and found that for all comparisons made above, the ob-
served number of overlapping windows was greater than expected 
by chance (all empirical p-values < .0001; Figure S14). Only the situ-
ation where 2 windows were shared among all three populations 
was recovered during randomization, and this was only in 1 of the 
100,000 independent samples.

We also identified 66 (autosomal) and 13 (X chromosome) win-
dows that were outliers in at least one of the three between-range 
comparisons and at least one of the two within-native range com-
parisons (17.2% and 7.5% of unique outlier windows; orange bars 
in Figure 5a; empirical p-value from randomization = 0; Figure 
S14). These windows represent a shared signal of differentiation 
between populations in the western hemisphere and Africa, and 
among African populations. Finally, we found 92 (autosomal) and 8 
(X chromosome) windows that were outliers in between-range and 

F I G U R E  4  Allele sharing among 
Zaprionus indianus populations. (a) 
Analyses with TrEEMix identify shared 
drift among populations within west 
Africa, east Africa, and the western 
hemisphere. The matrix in panel (a) 
shows the fit of residuals to the model 
(standard error; SE). Darker red and 
blue/black values represent population 
pairs where patterns of allele sharing are 
not well modeled. (b) Allele sharing, as 
summarized by the f4 statistic, supports 
the phylogeny presented in (a) but also 
provides evidence for admixture among 
populations in the western hemisphere 
(comparisons in yellow box), between 
the African populations (São Tomé and 
Zambia) and populations in the western 
hemisphere (comparisons in teal box), and 
among populations in Africa (comparisons 
in purple box). Note that not all 
combinations of populations are shown
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among-introduced comparisons (24.0% and 4.6% of unique outlier 
windows; gold bars in Figure 5a; empirical p-value from random-
ization = 0 and 0.034, respectively; Figure S14). These windows 
represent regions of the genome that are differentiated between 
populations in the western hemisphere and Africa, but also show 
accentuated differentiation in at least one population in the western 
hemisphere relative to the others.

Analysis with bAypAss identified 98 SNPs as outliers, all of which 
were located in outlier windows identified in the PBS analysis. bAy-
pAss outliers were distributed across 19  scaffolds. Nine of these 
SNPs are located on putatively autosomal scaffolds and 89 are on 
putatively X scaffolds.

We used topology weights inferred with TwissT to estimate the 
origin of putatively adaptive alleles with evidence of selection in at 
least two of the between-range comparisons (i.e., 158 and 29 PBS 
outlier windows on the autosomes and X chromosome, respectively; 
blue-grey bars in Figure 5a). We focused on these windows because 

they represent the windows with the strongest evidence of being 
under selection in introduced populations in the western hemi-
sphere, while still providing a reasonable number of windows to ex-
plore ancestry across. We found that the distribution of ancestry (i.e., 
topology weights) across these outlier windows was significantly dif-
ferent from the genomic background for all three populations in the 
introduced range in the western hemisphere (Pearson's Chi-squared 
tests; all p <  .03; Figure 5b). Most notably, putatively selected ge-
nomic windows were much more likely to support a topology where 
the introduced population has diverged from both African lineages 
and less likely to be in a genomic region with ambiguous phylogenetic 
relationships (Figures 3 and 5b; orange and grey bars, respectively). 
This pattern is not surprising given that the PBS relies on differentia-
tion to identify putatively selected regions. We also found a stronger 
correlation in ancestry across autosomal outlier windows compared 
to nonoutlier windows in all pairwise comparisons between popula-
tions from the western hemisphere (Figure 5c), but this was only the 

F I G U R E  5  Evidence of shared selection among populations of Zaprionus indianus in the western hemisphere. (a) Overlap in outlier 
windows in different population comparisons. Grey bars show the number of unique windows with evidence of selection (“all unique”) 
based on the PBS being in the top 99% for at least one of the comparisons between a population in the western hemisphere and African 
populations. Blue-grey and blue bars show the number of windows with evidence of selection in two (“shared two”) or all three (“shared 
three”) of the comparisons made between populations in the western hemisphere and those in Africa. Yellow and orange bars show 
the number of “all unique” windows that also display evidence of selection within Africa (“+Africa”) or among introduced populations 
(“+Introduced”). (b) Ancestry estimates based on topology weights reported from TwissT for genomic windows that overlapped a window 
with evidence of selection in at least two introduced populations in the western hemisphere (“shared two” category in panel (a); refer to 
Figure 3 for summaries of genome-wide patterns). (c) Correlation in ancestry estimates from TwissT between populations in the western 
hemisphere (“within west. hem.”) versus between populations in the western hemisphere and the sample from India (“west. hem. vs. India”) 
for different genomic regions
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case for one out of the three pairwise comparisons for outliers found 
along the X chromosome (Figure 5c). Ancestry estimates across re-
gions of the genome with evidence for selection therefore provide 
additional support for a signal of directional selection that is shared 
across introduced populations in the western hemisphere, and also 
suggests that genomic regions carrying east or west-African ances-
try have both been subject to selection in Z.  indianus's introduced 
range in the western hemisphere.

4  |  DISCUSSION

Introduced species are becoming an ubiquitous feature of biological 
communities around the globe (Capinha et al., 2015; Helmus et al., 
2014; Levine, 2008; Simberloff et al., 2013). As such, understand-
ing the demographic and evolutionary origins of introduced species 
is important if we are to understand evolution and biodiversity in 
the Anthropocene. Research has shown how introduced popula-
tions can rapidly differentiate from populations in their native range 
and adapt to their introduced range (Dupuis et al., 2018; Koch et al., 
2020; Ma et al., 2020; Stuart et al., 2021; Zayed & Whitfield, 2008); 
however, the origin of that adaptive variation is seldom known 
(however, see Calfee et al., 2020). In this manuscript, we leveraged 
genome sequences to provide evidence that introduced popula-
tions of Z.  indianus found at geographically distant locations in the 
western hemisphere share ancestry with differentiated populations 
across their native African range (Figures 3 and 4), have a shared 
set of loci that have been subject to selection in the western hemi-
sphere (Figure 5a), and that those loci are located in genomic regions 
carrying west-African and east-African ancestry (Figure 5b). Below 
we discuss how patterns of variation shared among the genomes of 
these flies helps inform our understanding of the evolutionary pro-
cesses shaping their introduction into the western hemisphere.

4.1  |  Differentiation among populations

We found evidence for genome-wide genetic differentiation be-
tween geographically-distant populations in the western hemisphere 
and native populations in Africa (Figures 1–4). Using phylogenomic 
analysis, we show that the introduced populations in the western 
hemisphere also harbour ancestry shared with both east and west-
African lineages, and that ancestry estimates are correlated across 
the genomes of individuals from populations in the western hemi-
sphere (Figure 3). Introduced populations in South America and 
North America therefore carry a genomic signature of a shared 
range expansion, and demographic modelling supports a scenario in 
which admixture between differentiated populations in the native 
range predated Z. indianus's range expansion into the western hemi-
sphere. Given the dates for when Z.  indianus began to be reported 
within different regions of South and North America, a likely colo-
nization scenario is one where Z.  indianus colonized eastern South 
America in the late 1990s (van der Linde et al., 2006) and has, from 

there, expanded their range eastward and northward, now being 
found as far north as southern Canada (Joshi et al., 2014; Renkema 
et al., 2013). Alternatively, it is possible that a population of Z. indi-
anus that is not included in our sample, and that has diverged from 
African populations, has independently colonized different locations 
in the western hemisphere. Further geographic sampling is required 
to test this hypothesis.

Patterns of genetic differentiation among populations varied 
across the genome. For example, differentiation between popu-
lations in the western hemisphere and those in Africa, and among 
populations within Africa, was approximately twice as high on the X 
chromosome compared to the autosomes (Figure 2c). In diploid sex-
ual species with heterogametic sex chromosomes, sex chromosomes 
have a smaller effective population size than the autosomes. This 
can result in the X chromosome (or Z chromosome in species with 
ZW sex determination) losing a larger amount of genetic diversity 
than autosomes during demographic bottlenecks (Charlesworth, 
2009; Ellegren, 2009). Interestingly, our results suggests that popu-
lations of Z. indianus in both their introduced and native ranges have 
experienced recent demographic events, such as bottlenecks. Our 
phylogenetic analysis of mitochondrial haplotypes also (Figure 2a) 
support a scenario of a recent range expansion within Africa, as 
we observed no geographic structure in mitochondrial haplotypes, 
despite genetic differentiation across X-linked genomic windows 
(Figure 2a,c, respectively). Similar patterns of differentiation across 
the autosomes and X chromosomes have been reported in intro-
duced populations of Drosophila suzukii, both among introduced 
populations (Koch et al., 2020) and between introduced and native 
populations (Olazcuaga et al., 2020). Comparing patterns of differ-
entiation among different genomic regions (i.e., the autosomes, X 
chromosome, and mitochondrial genome) highlight the usefulness 
of genome-scale data when testing demographic histories of intro-
duced species in both their introduced and native ranges.

4.2  |  A signal of admixture in introduced 
populations of Z. indianus

Admixture has been shown in a number of species that have re-
cently expanded their ranges in association with human activities. 
Introduced populations of the Iguanian lizard Anolis sagrei have sig-
natures of mixed ancestry consistent with colonization from multi-
ple regions in their ancestral range (Kolbe et al., 2004). Kolbe et al. 
(2004) even suggest that A.  sagrei's expansion in their introduced 
range only proceeded after genetic diversity derived from independ-
ent introductions built up within early colonizing populations in the 
introduced range. Recent work in other systems—introduced wild 
tomato (Solanum pimpinellifolium) on the Galapagos islands and in-
troduced populations of Mytilus mussels—provide examples where 
admixture, or introgression, occurs either during or after species are 
introduced into novel environments (Gibson et al., 2020; Popovic 
et al., 2020; Simon et al., 2020). The dynamics of admixture in these 
systems, and those that we report here for Z. indianus, highlight how 
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the timing of admixture can vary among taxa and can occur (i) during 
colonization and range expansion (A. sagrei and Mytilus spp.), (ii) after 
being introduced into a novel geographic region (S. pimpinellifolium 
and Mytilus spp.), or (iii) prior to introduction into a novel geographic 
region (Z. indianus). Temporal dynamics such as these are important 
to consider both from the perspectives of better understanding the 
evolution of introduced species and in devising appropriate strat-
egies for their management. For example, management strategies 
could use information on the temporal and geographic dynamics of 
admixture to prioritize blocking the movement of individuals either 
between their introduced and native ranges or within their intro-
duced and native ranges. More generally, knowledge of introduced 
species’ colonization history and adaptation can be used to mitigate 
the negative impacts that introduced species can have on ecosys-
tems (Oduor et al., 2015; Viard et al., 2020). An important aspect of 
admixture in introduced species that requires further study is the 
phenotypic effects of that admixture and whether admixture ac-
tively promotes or facilitates range expansion and/or adaptation to 
novel environments.

4.3  |  Selection in the introduced range

Similar to admixture, populations of introduced species can expe-
rience selection at different times and locations during their range 
expansions and there is increasing evidence of rapid genetic dif-
ferentiation consistent with selection acting within populations of 
introduced species (Dupuis et al., 2018; Koch et al., 2020; Ma et al., 
2020; Stuart et al., 2021; Zayed & Whitfield, 2008). We found that 
populations of Z. indianus in the western hemisphere carry evidence 
of shared selection based on regions of accentuated differentiation 
from African populations (Figure 5a). For example, we identified 
genomic regions with a high PBS across multiple introduced popula-
tions or, in some cases, across all three populations (Figure 5a). We 
also identified windows that were differentiated between intro-
duced populations and African populations, among African popula-
tions, and among populations within the introduced range. The latter 
two scenarios suggest that regions of the genome have experienced 
selection both across the introduced and native regions, and within 
individual introduced populations in different parts of their intro-
duced range, respectively. Together with the signature of admixture 
carried by the introduced populations, these results indicate that the 
expansion of Z.  indianus populations into the western Hemisphere 
may have been facilitated by both admixture and selection that oc-
curred early on during (or preceding) this range expansion.

Genomic windows with evidence of selection in at least one of 
the comparisons we made overlap a total of 658 unique genes that 
are annotated in the reference genome we used here (see Dryad 
submission associated with Comeault et al. (2020) for genome and 
annotations). 484 of these genes are found on autosomes and 174 
on the X chromosome. We have provided tables that describe the 
genomic locations of each of these gene annotations, gene IDs 
and names, and the comparison(s) in which they were identified 

as outliers (Supporting Information Data). This gene set contains 
genes with interesting functional annotations that include the 
breakdown of chemicals (e.g., cytochrome P450s; Feyereisen, 
1999) and detecting environmental stimuli (e.g., odorant receptors; 
Brand et al., 2018; Hekmat-Scafe et al., 2002; Matsuo et al., 2007). 
However, because we took an outlier-based approach to identify 
putatively selected regions, differentiation due to demographic 
events experienced by populations across Z. indianus's range could 
confound our ability to identify truly selected regions of the ge-
nome. Some outlier regions support this hypothesis, where almost 
the entire scaffold shows elevated differentiation (FST; see Figures 
S7–S13). This pattern makes it difficult to identify specific targets 
of selection. Other regions display localized differentiation within 
a scaffold (Figures S7–S13). If differentiation was solely driven by 
demography, we would not expect the latter pattern of localized 
genetic differentiation. That said, it is important for future work 
to disentangle the effects of demography, selection, and genomic 
features, such as local recombination rates, in generating observed 
patterns of differentiation (Booker et al., 2020; Li et al., 2012). 
Combining genomic and phenotypic data with experiments es-
timating fitness in different environments would help to address 
this challenge. For example, functional analyses of candidate genes 
could be used to test whether genetic differentiation has resulted 
in associated shifts in phenotypic traits of interest (Brand et al., 
2020). One could then use experiments or estimates of selection 
in natural populations to confirm the role of particular genotypes 
and/or phenotypes in affecting an individuals’ performance or fit-
ness in different environments (Barrett et al., 2008; Marques et al., 
2017; Nosil et al., 2018; Powell et al., 2020).

4.4  |  The source of putatively adaptive genetic 
variation in introductions

We found that regions of the genome that are strongly differenti-
ated between introduced and native populations of Z.  indianus 
harbour both west- and east-African ancestry, suggesting that ad-
mixture between these two lineages has played a role in introducing 
adaptive genetic variation into the population expanding across the 
western hemisphere. The relative frequency of genomic windows 
with shared east or west-African ancestry is different between dif-
ferentiated windows and the genomic background (compare Figures 
5b and 3b, respectively). In order to better understand the adap-
tive consequences of admixture in populations of Z.  indianus fur-
ther work that identifies potential traits affecting fitness, and their 
underlying genes, is needed. Quantitative-trait locus and admix-
ture mapping represent promising approaches through which this 
goal could be achieved (Buerkle & Lexer, 2008; Malek et al., 2012; 
Powell et al., 2020; Rieseberg et al., 2003). Without knowledge on 
the specific phenotypes contributing to fitness in different environ-
ments across Z.  indianus's introduced and native ranges we cannot 
comment on the relative importance of admixture for adaptation in 
this system. However, highly differentiated genomic windows that 
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harbor east- or west-African ancestry provide an obvious starting 
point from which to explore links between genetic variation, phe-
notypic variation, and fitness. Identifying these links could provide 
valuable insight into the geographic and evolutionary origins of the 
genetic variation that help facilitate successful range expansions.

5  |  CONCLUSIONS

Understanding when and where admixture and local adaptation 
occur during the evolutionary history of introduced species is an 
important challenge in modern evolutionary biology. Previous 
work has shown how introduced species can experience admix-
ture within their introduced range and adapt to novel environ-
ments they experience (Barker et al., 2017; Colautti & Barrett, 
2013; Dlugosch & Parker, 2008; Gibson et al., 2020; Kolbe et al., 
2004; Olazcuaga et al., 2020; Popovic et al., 2020; Simon et al., 
2020). However, adaptations that help facilitate range expansions 
associated with human activities may also evolve in the invading 
species prior to colonization and range expansion (Hufbauer et al., 
2012). Here we have provided support for the latter scenario in 
populations of Z. indianus, where there is a signature of admixture 
and selection that is shared across geographically widespread 
populations in the western hemisphere. Further work is needed 
to increase our understanding of the adaptive consequences of 
admixture and the timing of selection on phenotypes that help to 
facilitate range expansions displayed by many invasive, weedy, or 
human-commensal species.

ACKNOWLEDG EMENTS
We thank S. Ingley, M. Cenzer, S. Rudman, and J. Jaenike for pro-
viding flies from locations in the eastern USA, and P. Schmidt, E. 
Behrman, M. Cenzer, A. Serrato-Capuchina, K. Deitz, and B. Cooper 
for assistance collecting at locations in Africa. Thanks to the organ-
izers of this special issue and the subject editor R. Taylor and three 
anonymous reviewers for constructive comments that greatly im-
proved previous drafts of this manuscript. This work was supported 
by an NSF Dimensions of Biodiversity award 1737752 and NIH 
award R01GM121750 to DRM and a long-term fellowship from the 
European Molecular Biology Organization (EMBO; ALTF 47-2018) to 
AFK. The funders had no role in study design, data collection and 
analysis, decision to publish, or preparation of the manuscript.

CONFLIC T OF INTERE S T
The authors declare no conflicts of interest.

AUTHOR CONTRIBUTIONS
Aaron A. Comeault and Daniel R. Matute designed the study and 
conducted fieldwork; Aaron A. Comeault collected genomic data; 
Aaron A. Comeault and Andreas F. Kautt conducted population-
genomic analyses; Aaron A. Comeault wrote the manuscript with 
input from all authors. All authors approved the final manuscript and 
declare no conflicts of interest.

DATA AVAIL ABILIT Y S TATEMENT
•	 Illumina sequence data: NCBI short-read archive: BioProject 

PRJNA604690.
•	 Reference genome and annotations: Dryad: https://doi.

org/10.5061/dryad.866t1​g1n3
•	 Supplementary data tables: Dryad: https://doi.org/10.5061/dry-

ad.2jm63​xspv
•	 Analyses pipelines and scripts: Zenodo: https://doi.org/10.5281/

zenodo.4918294
•	 Supporting information available as online document.

ORCID
Aaron A. Comeault   https://orcid.org/0000-0003-3954-2416 
Andreas F. Kautt   https://orcid.org/0000-0001-7792-0735 
Daniel R. Matute   https://orcid.org/0000-0002-7597-602X 

R E FE R E N C E S
Allendorf, F. W., & Lundquist, L. L. (2003). Introduction: Population 

biology, evolution, and control of invasive species. Conservation 
Biology, 17(1), 24–30. https://doi.org/10.1046/j.1523-1739.2003.​
02365.x

Barker, B. S., Andonian, K., Swope, S. M., Luster, D. G., & Dlugosch, K. 
M. (2017). Population genomic analyses reveal a history of range 
expansion and trait evolution across the native and invaded range 
of yellow starthistle (Centaurea solstitialis). Molecular Ecology, 26(4), 
1131–1147. https://doi.org/10.1111/mec.13998

Barrett, R. D. H., Rogers, S. M., & Schluter, D. (2008). Natural selection on 
a major armor gene in threespine stickleback. Science, 322(5899), 
255–257. https://doi.org/10.1126/scien​ce.1159978

Belleghem, S. M. V., Baquero, M., Papa, R., Salazar, C., McMillan, W. O., 
Counterman, B. A., & Martin, S. H. (2018). Patterns of Z chromo-
some divergence among Heliconius species highlight the impor-
tance of historical demography. Molecular Ecology, 27(19), 3852–
3872. https://doi.org/10.1111/mec.14560

Bock, D. G., Caseys, C., Cousens, R. D., Hahn, M. A., Heredia, S. M., 
Hübner, S., Turner, K. G., Whitney, K. D., & Rieseberg, L. H. (2015). 
What we still don’t know about invasion genetics. Molecular Ecology, 
24(9), 2277–2297. https://doi.org/10.1111/mec.13032

Booker, T. R., Yeaman, S., & Whitlock, M. C. (2020). Variation in recom-
bination rate affects detection of outliers in genome scans under 
neutrality. Molecular Ecology, 29(22), 4274–4279. https://doi.
org/10.1111/mec.15501

Brand, P., Hinojosa-Díaz, I. A., Ayala, R., Daigle, M., Yurrita Obiols, C. L., 
Eltz, T., & Ramírez, S. R. (2020). The evolution of sexual signaling 
is linked to odorant receptor tuning in perfume-collecting orchid 
bees. Nature Communications, 11(1), 244. https://doi.org/10.1038/
s4146​7-019-14162​-6

Brand, P., Robertson, H. M., Lin, W., Pothula, R., Klingeman, W. E., Jurat-
Fuentes, J. L., & Johnson, B. R. (2018). The origin of the odorant 
receptor gene family in insects. eLife, 7, e38340. https://doi.
org/10.7554/eLife.38340

Brown, B. J., Mitchell, R. J., & Graham, S. A. (2002). Competition for polli-
nation between an invasive species (purple loosestrife) and a native 
congener. Ecology, 83(8), 2328–2336.

Buerkle, C. A., & Lexer, C. (2008). Admixture as the basis for genetic 
mapping. Trends in Ecology & Evolution, 23(12), 686–694. https://
doi.org/10.1016/j.tree.2008.07.008

Calfee, E., Agra, M. N., Palacio, M. A., Ramírez, S. R., & Coop, G. (2020). 
Selection and hybridization shaped the rapid spread of African 
honey bee ancestry in the Americas. PLOS Genetics, 16(10), 
e1009038. https://doi.org/10.1371/journ​al.pgen.1009038

info:x-wiley/peptideatlas/PRJNA604690
https://doi.org/10.5061/dryad.866t1g1n3
https://doi.org/10.5061/dryad.866t1g1n3
https://doi.org/10.5061/dryad.2jm63xspv
https://doi.org/10.5061/dryad.2jm63xspv
https://doi.org/10.5281/zenodo.4918294
https://doi.org/10.5281/zenodo.4918294
https://orcid.org/0000-0003-3954-2416
https://orcid.org/0000-0003-3954-2416
https://orcid.org/0000-0001-7792-0735
https://orcid.org/0000-0001-7792-0735
https://orcid.org/0000-0002-7597-602X
https://orcid.org/0000-0002-7597-602X
https://doi.org/10.1046/j.1523-1739.2003.02365.x
https://doi.org/10.1046/j.1523-1739.2003.02365.x
https://doi.org/10.1111/mec.13998
https://doi.org/10.1126/science.1159978
https://doi.org/10.1111/mec.14560
https://doi.org/10.1111/mec.13032
https://doi.org/10.1111/mec.15501
https://doi.org/10.1111/mec.15501
https://doi.org/10.1038/s41467-019-14162-6
https://doi.org/10.1038/s41467-019-14162-6
https://doi.org/10.7554/eLife.38340
https://doi.org/10.7554/eLife.38340
https://doi.org/10.1016/j.tree.2008.07.008
https://doi.org/10.1016/j.tree.2008.07.008
https://doi.org/10.1371/journal.pgen.1009038


16  |    COMEAULT et al.

Campbell-Staton, S. C., Winchell, K. M., Rochette, N. C., Fredette, J., 
Maayan, I., Schweizer, R. M., & Catchen, J. (2020). Parallel selection 
on thermal physiology facilitates repeated adaptation of city lizards 
to urban heat islands. Nature Ecology & Evolution, 4(4), 652–658. 
https://doi.org/10.1038/s4155​9-020-1131-8

Capinha, C., Essl, F., Seebens, H., Moser, D., & Pereira, H. M. (2015). 
The dispersal of alien species redefines biogeography in the 
Anthropocene. Science, 348(6240), 1248–1251. https://doi.
org/10.1126/scien​ce.aaa8913

Chapman, J. R., Nakagawa, S., Coltman, D. W., Slate, J., & Sheldon, B. 
C. (2009). A quantitative review of heterozygosity-fitness correla-
tions in animal populations. Molecular Ecology, 18(13), 2746–2765. 
https://doi.org/10.1111/j.1365-294X.2009.04247.x

Charlesworth, B. (2009). Effective population size and patterns of mo-
lecular evolution and variation. Nature Reviews Genetics, 10(3), 195–
205. https://doi.org/10.1038/nrg2526

Colautti, R. I., & Barrett, S. C. H. (2013). Rapid adaptation to climate fa-
cilitates range expansion of an invasive plant. Science, 342(6156), 
364–366. https://doi.org/10.1126/scien​ce.1242121

[dataset] Comeault, A. A., Kautt, A. F., & Matute, D. R. (2021). Genomic 
signatures of admixture and selection are shared among popula-
tions of Zaprionus indianus across the western hemisphere, Dryad, 
Dataset, https://doi.org/10.5061/dryad.2jm63​xspv

Comeault, A. A., Wang, J., Tittes, S., Isbell, K., Ingley, S., Hurlbert, A. H., 
& Matute, D. R. (2020). Genetic diversity and thermal performance 
in invasive and native populations of African fig flies. Molecular 
Biology and Evolution, 37(7), 1893–1906. https://doi.org/10.1093/
molbe​v/msaa050

Coop, G., Witonsky, D., Di Rienzo, A., & Pritchard, J. K. (2010). Using 
environmental correlations to identify loci underlying local adap-
tation. Genetics, 185(4), 1411–1423. https://doi.org/10.1534/genet​
ics.110.114819

Cruickshank, T. E., & Hahn, M. W. (2014). Reanalysis suggests that ge-
nomic islands of speciation are due to reduced diversity, not re-
duced gene flow. Molecular Ecology, 23, 3133–3157. https://doi.
org/10.1111/mec.12796

Danecek, P., Auton, A., Abecasis, G., Albers, C. A., Banks, E., DePristo, M. 
A., Handsaker, R. E., Lunter, G., Marth, G. T., Sherry, S. T., McVean, 
G., & Durbin, R. (2011). The variant call format and VCFtools. 
Bioinformatics, 27(15), 2156–2158. https://doi.org/10.1093/bioin​
forma​tics/btr330

Dlugosch, K. M., & Parker, I. M. (2008). Founding events in species in-
vasions: Genetic variation, adaptive evolution, and the role of mul-
tiple introductions. Molecular Ecology, 17(1), 431–449. https://doi.
org/10.1111/j.1365-294X.2007.03538.x

Dupuis, J. R., Sim, S. B., San Jose, M., Leblanc, L., Hoassain, M. A., Rubinoff, 
D., & Geib, S. M. (2018). Population genomics and comparisons of 
selective signatures in two invasions of melon fly, Bactrocera cucur-
bitae (Diptera: Tephritidae). Biological Invasions, 20(5), 1211–1228. 
https://doi.org/10.1007/s1053​0-017-1621-z

Ellegren, H. (2009). The different levels of genetic diversity in sex 
chromosomes and autosomes. Trends in Genetics, 25(6), 278–284. 
https://doi.org/10.1016/j.tig.2009.04.005

Excoffier, L., Dupanloup, I., Huerta-Sánchez, E., Sousa, V. C., & Foll, M. 
(2013). Robust demographic inference from genomic and SNP data. 
PLoS Genetics, 9(10), e1003905. https://doi.org/10.1371/journ​
al.pgen.1003905

Facon, B., Pointier, J.-P., Jarne, P., Sarda, V., & David, P. (2008a). High ge-
netic variance in life-history strategies within invasive populations 
by way of multiple introductions. Current Biology, 18(5), 363–367. 
https://doi.org/10.1016/j.cub.2008.01.063

Facon, B., Pointier, J.-P., Jarne, P., Sarda, V., & David, P. (2008b). High ge-
netic variance in life-history strategies within invasive populations 
by way of multiple introductions. Current Biology, 18(5), 363–367. 
https://doi.org/10.1016/j.cub.2008.01.063

Feyereisen, R. (1999). Insect P450 enzymes. Annual Review of Entomology, 
44, 507–533. https://doi.org/10.1146/annur​ev.ento.44.1.507

Fraimout, A., Debat, V., Fellous, S., Hufbauer, R. A., Foucaud, J., Pudlo, P., 
& Estoup, A. (2017). Deciphering the routes of invasion of Drosophila 
suzukii by means of ABC random forest. Molecular Biology and 
Evolution, 34(4), 980–996. https://doi.org/10.1093/molbe​v/msx050

Frankham, R. (2005). Resolving the genetic paradox in invasive species. 
Heredity, 94(4), 385. https://doi.org/10.1038/sj.hdy.6800634

Frankham, R., Ballou, J. D., Eldridge, M. D. B., Lacy, R. C., Ralls, K., 
Dudash, M. R., & Fenster, C. B. (2011). Predicting the probability 
of outbreeding depression. Conservation Biology, 25(3), 465–475. 
https://doi.org/10.1111/j.1523-1739.2011.01662.x

Gautier, M. (2015). Genome-wide scan for adaptive divergence and asso-
ciation with population-specific covariates. Genetics, 201(4), 1555–
1579. https://doi.org/10.1534/genet​ics.115.181453

Gibert, P., Hill, M., Pascual, M., Plantamp, C., Terblanche, J. S., Yassin, A., 
& Sgrò, C. M. (2016). Drosophila as models to understand the adap-
tive process during invasion. Biological Invasions, 18(4), 1089–1103. 
https://doi.org/10.1007/s1053​0-016-1087-4

Gibson, M. J., de Torres, M., Brandvain, Y., & Moyle, L. C. (2020). 
Reconstructing the history and biological consequences of a plant 
invasion on the Galápagos Islands [Preprint]. bioRxiv, 09.26.313627, 
1–35. https://doi.org/10.1101/2020.09.26.313627

Gupta, J. P. (1970). Description of a new species of Phorticella zaprio-
nus (Drosophilidae) from India. Proceedings of the Indian National 
Science Academy, 36, 62–70.

Hekmat-Scafe, D. S., Scafe, C. R., McKinney, A. J., & Tanouye, M. A. 
(2002). Genome-wide analysis of the odorant-binding protein gene 
family in Drosophila melanogaster. Genome Research, 12(9), 1357–
1369. https://doi.org/10.1101/gr.239402.2001

Helmus, M. R., Mahler, D. L., & Losos, J. B. (2014). Island biogeography 
of the Anthropocene. Nature, 513(7519), 543–546. https://doi.
org/10.1038/natur​e13739

Hufbauer, R. A., Facon, B., Ravigné, V., Turgeon, J., Foucaud, J., 
Lee, C. E., Rey, O., & Estoup, A. (2012). Anthropogenically in-
duced adaptation to invade (AIAI): Contemporary adaptation 
to human-altered habitats within the native range can promote 
invasions. Evolutionary Applications, 5(1), 89–101. https://doi.
org/10.1111/j.1752-4571.2011.00211.x

Johri, P., Charlesworth, B., & Jensen, J. D. (2020). Toward an evolution-
arily appropriate null model: Jointly inferring demography and puri-
fying selection. Genetics, 215(1), 173–192. https://doi.org/10.1534/
genet​ics.119.303002

Joshi, N. K., Biddinger, D. J., Demchak, K., & Deppen, A. (2014). First 
report of Zaprionus indianus (Diptera: Drosophilidae) in commer-
cial fruits and vegetables in Pennsylvania. Journal of Insect Science, 
14(259), 1–4. https://doi.org/10.1093/jises​a/ieu121

Khanna, R., & Mohanty, S. (2017). Whole genome sequence resource of 
Indian Zaprionus indianus. Molecular Ecology Resources, 17(3), 557–
564. https://doi.org/10.1111/1755-0998.12582

Koch, J. B., Dupuis, J. R., Jardeleza, M.-K., Ouedraogo, N., Geib, S. M., 
Follett, P. A., & Price, D. K. (2020). Population genomic and phe-
notype diversity of invasive Drosophila suzukii in Hawai‘i. Biological 
Invasions, 22(5), 1753–1770. https://doi.org/10.1007/s1053​0-020-
02217​-5

Kolbe, J. J., Glor, R. E., Rodríguez Schettino, L., Lara, A. C., Larson, A., 
& Losos, J. B. (2004). Genetic variation increases during biological 
invasion by a Cuban lizard. Nature, 431(7005), 177–181. https://doi.
org/10.1038/natur​e02807

Korneliussen, T. S., Albrechtsen, A., & Nielsen, R. (2014). ANGSD: 
Analysis of next generation sequencing data. BMC Bioinformatics, 
15(1), 356. https://doi.org/10.1186/s1285​9-014-0356-4

Leão, B. F. D., & Tldon, R. (2004). Newly invading species exploiting na-
tive host-plants: The case of the African Zaprionus indianus (Gupta) 
in the Brazilian Cerrado (Diptera, Drosophilidae). Annales De La 

https://doi.org/10.1038/s41559-020-1131-8
https://doi.org/10.1126/science.aaa8913
https://doi.org/10.1126/science.aaa8913
https://doi.org/10.1111/j.1365-294X.2009.04247.x
https://doi.org/10.1038/nrg2526
https://doi.org/10.1126/science.1242121
https://doi.org/10.5061/dryad.2jm63xspv
https://doi.org/10.1093/molbev/msaa050
https://doi.org/10.1093/molbev/msaa050
https://doi.org/10.1534/genetics.110.114819
https://doi.org/10.1534/genetics.110.114819
https://doi.org/10.1111/mec.12796
https://doi.org/10.1111/mec.12796
https://doi.org/10.1093/bioinformatics/btr330
https://doi.org/10.1093/bioinformatics/btr330
https://doi.org/10.1111/j.1365-294X.2007.03538.x
https://doi.org/10.1111/j.1365-294X.2007.03538.x
https://doi.org/10.1007/s10530-017-1621-z
https://doi.org/10.1016/j.tig.2009.04.005
https://doi.org/10.1371/journal.pgen.1003905
https://doi.org/10.1371/journal.pgen.1003905
https://doi.org/10.1016/j.cub.2008.01.063
https://doi.org/10.1016/j.cub.2008.01.063
https://doi.org/10.1146/annurev.ento.44.1.507
https://doi.org/10.1093/molbev/msx050
https://doi.org/10.1038/sj.hdy.6800634
https://doi.org/10.1111/j.1523-1739.2011.01662.x
https://doi.org/10.1534/genetics.115.181453
https://doi.org/10.1007/s10530-016-1087-4
https://doi.org/10.1101/2020.09.26.313627
https://doi.org/10.1101/gr.239402.2001
https://doi.org/10.1038/nature13739
https://doi.org/10.1038/nature13739
https://doi.org/10.1111/j.1752-4571.2011.00211.x
https://doi.org/10.1111/j.1752-4571.2011.00211.x
https://doi.org/10.1534/genetics.119.303002
https://doi.org/10.1534/genetics.119.303002
https://doi.org/10.1093/jisesa/ieu121
https://doi.org/10.1111/1755-0998.12582
https://doi.org/10.1007/s10530-020-02217-5
https://doi.org/10.1007/s10530-020-02217-5
https://doi.org/10.1038/nature02807
https://doi.org/10.1038/nature02807
https://doi.org/10.1186/s12859-014-0356-4


    |  17COMEAULT et al.

Société Entomologique De France (N.S.), 40(3–4), 285–290. https://
doi.org/10.1080/00379​271.2004.10697427

Lee, C. E. (2002). Evolutionary genetics of invasive species. Trends in 
Ecology and Evolution, 17(8), 386–391. https://doi.org/10.1016/
S0169​-5347(02)02554​-5

Lee, T.-H., Guo, H., Wang, X., Kim, C., & Paterson, A. H. (2014). SNPhylo: A 
pipeline to construct a phylogenetic tree from huge SNP data. BMC 
Genomics, 15(1), 162. https://doi.org/10.1186/1471-2164-15-162

Levine, J. M. (2008). Biological invasions. Current Biology, 18(2), R57–
R60. https://doi.org/10.1016/j.cub.2007.11.030

Li, J., Li, H., Jakobsson, M., Li, S., Sjödin, P., & Lascoux, M. (2012). Joint 
analysis of demography and selection in population genetics: 
Where do we stand and where could we go? Molecular Ecology, 
21(1), 28–44. https://doi.org/10.1111/j.1365-294X.2011.05308.x

Ma, L., Cao, L.-J., Hoffmann, A. A., Gong, Y.-J., Chen, J.-C., Chen, H.-S., 
Wang, X.-B., Zeng, A.-P., Wei, S.-J., & Zhou, Z.-S. (2020). Rapid 
and strong population genetic differentiation and genomic signa-
tures of climatic adaptation in an invasive mealybug. Diversity and 
Distributions, 26(5), 610–622. https://doi.org/10.1111/ddi.13053

Malek, T. B., Boughman, J. W., Dworkin, I., & Peichel, C. L. (2012). 
Admixture mapping of male nuptial colour and body shape 
in a recently formed hybrid population of threespine stick-
leback. Molecular Ecology, 21(21), 5265–5279. https://doi.
org/10.1111/j.1365-294X.2012.05660.x

Marques, D. A., Taylor, J. S., Jones, F. C., Palma, F. D., Kingsley, D. M., 
& Reimchen, T. E. (2017). Convergent evolution of SWS2 opsin 
facilitates adaptive radiation of threespine stickleback into differ-
ent light environments. PLoS Biology, 15(4), e2001627. https://doi.
org/10.1371/journ​al.pbio.2001627

Martin, S. H., & Belleghem, S. M. V. (2017). Exploring evolutionary re-
lationships across the genome using topology weighting. Genetics, 
206(1), 429–438. https://doi.org/10.1534/genet​ics.116.194720

Matsuo, T., Sugaya, S., Yasukawa, J., Aigaki, T., & Fuyama, Y. (2007). 
Odorant-binding proteins OBP57d and OBP57e affect taste percep-
tion and host-plant preference in Drosophila sechellia. PLoS Biology, 
5(5), 0985–0996. https://doi.org/10.1371/journ​al.pbio.0050118

McKenna, A., Hanna, M., Banks, E., Sivachenko, A., Cibulskis, K., 
Kernytsky, A., Garimella, K., Altshuler, D., Gabriel, S., Daly, M., & 
DePristo, M. A. (2010). The genome analysis toolkit: A MapReduce 
framework for analyzing next-generation DNA sequencing data. 
Genome Research, 20(9), 1297–1303. https://doi.org/10.1101/
gr.107524.110

Meisner, J., & Albrechtsen, A. (2018). Inferring population structure and 
admixture proportions in low-depth NGS data. Genetics, 210(2), 
719–731. https://doi.org/10.1534/genet​ics.118.301336

Michaelides, S. N., Goodman, R. M., Crombie, R. I., & Kolbe, J. J. (2018). 
Independent introductions and sequential founder events shape 
genetic differentiation and diversity of the invasive green anole 
(Anolis carolinensis) on Pacific Islands. Diversity and Distributions, 
24(5), 666–679. https://doi.org/10.1111/ddi.12704

Nosil, P., Villoutreix, R., de Carvalho, C. F., Farkas, T. E., Soria-Carrasco, 
V., Feder, J. L., & Gompert, Z. (2018). Natural selection and the pre-
dictability of evolution in Timema stick insects. Science, 359(6377), 
765–770. https://doi.org/10.1126/scien​ce.aap9125

Oduor, A. M. O., Yu, X., & Liu, J. (2015). Applied evolutionary biology 
could aid management of invaded ecosystems. Ecosystem Health 
and Sustainability, 1(6), 1–6. https://doi.org/10.1890/EHS14​-0026.1

Olazcuaga, L., Loiseau, A., Parrinello, H., Paris, M., Fraimout, A., Guedot, 
C., Diepenbrock, L. M., Kenis, M., Zhang, J., Chen, X., Borowiec, N., 
Facon, B., Vogt, H., Price, D. K., Vogel, H., Prud’homme, B., Estoup, 
A., & Gautier, M. (2020). A Whole-genome scan for association with 
invasion success in the fruit fly Drosophila suzukii using contrasts 
of allele frequencies corrected for population structure. Molecular 
Biology and Evolution, 37(8), 2369–2385. https://doi.org/10.1093/
molbe​v/msaa098

Pimentel, D., Zuniga, R., & Morrison, D. (2005). Update on the environ-
mental and economic costs associated with alien-invasive species 
in the United States. Ecological Economics, 52(3), 273–288. https://
doi.org/10.1016/j.ecole​con.2004.10.002

Pool, J. E., & Nielsen, R. (2007). Population size changes re-
shape genomic patterns of diversity. Evolution; International 
Journal of Organic Evolution, 61(12), 3001–3006. https://doi.
org/10.1111/j.1558-5646.2007.00238.x

Popovic, I., Matias, A. M. A., Bierne, N., & Riginos, C. (2020). Twin in-
troductions by independent invader mussel lineages are both as-
sociated with recent admixture with a native congener in Australia. 
Evolutionary Applications, 13(3), 515–532. https://doi.org/10.1111/
eva.12857

Powell, D. L., García-Olazábal, M., Keegan, M., Reilly, P., Du, K., Díaz-
Loyo, A. P., Banerjee, S., Blakkan, D., Reich, D., Andolfatto, P., 
Rosenthal, G. G., Schartl, M., & Schumer, M. (2020). Natural hybrid-
ization reveals incompatible alleles that cause melanoma in sword-
tail fish. Science, 368(6492), 731–736. https://doi.org/10.1126/
scien​ce.aba5216

Prentis, P. J., Wilson, J. R. U., Dormontt, E. E., Richardson, D. M., & 
Lowe, A. J. (2008). Adaptive evolution in invasive species. Trends 
in Plant Science, 13(6), 288–294. https://doi.org/10.1016/j.tplan​
ts.2008.03.004

Rabiee, M., Sayyari, E., & Mirarab, S. (2019). Multi-allele species recon-
struction using ASTRAL. Molecular Phylogenetics and Evolution, 130, 
286–296. https://doi.org/10.1016/j.ympev.2018.10.033

Renkema, J. M., Miller, M., Fraser, H., Legare, J.-P.-H., & Hallett, R. 
H. (2013). First records of Zaprionus indianus Gupta (Diptera: 
Drosophilidae) from commercial fruit fields in Ontario and Quebec, 
Canada. Journal of the Entomological Society of Ontario, 144, 
125–130.

Rieseberg, L. H., Raymond, O., Rosenthal, D. M., Lai, Z., Livingstone, K., 
Nakazato, T., & Lexer, C. (2003). Major ecological transitions in wild 
sunflowers facilitated by hybridization. Science, 301(5637), 1211–
1216. https://doi.org/10.1126/scien​ce.1086949

Simberloff, D. (2013). Biological invasions: Much progress plus several 
controversies. Contributions to Science, 9, 7–16.

Simberloff, D., Martin, J.-L., Genovesi, P., Maris, V., Wardle, D. A., 
Aronson, J., Courchamp, F., Galil, B., García-Berthou, E., Pascal, 
M., Pyšek, P., Sousa, R., Tabacchi, E., & Vilà, M. (2013). Impacts 
of biological invasions: What’s what and the way forward. Trends 
in Ecology and Evolution, 28(1), 58–66. https://doi.org/10.1016/j.
tree.2012.07.013

Simon, A., Arbiol, C., Nielsen, E. E., Couteau, J., Sussarellu, R., Burgeot, 
T., Bernard, I., Coolen, J. W. P., Lamy, J.-B., Robert, S., Skazina, M., 
Strelkov, P., Queiroga, H., Cancio, I., Welch, J. J., Viard, F., & Bierne, 
N. (2020). Replicated anthropogenic hybridisations reveal parallel 
patterns of admixture in marine mussels. Evolutionary Applications, 
13(3), 575–599. https://doi.org/10.1111/eva.12879

Stamatakis, A. (2014). RAxML version 8: A tool for phylogenetic analysis 
and post-analysis of large phylogenies. Bioinformatics, 30(9), 1312–
1313. https://doi.org/10.1093/bioin​forma​tics/btu033

Stuart, K. C., Cardilini, A. P. A., Cassey, P., Richardson, M. F., Sherwin, W. 
B., Rollins, L. A., & Sherman, C. D. H. (2021). Signatures of selection 
in a recent invasion reveal adaptive divergence in a highly vagile 
invasive species. Molecular Ecology, 30(6), 1419–1434. https://doi.
org/10.1111/mec.15601

van der Linde, K., Steck, G. J., Hibbard, K., Birdsley, J. S., Alonso, L. M., 
& Houle, D. (2006). First records of Zaprionus indianus (Diptera: 
Drosophilidae), a pest species on commercial fruits from panama 
and the United States of America. Florida Entomologist, 89(3), 
402–404.

Viard, F., Riginos, C., & Bierne, N. (2020). Anthropogenic hybridization 
at sea: Three evolutionary questions relevant to invasive species 
management. Philosophical Transactions of the Royal Society B: 

https://doi.org/10.1080/00379271.2004.10697427
https://doi.org/10.1080/00379271.2004.10697427
https://doi.org/10.1016/S0169-5347(02)02554-5
https://doi.org/10.1016/S0169-5347(02)02554-5
https://doi.org/10.1186/1471-2164-15-162
https://doi.org/10.1016/j.cub.2007.11.030
https://doi.org/10.1111/j.1365-294X.2011.05308.x
https://doi.org/10.1111/ddi.13053
https://doi.org/10.1111/j.1365-294X.2012.05660.x
https://doi.org/10.1111/j.1365-294X.2012.05660.x
https://doi.org/10.1371/journal.pbio.2001627
https://doi.org/10.1371/journal.pbio.2001627
https://doi.org/10.1534/genetics.116.194720
https://doi.org/10.1371/journal.pbio.0050118
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1534/genetics.118.301336
https://doi.org/10.1111/ddi.12704
https://doi.org/10.1126/science.aap9125
https://doi.org/10.1890/EHS14-0026.1
https://doi.org/10.1093/molbev/msaa098
https://doi.org/10.1093/molbev/msaa098
https://doi.org/10.1016/j.ecolecon.2004.10.002
https://doi.org/10.1016/j.ecolecon.2004.10.002
https://doi.org/10.1111/j.1558-5646.2007.00238.x
https://doi.org/10.1111/j.1558-5646.2007.00238.x
https://doi.org/10.1111/eva.12857
https://doi.org/10.1111/eva.12857
https://doi.org/10.1126/science.aba5216
https://doi.org/10.1126/science.aba5216
https://doi.org/10.1016/j.tplants.2008.03.004
https://doi.org/10.1016/j.tplants.2008.03.004
https://doi.org/10.1016/j.ympev.2018.10.033
https://doi.org/10.1126/science.1086949
https://doi.org/10.1016/j.tree.2012.07.013
https://doi.org/10.1016/j.tree.2012.07.013
https://doi.org/10.1111/eva.12879
https://doi.org/10.1093/bioinformatics/btu033
https://doi.org/10.1111/mec.15601
https://doi.org/10.1111/mec.15601


18  |    COMEAULT et al.

Biological Sciences, 375(1806), 20190547. https://doi.org/10.1098/
rstb.2019.0547

Wanless, R. M., Angel, A., Cuthbert, R. J., Hilton, G. M., & Ryan, P. G. 
(2007). Can predation by invasive mice drive seabird extinc-
tions? Biology Letters, 3(3), 241–244. https://doi.org/10.1098/
rsbl.2007.0120

Whitney, K. D., & Gabler, C. A. (2008). Rapid evolution in introduced 
species, “invasive traits” and recipient communities: Challenges for 
predicting invasive potential. Diversity and Distributions, 14(4), 569–
580. https://doi.org/10.1111/j.1472-4642.2008.00473.x

Yassin, A., Capy, P., Madi-Ravazzi, L., Ogereau, D., & David, J. R. 
(2008). DNA barcode discovers two cryptic species and two 
geographical radiations in the invasive drosophilid Zaprionus in-
dianus. Molecular Ecology Resources, 8(3), 491–501. https://doi.
org/10.1111/j.1471-8286.2007.02020.x

Yassin, A., & David, J. R. (2010). Revision of the Afrotropical species of 
Zaprionus (Diptera, Drosophilidae), with descriptions of two new 
species and notes on internal reproductive structures and imma-
ture stages. ZooKeys, 51, 33–72. https://doi.org/10.3897/zooke​
ys.51.380

Yi, X., Liang, Y., Huerta-Sanchez, E., Jin, X., Cuo, Z. X. P., Pool, J. E., Xu, X., 
Jiang, H., Vinckenbosch, N., Korneliussen, T. S., Zheng, H., Liu, T., 
He, W., Li, K., Luo, R., Nie, X., Wu, H., Zhao, M., Cao, H., … Wang, J. 

(2010). Sequencing of 50 human exomes reveals adaptation to high 
altitude. Science, 329(5987), 75–78. https://doi.org/10.1126/scien​
ce.1190371

Zayed, A., & Whitfield, C. W. (2008). A genome-wide signature of positive 
selection in ancient and recent invasive expansions of the honey bee 
Apis mellifera. Proceedings of the National Academy of Sciences, 105(9), 
3421–3426. https://doi.org/10.1073/pnas.08001​07105

SUPPORTING INFORMATION
Additional supporting information may be found online in the 
Supporting Information section.

How to cite this article: Comeault, A. A., Kautt, A. F., & 
Matute, D. R. (2021). Genomic signatures of admixture and 
selection are shared among populations of Zaprionus indianus 
across the western hemisphere. Molecular Ecology, 00, 1–18. 
https://doi.org/10.1111/mec.16066

https://doi.org/10.1098/rstb.2019.0547
https://doi.org/10.1098/rstb.2019.0547
https://doi.org/10.1098/rsbl.2007.0120
https://doi.org/10.1098/rsbl.2007.0120
https://doi.org/10.1111/j.1472-4642.2008.00473.x
https://doi.org/10.1111/j.1471-8286.2007.02020.x
https://doi.org/10.1111/j.1471-8286.2007.02020.x
https://doi.org/10.3897/zookeys.51.380
https://doi.org/10.3897/zookeys.51.380
https://doi.org/10.1126/science.1190371
https://doi.org/10.1126/science.1190371
https://doi.org/10.1073/pnas.0800107105
https://doi.org/10.1111/mec.16066

