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Acacia s.1. farnesiana, which originates from Mesoamerica, is the
most widely distributed Acacia s.l. species across the tropics.
It is assumed that the plant was transferred across the Atlantic
to southern Europe by Spanish explorers, and then spread
across the Old World tropics through a combination of chance
long-distance and human-mediated dispersal. Our study uses
genetic analysis and information from historical sources to test
the relative roles of chance and human-mediated dispersal
in its distribution. The results confirm the Mesoamerican
origins of the plant and show three patterns of human-
mediated dispersal. Samples from Spain showed greater
genetic diversity than those from other Old World tropics,
suggesting more instances of transatlantic introductions from
the Americas to that country than to other parts of Africa and
Asia. Individuals from the Philippines matched a population
from South Central Mexico and were likely to have been
direct, trans-Pacific introductions. Australian samples were
genetically unique, indicating that the arrival of the species
in the continent was independent of these European colonial
activities. This suggests the possibility of pre-European human-
mediated dispersal across the Pacific Ocean. These significant
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findings raise new questions for biogeographic studies that assume chance or transoceanic dispersal n
for disjunct plant distributions.

1. Introduction

Acacia s.1. is a pan-tropical genus with around 1450 species distributed across Africa, Asia, the Americas
and Australia [1]. Some of these acacia species are hypothesized to have been transported between
continents through long-distance oceanic dispersal [2,3], but in most cases, humans have been the main
agents of plant movement in Acacia (e.g. [2,4-6]).

This study investigates the relative roles of chance long-distance and human-mediated dispersal in the
pan-tropical distribution of Acacia s.I. farnesiana (L.) Willd. It is identified as the most widely distributed
of all Acacia s.I. species in the world [7], and is found in the Americas, the Caribbean, southern Europe,
Africa, islands in the Atlantic, Indian and Pacific Oceans, West, South and Southeast Asia, and Australia
[6,8]. According to Richardson & Rejmanek [9], A. farnesiana is currently regarded as invasive in 12 out
of 15 geographical regions globally. Its seeds have been shown to maintain viability after more than
a century [10]. Although the new nomenclature of Acacia classifies A. farnesiana in the genus Vachellia,
in this study we use the name Acacia farnesiana to maintain consistency with historical references that
compared it with the original type species known from Egypt (Acacia nilotica).

The biogeographic literature identifies the native range of A. farnesiana in the Americas, extending
from Brazil and Peru to Mexico and the semi-arid regions of southern USA. Its status in the Caribbean
is cryptic, and it is considered alien in Argentina [11-13]. This literature, however, does not offer much
information about when and how A. farnesiana may have dispersed from the Americas and attained its
current pan-tropical distribution.

In this study, we used genetic analysis and historical accounts to investigate the dispersal of
A. farnesiana from the Americas to other parts of the world. We hypothesized that: (i) the introductions
to southern Europe were via colonial interactions with the Americas and (ii) introductions to Africa,
South Asia, Southeast Asia and Fiji were from southern European sources. In the case of Australia, we
tested three alternative hypotheses to explain the pre-British presence of the species in the continent:
(i) arrival via Southeast Asia through colonial Portuguese or Spanish interactions; (ii) direct arrival from
the Americas through European voyagers or colonial interactions or (iii) pre-European arrival either
through oceanic or human-assisted dispersal.
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1.1. Acacias in human history

While recent movements of Acacia s.I. have been for utilitarian purposes like land stabilization [9], acacias
have a deep historical association with humans. The species are recorded as being used for building,
medicinal and cultural purposes in ancient Africa, the Middle East and the Indian subcontinent [14].
Acacia nilotica (L.) Delile was depicted in tomb paintings of Ancient Egypt of the second millennium
BCE [15-17], identified in ancient medical treatises of the Indian subcontinent [18], and referred to in the
Bible as shittim [19]. Early Greek treatises such as the Enquiry into Plants by Theophrastus (ca 350 BCE)
and De Materia Medica by Dioscorides (50-70 CE) referred to the tree as akakia, a name alluding to its
characteristic spiky thorns, and mentioned it as growing in Egypt [20,21].

When early Spanish and Portuguese explorers in the Americas encountered plants that looked similar
to previously described and well-known Old World species such as Acacia nilotica, they also classified the
New World species as acacias [22,23]. One of the first detailed descriptions of an acacia from the Americas
was in 1625 by Tobias Aldini. He included an illustration and description of a plant growing in Cardinal
Odoardo Farnese’s garden in Rome which he named Acacia Indica Farnesiana, followed by an illustration
and description of Acacia aegyptiae (Acacia nilotica) to show the features that distinguished the two from
each other. He noted that the seeds of this tree had been obtained from the island of Santo Domingo and
germinated in 1611 in Farnese’s garden [24]. Subsequent botanical texts followed Aldini’s presentation
of Acacia farnesiana alongside Acacia nilotica for purposes of comparison [25,26]. The physical similarities
to the Old World species, combined with other aesthetic features such as the delicate fragrance of its
flowers, may have provided the impetus for the introduction of Acacia farnesiana into Europe.

Acacia farnesiana is a thorny shrub, between 2 and 3 m in height. Its yellow, ball-like inflorescences bear
a delicate scent which is highly valued in the perfume industry [27]. The species has diverse common
names around the world, such as sweet acacia, huisache or aromo in North America, mimosa bush in
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Australia or cassier in France [28]. Its flowers are used in the essential oil industry, with Egypt currently
being the largest producer [29,30]. The plant has a range of uses in traditional medicines, tanning, and
its leaves and pods are considered as good forage for cattle and ungulates [31].

Despite the existence of various historical texts that provide comparisons between A. farnesiana
and A. nilotica and indicate the role of human-assisted dispersal, biogeographic studies generally
feature chance dispersal and other ecological factors for species with pan-tropical distributions. This
is particularly so for species such as A. farnesiana that have dispersed to Australia. Although early British
explorers identified the plant as already present in the continent prior to European colonization, they
offered no speculation or explanation of how it may have arrived from the Americas [4,32]. Subsequent
biogeographic studies of A. farnesiana in Australia have typically attributed its pre-British presence in
the continent to transoceanic dispersal and not considered the possibility of precolonial human-assisted
dispersal from the Americas. However, there is growing linguistic and genetic evidence for some plant
species being introduced from the Americas into Oceania by Austronesian sailors in pre-Columbian
times (e.g. [33,34]). There is also increasing evidence of ancient Aboriginal influence on the biogeographic
distribution of Livistona spp. [35] and Adansonia gregorii in Australia [36]. Hence our study includes
the three alternative hypotheses mentioned above for assessing the human-assisted introduction of
A. farnesiana in Australia prior to British colonization of the continent in 1788.

2. Material and methods

2.1. Sampling and area definition for biogeographic analysis

We obtained genetic data from microsatellites for 172 samples from 18 populations of A. farnesiana
(table 1). These samples came from our collections throughout Australia, Spain, Madagascar and
the Mascarene islands in the Indian Ocean region, India, Fiji and Mexico, and were supplemented
with herbarium samples. We obtained South American and Eastern Atlantic samples from herbarium
collections. We were unable to collect or obtain herbarium samples from continental Africa, the Arabian
Peninsula and West Asia. Hence our samples do not comprehensively represent the plant’s entire
pan-tropical distribution.

We delineated the samples by three broad regions: Americas, Australia and Old World. We used
the very broad category of Old World to include samples from all areas outside of the Americas and
Australia. Hence, although not historically accurate, this category included not just Asia, Eastern Atlantic
islands and Europe, but also the Indian Ocean and Pacific Ocean islands. The sampling strategy was
designed to include populations across the putative native and introduced range of A. farnesiana as
defined in table 1. Field-collected leaf material was placed in sealed plastic bags containing silica gel.

2.2. DNA isolation and microsatellite genotyping

We isolated plant DNA using the DNeasy Plant Mini Kit (QIAGEN), and analysed the microsatellite
loci Af18, Af24, Af05, Af38, Af19, Af32, Af25, Af03, Af10, Af26, Af47, Af14 and Af46 [37]. We followed
the method of James et al. [38] for amplification of the loci, with modifications for multiplex PCR
reactions using the Type-It Microsatellite PCR Kit (QIAGEN). Amplification reactions contained a final
concentration of 1x Type-It PCR Master Mix, 0.075uM each forward primer appended to the 454A
sequence tag, 0.25uM each reverse primer, 0.1 uM/multiplexed locus of 454A sequencing tag labelled
with 6-FAM, NED, HEX or PET (Applied Biosystems, Foster City, CA, USA). Thermal cycling followed
the instructions provided with the Type-It Kit. Multiplexed amplicons were run by Macrogen Inc.
(Seoul, Korea) or the Australian Genome Research Foundation (Melbourne, Australia) on a 3730XL
sequencer (Applied Biosystems), with a GS500LIZ size standard. Peaks were scored using the Geneious
microsatellite plugin version 1.0.0 (Biomatters Ltd, Auckland, New Zealand).

2.3. Genetic diversity

We used GENALEX V. 6.41 [39] to calculate genetic diversity parameters for populations, regions and
the entire range. Genetic diversity parameters included the number of alleles per locus, effective
number of alleles per locus, number of private alleles per locus, Shannon’s information index,
observed heterozygosity, expected heterozygosity under Hardy—Weinberg equilibrium and Wright’s
allelic fixation index (F: inbreeding coefficient).
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2.4. Geographical structure

We used a Bayesian approach, implemented in STRUCTURE V. 2.3.3 [40] to determine the geographical
structuring of genetic diversity within A. farnesiana, and to associate Old World and Australian samples
with their American source populations. The likelihood of different values for the number of clusters
(K) was calculated under an admixture model, with loci assumed to be unlinked. Multiple runs at the
appropriate value(s) of K were combined using CLUMPP V. 1.1.2 [41] and plotted graphically using
DISTRUCT V. 1.1 [42].

We used Analysis of Molecular Variance (AMOVA) [43] to determine the statistical significance of
genetic structure at the regional level and at the population level. We used GENALEX v. 6.41 [39] to
conduct this analysis. Populations with less than five individuals were excluded. Analyses were based
on the RsT measure of genetic diversity, with 9999 permutations.

2.5. Coalescent modelling

We used coalescent modelling to assess migration rates between geographically defined populations,
effective population sizes and divergence times. Different programs model the coalescent process
to estimate a subset of these parameters. We used MIGRATE-N [44] to estimate rates of gene flow
between populations and effective population sizes of these populations. We used IMA2 [45] to
estimate divergence time between genetically distinct regions (determined from analyses of geographical
structure outlined above), and to estimate gene flow rates and effective population sizes of these regions,
and the ancestral population. Analyses were run on an SGI Altix XE Cluster through the Victorian Life
Sciences Computing Initiative (VLSCI).

2.5.1. Analysis with MIGRATE-N

We used genotypes of individuals at each locus in a coalescent model to estimate migration rates between
populations (1 = m/u, where m is the rate of migration for each gene copy and p is the mutation rate per
gene copy per generation), and population sizes for extant and ancestral populations (§ =4Np, where N
is the effective population size for a diploid species) [46,47].

Populations were pooled to reduce the number of parameters being estimated. Three pooled
populations were considered in the Americas based on regional biogeography, rather than national
boundaries: Arizona and Northwest Mexico (north of the Trans-Mexican Volcanic Belt); South Central
Mexico (from the Trans-Mexican Volcanic Belt to the Isthmus of Tehuantepec); and Central and South
America plus the Caribbean Islands (including Campeche, Mexico, which is south of the Isthmus of
Tehuantepec). The other two pooled populations considered were the Old World, as defined above, and
Australia. Estimated migration rates were considered to be significant if zero was not within the 95%
highest posterior density (HPD) interval.

A simple stepwise mutation (SSM) model of molecular evolution was used for each of the
microsatellite loci, and mutation rates were allowed to vary among loci. For each hypothesized
divergence, we ran two parallel Bayesian MCMC analyses of four heated chains (1.0, 1.5, 3.0 and
1000000.0), with independent random starting points. Starting parameters were based on a UPGMA
tree and Fs1. Bayesian uniform priors for 6 and m were bound between 0 and 50, and between 0 and 100,
respectively. A burn-in of 50000 steps was followed by a further 50000 recorded steps with sampling
every 100 steps for each locus. Convergence on stationary distributions of parameters was assessed based
on the similarity of posterior distributions of independent runs, and the effective sample size.

2.5.2. Analysis with IMA2

Divergence time between genetically distinct regions (determined from analyses of genetic structure,
above), along with gene flow rates and effective population sizes, were estimated using IMA2 [45].
We used an SSM model of molecular evolution for each microsatellite locus. Four preliminary MCMC
analyses with independent random starting points were run with 100 heated chains, under a geometric
heating scheme with heating parameters ranging from 0.3 to 0.995, with 300000 steps of burn-in,
followed by one sampled genealogy, at which point the Markov chain state was saved to a file. Each
of these Markov chain state files was then used as a starting point for five further runs under the same
conditions for a total of 20 runs. For each of these runs, a further short burn-in of 10 000 steps was used, to
ensure that each run had moved to an independent starting point before saving genealogies. Following
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this extra burn-in, each MCMC analysis continued for a further 5000 saved genealogies, saving every
100 steps, giving a total of 100 000 saved steps.

Coalescent parameters were estimated to be the peak of the posterior probability distribution from the
combined MCMC runs, and the confidence interval was determined as the 95% HPD. Divergence models
were assessed using likelihood ratio tests, with likelihood ratios expected to follow a x?-distribution.
Specifically, we tested for differences in effective population size of extant and ancestral populations,
non-zero migration rates and asymmetrical migration rates. Relative divergence times, population sizes
and rates of gene flow were converted into absolute values assuming a generation time of 3 years [48],
and mutation rates of either 2.4 x 10~% mutations/marker/ generation (based on direct observation of
the microsatellite mutation rate in wheat [49]) or 5.0 x 10~* mutations/marker/ generation (considered
to be the average mutation rate over many species [50,51]), as there were no fossil data available at the
species level to calibrate mutation rates.

3. Results
3.1. Genetic diversity

At the broad regional level, we found genetic diversity in A. farnesiana to be highest in the Americas, and
lowest in the Old World (table 2). The number of alleles per locus and expected heterozygosity were both
highest in the Americas. Private alleles were detected in the Americas and Australia, but not in the Old
World. Within populations in the Old World, genetic diversity was slightly higher in Spain than in other
populations. Populations in the Old World all had strongly negative values for F.

3.2. Geographical structure

Bayesian analysis using STRUCTURE inferred a maximum AK [52] at K=2, indicating this to be the
number of clusters that best explained the data. A peak at K=2 in STRUCTURE analyses can be an artefact
(e.g. [53,54]), so we also examined clustering based on the secondary peak at K =5 (figure 1a,b). At K=2,
both clusters were broadly distributed in the Americas (figure 2). Outside of the Americas, Cluster A was
found in Australia, while Cluster B was found in the Old World.

At K=5, Clusters 1, 3 and 4 were all found in the Americas (figure 3). Cluster 1 was only found in
the Americas. Individuals from Madagascar, Réunion, the East Atlantic, India and Fiji were assigned to
a single cluster (Cluster 4), suggesting a common source population. Individual plants from Spain and
one plant from Cape Verde displayed approximately equal probability of assignment to Clusters 4 and
5 (figure 3b). One individual from the Philippines had ambiguous ancestry; the other was assigned to
the same cluster as the population from South Central Mexico (Cluster 3). Australian populations were
assigned a unique cluster (Cluster 2). No individuals from any population across the species distribution
were assigned to Cluster 5 with a probability higher than 0.75.

A two-level AMOVA, with populations grouped into regions (Americas, Australia and Old World),
partitioned 0% of total genetic variation among regions, 19% among populations, 75% among individuals
and 6% within individuals. The variation between regions was not significant (Rrr = —0.026; p = 1.0000).
The variation between populations across the entire range, and between populations within regions was
significant (RsT = 0.172; p =0.0001 and Rsg = 0.194; p = 0.0001). This means that although the populations
we defined are genetically distinct, populations in different regions are no more genetically distinct than
populations within the same regions.

3.3. Coalescent modelling

3.3.1. Migration rate estimates MIGRATE-N

Using MIGRATE-N, we detected significant, but low, levels of migration between regions within the
Americas (table 3 and figure 4). Significant gene flow was detected from populations in the Americas
to populations in the Old World and Australia (although this is inconsistent with the results from
IMA2 analysis; see below). Based on the estimates of gene flow, we can infer the source populations
for the introduced samples. The migration rate into the Old World from South Central Mexico was
significantly higher than all other inferred migration rates. Rates of migration from each American region
to Australia were moderate, but within this the migration rates from South Central Mexico, and from
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Figure 1. Comparison of STRuCTURE analysis results for genetic clustering of Acacia farnesiana (L.) Willd. for each value of K (number
of genetic clusters) between one and 25. Simulations consisted of a burn-in of 50 000 iterations (an initial stage in the analysis where
the data are not stored) followed by 100 000 Markov Chain Monte Carlo (MCMC) iterations (a measure of how long the analysis is run).
Ten runs for each value of K were carried out on an SGI Altix XE Cluster through the Victorian Life Sciences Computing Initiative (VLSCI).
(a) Mean and standard deviation of In(likelihood) for each value of K. (b) AK [52] for each value of K, determined using STRUCTURE HARVESTER
wes V. 0.6.93 [55].
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Figure 2. (a) Geographical centres of Acacia farnesiana (L.) Willd. populations, and the proportion of individuals within populations
belonging to each genetic cluster, based on K =2, visualized spatially using ARCGIS v. 10.0 (ESRI Inc.). Individuals are unassigned to
clusters if their Q-value is less than 0.75, depicted in grey (Q-value is a score between 0 and 1 for each individual for inclusion in each
cluster, adding up to 1 for each individual; for example, an individual with absolute certainty of belonging to a cluster would have a
score of 1for that cluster and 0 for all others). The size of the pie chart is proportional to the sample size. (b) Proportional assignment
of A. farnesiana individuals to clusters based on StRucture analysis with K = 2. Both clusters are broadly distributed in the Americas.
Populations predominantly belonging to Cluster A are found in southern South America, Northwest Mexico, Baja California, Central
America and Veracruz. Populations predominantly of Cluster B are found in northern South America, Puerto Rico and South Central Mexico
(Puebla—Morelos). Outside of the Americas, Cluster A is found in Australia, while Cluster B is found in the Old World. Individuals from
the Philippines are unable to be assigned to either cluster with a Q-value greater than 0.75.
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Figure 3. (a) Geographic centres of Acacia farnesiana (L.) Willd. populations, and proportion of individuals within populations belonging
to each genetic cluster, based on K =5, visualized spatially using PHvL0Geo Viz [56] and ARCGIS v. 10.0 (ESRI Inc.). Individuals are
unassigned to clusters if their Q-value s less than 0.75, depicted in grey (Q-value is a score between 0 and 1for each individual for inclusion
in each cluster, adding up to 1for each individual; for example, an individual with absolute certainty of belonging to a cluster would have
a score of 1for that cluster and 0 for all others). The size of the pie chartis proportional to the sample size. (b) Proportional assignment of
A. farnesiana individuals to clusters based on StRucTure analysis with K = 5. Clusters 1, 3and 4 are all found in the Americas. Both Clusters
1and 4 are widespread in the Americas, but with individuals from the same population typically assigned to the same cluster. Australian
populations are assigned a unique cluster (Cluster 2). Cluster 3 is found in South Central Mexico. One individual from the Philippines has
ambiguous ancestry; the other is assigned to Cluster 3. Individuals from Madagascar, Réunion, the east Atlantic, India and Fiji are assigned
to Cluster4. Individual plants from Spain and one plant from Cape Verde display approximately equal probability of assignment to Clusters
4 and 5. No samples can be assigned to Cluster 5 with a Q-value greater than 0.75.

northwest Mexico and Baja California were marginally higher than the migration rates from Central and
South America.

3.3.2. Divergence time estimates from IMA2

Based on analyses of population genetic structure (see above), the only regions that had diverged
sufficiently to allow calculation of divergence time were Australia and the Americas. Using IMA2, we
estimated the divergence time between these regions as 795 (95% HPD confidence interval: 165-3795)
or 1695 (360-8115) years ago, depending on the mutation rate used for scaling. The broad confidence
intervals for divergence time make these results difficult to interpret (table 4). We tested for statistical
significance of migration rates using likelihood ratio tests and found that they were not significant
(tables 4 and 5). Although this is inconsistent with the non-zero migration rates inferred by MIGRATE-N
analysis between the American regions and Australia, it must be noted that the rates inferred by
MIGRATE-N were also low, and we did not run likelihood ratio tests to determine statistical significance
in the MIGRATE-N analysis.
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Figure 4. Migration rates (number of immigrants per generation) between populations of Acacia farnesiana (L.) Willd. as determined
using MIGRATE-N.

Table 3. Bayesian estimates (mode and 95% posterior probability interval) of migration rates (number of immigrants per generation)
and mutation-scaled effective population size (9) (a parameter that defines population size in terms of the diversity of genotypes) of
Acacia farnesiana (L.) Willd. regional groups based on analysis with miGraTe-N for all loci combined. The migration direction is represented
with the immigrant population on the columns.

Arizona and effective
Northwest South Central Central and population
Mexico Mexico South America  Australia 0ld World size
Arizona and — 2.3 230 3.03 177 232
Northwest Mexico (0.33-4.07) (0.33-413) (1.00-5.00)  (0.07-3.47) (1.17-3.53)
South Central Mexico 9.17 — 3.83 523 9.3 0.75
(5.20-13.07) (1.13-6.67) (2.20-8.87)  (87.13-100.00)  (0.00-1.53)
Central and South 3.3 337 — 2.57 310 1.85
America (0.93-5.60) (0.40-5.80) (0.67-4.33)  (1.07-5.07) (0.13-5.86)
Australia 1.83 1.83 1.63 — 1.83 112
(0.07-3.53) (0.00-3.60) (0.00-3.33) (0.00-4.33) (0.13-2.03)
0ld World 2.70 317 1.83 2.70 — 0.42
(0.53-4.87) (1.00-5.33) (0.00-3.60) (0.67-4.60) (0.00-1.27)

Table 4. Population demographic parameters for the divergence between Acacia farnesiana (L.) Willd. populations in the Americas and
Australia based on coalescent analyses in IMA2. For each parameter, the mode of the posterior probability density is presented, with 95%
HPD (highest posterior probability density) confidence interval in brackets. Parameters have been converted into absolute values, using
estimated mutation rates. This is in contrast to table 3, where mutation-scaled effective population sizes have not been converted into
absolute values.

assumed immigration immigration
mutation rate effective effective ancestral into Australia  into Americas

(mutations/ divergence populationsize  population size  effective (individuals/  (individuals/
generation) time (years) in Americas in Australia population size year) year)

5.0 x 107 795 (165-3795) 1850 (950-3350) 450 (150-1450) 5550 (3150-15350) ~ 0.65(0—4.43)  0.0013 (0-1.60)
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Table 5. Likelihood ratio tests of models of migration and effective population size based on IMa2 analyses of Acacia farnesiana (L.) Willd.
populations in the Americas and Australia. Different migration models are compared to the full model (a model allowing unrestricted
migration in both directions and allowing all effective population sizes to vary). Where the model being tested is significantly less likely
than the fullmodel (p < 0.05), itis marked with an asterisk. When the test is statistically significant, this represents significant migration
rates, significantly different migration rates or significantly different population sizes, depending on the model being tested.

degrees of

migration model no. terms freedom 2 log-likelihood ratio
full model 1.658 5 — —

m|g e eq L e R e G
nocoalescentm|gra e e P e g
nocoalescentm|gra i e R o g
. grat|on ,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, s o o g
popu T r|casandAustra||aequa|* ........................... T R R e S
. popu v N s S populat|0 - qual ......... e P e e
popu S . populat|onequa|* ........ B e e
a"popma“ i equal* ,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, S o o o

3.3.3. Effective population size estimates from miGRATE-N and IMA2

Estimates of 6 (mutation-scaled effective population size) from MIGRATE-N analysis varied from 2.32 in
Arizona and northwest Mexico to 0.42 in the Old World, but these values have large confidence intervals
and most of these are overlapping (table 3). Within our IMA2 analysis, we conducted likelihood ratio tests
to determine whether differences in effective population sizes were statistically significant. We found
that effective population sizes were significantly smaller for Australia than for either the Americas or
the ancestral population. This is consistent with a founder effect following introduction from a source
population in the Americas.

4. Discussion

Our results are consistent with published records that A. farnesiana originates in the Americas [11-13].
This region has the highest genetic diversity (expected and observed heterozygosity) and the highest
effective population size (based on coalescent analyses). All genetic clusters inferred by STRUCTURE at
K=2 and K=5 are found in at least one sample from the Americas with a Q-score of more than 50%,
and only a subset of these clusters are found outside the Americas. The majority of genetic clusters are
widespread within the Americas, with many individuals displaying admixture between clusters. This
implies high levels of dispersal within the region.

We discuss our hypotheses regarding the introduction of the plant to different Old World locations
and to Australia below.

4.1. Introductions from the Americas to Southern Europe

The genetic data support our hypothesis that the introductions of A. farnesiana to southern Europe were
via colonial interactions with the Americas. This is consistent with historical accounts of cultivation
of the species in Italy and Spain as an ornamental during the seventeenth century [4,14]. The source
populations for these introductions were probably from Central America, South America or the
Caribbean Islands, based on assignment to similar genetic clusters in the STRUCTURE analysis. At a
broader geographical scale, estimates of migration rates using MIGRATE-N show a high probability
of South Central Mexico as a source population for introductions to the Old World. This could be
driven by the inclusion of samples from the Philippines with the Old World at this broad clustering
level, and genetic similarities between samples from the Philippines and South Central Mexico (see
below).
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4.2. Secondary introductions via Southern Europe to other parts of the Old World

The genetic data support the hypothesis that the plant underwent secondary introductions to other
parts of the Old World from southern Europe. Samples from Spain show the highest genetic diversity.
Other populations from the Eastern Atlantic Islands, Madagascar and Mascarene Islands, and India are
genetically similar to those from Spain and contain a subset of this diversity. This could be the result of
an initial introduction to Spain, with an associated population bottleneck followed by subsequent spread
to other populations and further bottlenecks. Alternatively, the higher genetic diversity in Spain could
be the result of multiple introductions, with only one of these introductions involving other parts of the
Old World. The high level of admixture of genetic clusters at K=>5 in Spain would be consistent with the
latter scenario.

The dispersal of A. farnesiana to Asia from Spain may have followed sixteenth century Mediterranean
trade routes connecting southern Europe with North Africa, Arabia and India [57]. The A. farnesiana
populations in the Eastern Atlantic islands, Madagascar and Mascarene islands in the Indian Ocean, and
Fiji in the Pacific Ocean are all part of the same genetic cluster that includes southern Europe and the
Indian subcontinent. This corresponds with the expansion of Portuguese trade along Africa’s Atlantic
coast and in the Indian Ocean region during the sixteenth and seventeenth centuries, and followed
subsequently by Dutch, French and British trade and colonization in Africa, Asia and the Pacific during
the eighteenth and nineteenth centuries. The plant’s introduction to Fiji is ascribed to the gardening
efforts of foreign traders and European missionaries during the 1860s [58], who may have introduced
it from southern Europe or southern Asia.

For Southeast Asia, the genetic data demonstrate that introductions of A. farnesiana to the Philippines
were independent of the introduction via southern Europe. The STRUCTURE analysis at K=5 assigned
samples from the Philippines to the same genetic cluster as plants from South Central Mexico
(Puebla—Morelos). This genetic connection with South Central Mexico appears to be limited to the
Philippines, with no further dispersal of this genotype to other Pacific islands or Old World locations. The
Spanish galleon trade across the Pacific Ocean from Mexico from the sixteenth to the nineteenth centuries
involved the introduction of numerous plants to the Philippines and the Mariana Islands (Guam)
[59-61], and A. farnesiana may have been introduced during this period by people travelling between
these two places.

42.. Acacia farnesiana in Australia

There are no historical records for the introduction of A. farnesiana to Australia. Some of the earliest
botanical explorations of northern Australia [62,63] note the species as being widespread at that time
in some areas, which suggests its arrival prior to British settlement [64-66]. Hence, several Australian
sources treat the plant as indigenous (e.g. [32,67]).

We tested three alternative hypotheses to explain the pre-British presence of A. farnesiana in the
continent: (i) arrival via southeast Asia through colonial Portuguese or Spanish interactions; (ii) direct
arrival from the Americas through European colonial voyages or (iii) pre-European arrival either through
oceanic or human-assisted dispersal.

4.2.2. Arrival via Southeast Asia

The combined genetic and historical evidence does not support the hypothesis of A. farnesiana
introductions from Old World colonial networks in Southeast Asia. If the Australian populations had
arrived through Spanish or Portuguese colonial trade networks, they would most probably share a
genetic cluster with populations from the Old World or Southeast Asia. However, the genetic clustering
in the STRUCTURE analysis at both K=2 and K=5 shows that the populations from Australia form a
different genetic cluster from the Old World or the Philippines populations, hence suggesting a separate
introduction.

4.2.3. Direct arrival from the Americas through European colonial voyages

The combined genetic and historical evidence does not support the hypothesis of a direct introduction
of A. farnesiana to Australia from the Americas through European colonial voyages or subsequent
interactions. The divergence times based on the IMA2 coalescent analysis are difficult to interpret due
to the large confidence intervals, but suggest introduction prior to European voyages and colonial
interactions across the Pacific Ocean. The results of the STRUCTURE analyses also do not support direct
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arrival in Australia from the Americas through European colonial trade. The Australian population
is not in the same genetic cluster as any of the other populations that are associated with European
introduction.

4.2.4. Pre-European arrival from the Americas

The genetic data offer strong evidence for a pre-European arrival from the Americas. This could
have been through chance via oceanic dispersal, or through human agency. Genetic matching does
not correspond with Spanish and Portuguese colonial activity in the Americas or in Southeast
Asia, as discussed above. Estimates of migration rates between Australia and the Americas, using
MIGRATE-N and IMA2, are low or non-significant. At K=5, Australian populations are assigned to
Cluster 2. A small number of samples from northwest Mexico and Baja California have Q-values above
0.5 for assignment to this cluster, and these may reflect the source populations for earlier introduction
to Australia. These results could imply that following an early dispersal event from northwest Mexico
to Australia, the populations subsequently diverged due to isolation or due to no further introductions
from the Americas.

4.3. The enigma of Acacia farnesiana’s arrival in Australia

How A. farnesiana arrived in Australia remains a historical enigma. It may be that a single chance event
of oceanic dispersal [68] brought the plant’s seeds from northwest Mexico across the Pacific Ocean
to northern Australia, followed by gradual spread inland through wind, water, animals, birds and
humans. Transoceanic dispersal by birds from Mesoamerica to Australia appears unlikely, since there
are no records of bird migrations between these two regions [69]. Alternatively, A. farnesiana may have
arrived through pre-European human-mediated introduction [70]. Our results are consistent with this.
Although this may also seem improbable due to lack of any historical or archaeological evidence of
pre-European human interactions between the Americas and Australia, a growing body of research
using linguistic and genetic analysis indicates, for example, that sweet potato (Ipomoea batatas) was
transferred by Austronesian sailors from the Americas into Oceania in pre-Columbian times [34,71]. As
noted earlier, the genetic analysis of A. farnesiana samples from Fiji showed they were relatively recent
introductions from southern Europe or India [58] and therefore not the source of early dispersals to
Australia. Additional sampling and genetic analysis of A. farnesiana from intermediate islands in the
north and south Pacific between the Americas and Australia may offer some clues.

One question that arises in relation to pre-European human-mediated introduction of A. farnesiana
in Australia is whether the plant has long-standing recognition or use by indigenous groups. Our
fieldwork in northwest Australia indicates that some Aboriginal languages in the Kimberley region such
as Miriwoong have an indigenous name for A. farnesiana (moorloomboo), and that it is identified as a
native plant typically growing on black soil country [72]. Further investigations of names and uses of
A. farnesiana in other Indigenous languages of northern Australia combined with genetic analyses may
provide insights into how the plant may have arrived and spread inland.

5. Conclusion

Our study is significant in providing the first genetic analysis of a plant introduction into continental
Australia within a historical time frame of probably more than 750 years. While not conclusive, it also
demonstrates the remarkable possibility of human-mediated dispersal of A. farnesiana from the Americas
across the Pacific Ocean well before the arrival of Europeans to Australia. There are other plant species
associated by their names and Aboriginal stories with pre-British colonial introductions to northern
Australia from Southeast Asia and possibly further away from other parts of the Indian Ocean region.
These include moringa (Moringa olifera), commonly referred to as Koepanger’s tree (Kupang being the
capital of West Timor) [73] and tamarind (Tamarindus indica) [74], which is often associated with the
activities of Makassan trepangers (collectors of sea cucumber) and their trade with Aboriginal groups in
northern Australia [75,76]. With increasing recognition of the long history of anthropogenic influence on
vegetation change in the Australasian region [35,36], our study forges a new frontier for investigating
ancient and precolonial interactions between Australia and the Pacific world and the Americas through
integration of genetic analysis of plant species from these regions with available historical data.

The importance of recognizing the role of pre-European human-assisted plant dispersal goes beyond
the Australia—Pacific region, and has broader implications for biogeographic studies of disjunct plant
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distributions around the world. Debates regarding disjunct plant distributions usually assume this is due n
to chance or transoceanic dispersal (e.g. [68]). The role of human-assisted dispersal is typically discussed

in the context of European trade expansion and colonization of various world regions [77,78] but pre- and
non-European human-mediated dispersal is rarely considered a possibility. In the absence of evidence,
we see no reason to favour hypotheses of passive transoceanic dispersal as more parsimonious than
explanations involving pre-European human interactions. There are other species in the genus Acacia
s.l. with disjunct intercontinental distributions, such as Acacia heterophylla and Acacia koa [3], which are
assumed to be the result of chance dispersal, but these should be reconsidered by including alternative
hypotheses of human-assisted dispersal using multidisciplinary datasets including genetic, ecological,
archaeological, historical, linguistic and social data.

There is a small, but growing, body of the literature using this interdisciplinary approach to
investigate the ancient human history behind the current biogeographic distributions of various plant
species [79-84]. Further research of this kind may not only solve the enigma of arrival of A. farnesiana
to Australia, but also demand fundamental reconsideration of the pre-European history of indigenous
interactions throughout the world.

Data accessibility. The datasets supporting this study have been uploaded as part of the electronic supplementary
material.

Authors’ contributions. H.R., C.A.K. and D.J.M. initiated the research project and framed the overall research objectives.
H.R., C.AK. and M.M.E carried out the fieldwork. K.L.B. carried out laboratory procedures and analysed the data.
K.L.B. and H.R. wrote the paper, with contributions from all the other authors.

Competing interests. We have no competing interests.

Funding. This project was funded through Australian Research Council Grant DP1093100 (H.R., D.J.M., C.A.K.). M.M.E.
received doctoral scholarship funding from Fundacdo para a Ciéncia e a Tecnologia, ref. SFRH/BD/76100/2011.
Acknowledgements. The authors are grateful to Mrs Chandra Jayasuriya, School of Geography, University of Melbourne,
for assistance with preparing maps and figures; Malte Ebach (University of New South Wales) for valuable comments
on the manuscript; and Kyle Dexter (University of Edinburgh) and Chris Duvall (University of New Mexico) for
constructive reviews and advice. We are grateful to the following people for providing samples: R. van Klinken
(CSIRO Ecosystem Sciences), N. March (QLD Department of Environment and Natural Resources), R. Segura (CSIRO
Mexican Field Station), J. Miller (CSIRO Plant Industries) and P. Clarke (University of New England). The following
institutions loaned herbarium specimens, or provided leaf material or DNA isolations from herbarium specimens:
Missouri Botanic Gardens (MO), New York Botanic Gardens (NY), Royal Botanic Gardens Kew (K), University of
Arizona Herbarium (ARIZ), Arizona State University Herbarium (ASU) and Coimbra University Herbarium (COI).

S0L0zL % Psuado 205y B10‘BuiysigndAiaposieforsoss

References

1. Lewis G, Schrire B, MacKinder B, Lock M. 2005 7. Clarke HD, Seigler DS, Ebinger JE. 1989 Acacia 16. Bailleul-LeSuer R. 2012 Between heaven and earth:

Legumes of the World. Kew, UK: Royal Botanic
Gardens.

Brown GK, Murphy DJ, Kidman J, Ladiges PY. 2012
Phylogenetic connections of phyllodinous species of

farnesiana (Fabaceae: Mimosoideae) and related
species from Mexico, the Southwestern U.S, and the
Caribbean. Syst. Bot. 14, 549-564. (d0i:10.2307/
2419000)

birds in ancient Egypt, Oriental Museum
Publications 35. Chicago, IL: The Oriental Institute.
David A. 2014 Hoopoes and acacias: decoding
ancient Egyptian funerary scene. J. Near East. Stud.

Acacia outside Australia are explained by geological 8. US Forest Service. 2013 Pacific Island Ecosystems 73, 235-252. (d0i:10.1086/677251)

history and human-mediated dispersal. Aust. Syst. at Risk (PIER). 18. Chowdhury KA. 1971 Botany: prehistoric period. In
Bot. 25,390-403. (doi:10.1071/5B12027) 9. Richardson DM, Rejmének M. 2011 Trees and shrubs A concise history of science in India (eds DN Bose,

Le Roux JJ, Strasherg D, Rouget M, Morden CW, as invasive alien species: a global review. Divers. SN Sen, BV Subharayappa), pp. 371-375. New Delhi:
Koordom M, Richardson DM. 2014 Relatedness Distrib. 17,788—809. (doi:10.1111/j.1472-4642. Indian National Science Academy.

defies biogeography: the tale of two island 2011.00782.x) 19. Moldenke HN, Moldenke AL.1952 Plants of the Bible.
endemics (Acacia heterophylla and A. koa). New 10. Leino MW, Edqist J. 2010 Germination of 151-year Waltham, MA: Chroma Botanica Company.

Phytol. 204, 230-242. (doi:10.1111/nph. old Acacia spp. seeds. Genet. Resour. Crop Evol. 57, 20. Hort A.1916 Theophrastus’ enquiry into plants and
12900) 741-746. (d0i:10.1007/510722-009- minor works on odours and weather signs. I. London,
Kull ¢, Rangan H. 2008 Acacia exchanges: wattles, 9512-5) UK: William Heinemann.

thorn trees, and the study of plant movements. M. Luken JO, Thieret JW. 1996 Assessment and 21. Oshaldeston TA, Wood RP. 2000 Dioscorides, Book |.
Geoforum 39,1258-1272. (doi:10.1016/j.geoforum. management of plant invasions. New York, NY: Johannesburg, South Africa: IBIDIS Press.
2007.09.009) Springer. 22. Laguna A.1563 Pedacio Dioscorides Anazarbeo,
Thompson GD, Bellstedt DU, Richardson DM, Wilson ~ 12. USDA-NRCS. 2002 The PLANTS Database, version 3.5. Acerca de la Materia Medicinal, y de los Venenos

JRU, Le Roux JJ. 2014 A tree well travelled: global 13. CABI. 2013 Acacia farnesiana. In Invasive Species Mortiferos. Salamanca, Spain: Mathias Gast.
genetic structure of the invasive tree Acacia saligna. Compendium. Wallingford, UK: CAB 23. Barona Vilar JL, Gomez Font X. 1998 La

J. Biogeogr. 42, 305-314. (doi:10.1111/jbi.12436) International. correspondencia de Carolus Clusius con los cientificos
Abulizi A, Feng ZD, Yan JJ, Zayita A, Xu ZL. 2015 14. Ross JH.1980 A survey of some of the pre-Linnean esparioles. Valéncia, Spain: Universitat de Valéncia.
Invasion of the Himalayan hotspot by Acacia history of the genus Acacia. Bothalia 13, 95-110. 24, Aldini T.1625 Exactissima descripto rariorum
farnesiana: how the human footprint influences (doi:10.4102/abc.v13i1/2.1293) quarundam plantarum, Qu[aje continentur
potential distribution of alien species. Curr. $ci. 109, 15. Manniche L. 2006 An ancient Egyptian herbal, Rom[a]e in Horto Farensiano. Rome, Italy: Typis

183-189.

revised edition. London, UK: British Museum Press.

lacobi Mascardi.


http://dx.doi.org/10.1071/SB12027
http://dx.doi.org/10.1111/nph.12900
http://dx.doi.org/10.1111/nph.12900
http://dx.doi.org/10.1016/j.geoforum.2007.09.009
http://dx.doi.org/10.1016/j.geoforum.2007.09.009
http://dx.doi.org/10.1111/jbi.12436
http://dx.doi.org/10.2307/2419000
http://dx.doi.org/10.2307/2419000
http://dx.doi.org/10.1111/j.1472-4642.2011.00782.x
http://dx.doi.org/10.1111/j.1472-4642.2011.00782.x
http://dx.doi.org/10.1007/s10722-009-9512-5
http://dx.doi.org/10.1007/s10722-009-9512-5
http://dx.doi:10.4102/abc.v13i1/2.1293
http://dx.doi.org/10.1086/677251
http://rsos.royalsocietypublishing.org/

25.

26.

27.

2.

29.

30.

31

32

3.

34.

35.

36.

3.

38.

39.

40.

4.

Downloaded from http://rsos.royalsocietypublishing.org/ on April 12, 2017

Varey S. 2000 The Mexican Treasury: The Writings of
Dr. Francisco Herndndez. Stanford, CA: Stanford
University Press.

Guerrini L. 2008 The Accademia dei Lincei’ and the
New World. Preprint 348. Berlin, Germany: Max
Planck Institute for the History of Science.

Anonis DP. 1988 Cassie (Acacia) in perfumery.
Perfum. Flavorist. 12, 31-36.

Little EL, Wadsworth FH. 1964 Common trees of
Puerto Rico and the Virgin Islands. Washington, DC:
U.S. Dept. of Agriculture, Forest Service.

Ferrando G. 2008 Les approvisionnements exotiques
en extraits. In Un jour, une plante: mimosa et cassier
en Provence (eds J-C Ellena, M-H Grasse, L Peyron),
pp. 119-127. Grasse, France: Musée Internationale
de la Parfumerie.

Lawrence BM. 2009 A preliminary report on the
world production of some selected essential oils
and countries. Perfum. Flavorist 34, 38—44.

ILDIS. 2005 ILDIS World Database of Legumes
(version 10). Int. Legum. Database Inf. Serv.

Bean AR. 2007 A new system for determining which
plant species are indigenous in Australia. Aust. Syst.
Bot. 20, 1-43. (doi:10.1071/5B06030)

Scaglion R, Cordero M-A. 2011 Did ancient
Polynesians reach the New World: evaluating
evidence from the Ecuadorian Gulf of Guayaquil. In
Polynesians in America: pre-Columbian contacts with
the New World (eds TL Jones, AA Storey, EA
Matison-Smith, J-M Ramirez-Aliaga), pp. 171-193.
Lanham: Altamira Press.

Roullier C, Benoit L, McKey DB, Lebot V. 2013
Historical collections reveal patterns of diffusion of
sweet potato in Oceania obscured by modern plant
movements and recombination. Proc. Nat! Acad. Sci.
USA110,2205-2210. (d0i:10.1073/pnas.1211049110)
Kondo T, Crisp MD, Linde C, Bowman DMJS,
Kawamura K, Kaneko S, Isagi Y. 2012 Not an ancient
relic: the endemic Livistona palms of arid central
Australia could have been introduced by humans.
Proc. R. Soc. B279, 2652-2661. (d0i:10.1098/rspb.
2012.0103)

Rangan H, Bell KL, Baum DA, Fowler R, McConvell P,
Saunders T, Spronck S, Kull CA, Murphy DJ. 2015
New genetic and linguistic analyses show ancient
human influence on baobab evolution and
distribution in Australia. PLoS ONE 10, €0119758.
(doi:10.1371/journal.pone.0119758)

Bell KL, Murphy DJ, Gardner MG. 2013 Isolation, via
454 sequencing, and characterization of
microsatellites for Vachellia farnesiana (Fabaceae:
Mimosoideae). Appl. Plant Sci.1,1300035.
(doi:10.5061/dryad.jd183)

James EA, Brown GK, Citroen R, Rossetto M, Porter
(. 2011 Development of microsatellite loci in
Triglochin procera (Juncaginaceae), a polyploid
wetland plant. Conserv. Genet. Resour. 3,103—105.
(doi:10.1007/512686-010-9301-7)

Peakall R, Smouse PE. 2006 GENALEX 6: genetic
analysis in Excel. Population genetic software for
teaching and research. Mol. Ecol. Notes 6, 288—295.
(doi:10.1111/j.1471-8286.2005.01155.X)

Pritchard JK, Stephens M, Donnelly P. 2000
Inference of population structure using multilocus
genotype data. Genetics 155, 945-959.

Jakobsson M, Rosenberg NA. 2007 CLUMPP: a
cluster matching and permutation program for
dealing with label switching and multimodality in

4.

8.

4,

45,

46.

47.

48.

49.

50.

5.

52.

53.

54.

55.

analysis of population structure. Bioinformatics 23,
1801-1806. (doi:10.1093/bioinformatics/btm233)
Rosenberg NA. 2004 DISTRUCT: a program for the
graphical display of population structure. Mol. Ecol.
Notes 4,137-138. (doi:10.1046/j.1471-8286.2003.
00566.x)

Excoffier L, Smouse PE, Quattro JM. 1992 Analysis of
molecular variance inferred from metric distances
among DNA haplotypes: application to human
mitochondrial DNA restriction data. Genetics 131,
479-491.

Beerli P.2009 How to use migrate or why are
Markov chain Monte Carlo programs difficult to use?
In Population Genetics for Animal Conservation (eds
G Bertorelle, MW Bruford, HC Hauffe, A Rizzoli,
CVernesi), pp. 42-79. Cambridge, UK: Cambridge
University Press.

Hey J, Nielsen R. 2004 Multilocus methods for
estimating population sizes, migration rates and
divergence time, with applications to the
divergence of Drosophila pseudoobscura and

D. persimilis. Genetics 167, 747-760. (doi:10.1534/
genetics.103.024182)

Beerli P, Felsenstein J. 2001 Maximum likelihood
estimation of a migration matrix and effective
population sizes in n subpopulations by using a
coalescent approach. Proc. Nat! Acad. Sci. USA 98,
4563—4568. (doi:10.1073/pnas.081068098)

Beerli P.2006 Comparison of Bayesian and
maximum likelihood inference of population
genetic parameters. Bioinformatics 22, 341-345.
(doi:10.1093/bioinformatics/bti803)

Uji T, ToruanPurba AV. 1999 Acacia farnesiana (L.)
Willd. In Record from Proseabase (eds LPA Oyen, NX
Dung). Bogor, Indonesia: PROSEA (Plant Resources
of SouthEast Asia) Foundation.

Thuillet A-C, Bru D, David J, Roumet P, Santoni S,
Sourdille P, Bataillon T. 2002 Direct estimation of
mutation rate for 10 microsatellite loci in durum
wheat, Triticum turgidum (L.) Thell. ssp durum desf.
Mol. Biol. Evol. 19,122-125. (d0i:10.1093/oxford
journals.molbev.a003977)

Estoup A, Jarne P, Cornuet J-M. 2002 Homoplasy
and mutation model at microsatellite loci and their
consequences for population genetics analysis. Mol.
Ecol. 11,1591-1604. (doi:10.1046/j.1365-294X.2002.
01576.x)

Sun JX, Mullikin JC, Patterson N, Reich DE. 2009
Microsatellites are molecular clocks that support
accurate inferences about history. Mol. Biol. Evol. 26,
1017-1027. (d0i:10.1093/molbev/msp025)

Evanno G, Regnaut S, Goudet J. 2005 Detecting the
number of clusters of individuals using the software
STRUCTURE: a simulation study. Mol. Ecol. 14,
2611-2620. (doi:10.1111/j.1365-294X.2005.02553.x)
Vigouroux Y, Glaubitz JC, Matsuoka Y, Goodman
MM, Sénchez G, Doebley J. 2008 Population
structure and genetic diversity of New World maize
races assessed by DNA microsatellites. Am. J. Bot.
95,1240-1253. (doi:10.3732/ajb.0800097)

Lucek K, Roy D, Bezault E, Sivasundar A, Seehausen
0.2010 Hybridization between distant lineages
increases adaptive variation during a biological
invasion: stickleback in Switzerland. Mol. Ecol. 19,
3995-4011. (doi:10.1111/j.1365-294X.2010.04781.x)
Earl DA, VonHoldt BM. 2012 Structure harvester: a
website and program for visualizing structure
output and implementing the Evanno method.

56.

57.

58.

59.

60.

61.

62.

63.

oo

64.

65.
66.

67.

68.

69.

70.

.

72.

7.

74.

75.

Conserv. Genet. Resour. 4, 359-361. (d0i:10.1007/
512686-011-9548-7)

Tsai Y-HE. 2011 PhyloGeoViz: a web-based program
that visualizes genetic data on maps. Mol. Ecol.
Resour. 11, 557-561. (doi:10.1111/}.1755-0998.
2010.02964.x)

Birdwood G. 1896 The migrations of the tobacco
plant, the famesian cassia, and the lombardy
poplar. J. Soc. Arts 44, 467.

Seeman B. 1865 Flora Vitiensis: a description of the
plants of the Viti or Fiji Islands with an account of
their history, uses, and properties. London, UK: L.
Reeve & Co.

Merrill ED. 1914 An enumeration of the plants of
Guam. Philipp. J. Sci. C. Bot. 9,17-96.

Pacheco Olvera RM. 2006 Andlisis del intercambio de
plantas entre México y Asia de los Siglos XVI al XIX.
Mexico: Intituo do Biologia, UNAM.

Alvina CS, Madulid DA. 2009 Flora filipina: from
Acapulco to Manila. Makati City, The Philippines:
ArtPostAsia/National Museum of The Philippines.
Leichhardt L. 1847 Journal of an overland expedition
in Australia, from Moreton Bay to Port Essington, a
distance of upwards of 3000 miles, during the years
1844-1845. London, UK: T.and W. Boone.

Mitchell TL. 1848 Journal of an expedition into the
interior of tropical Australia, in search of a route from
Sydney to the Gulf of Carpentaria. London, UK:
Longman, Brown, Green, and Longmans.

ABRS. 2011 Flora of Australia Online. Canberra:
Australian Biological Resources Study.

Kodela PG. 2072 NSW Flora Online.

Spooner A. 2007 Vachellia farnesiana (L.) Wight &
Amn. Mimosa Bush. FloraBase.

Boland DJ, Brooker MIH, Chippendale GM, Hall N,
Hyland BPM, Johnson RD, Kleinig DA, Turner JD.
1989 Forest trees of Australia. East Melbourne,
Australia: CSIRO Publications.

de Queiroz A. 2005 The resurrection of oceanic
dispersal in historical biogeography. Trends

Ecol. Evol. 20, 68—73. (d0i:10.1016/j.tree.2004.
11.006)

Gill REJ, Piersma T, Hufford G, Seryanckx R, Reigen
A. 2005 Crossing the ultimate ecological barrier:
evidence for an 11000 km long nonstop flight from
Alaska to New Zealand and Eastern Australia

by bar-tailed godwits. Condor 107,1-20.
(doi:10.1650/7613)

Terrell JE. 2006 Human biogeography: evidence of
our place in nature. J. Biogeogr. 33, 2088-2098.
(doi:10.1111/j.1365-2699.2006.01581.x)

Dixon RB.1932 The problem of the sweet potato in
Polynesia. Am. Anthropol. NS 34, 40—66.
(doi:10.1525/aa.1932.34.1.02a00040)

Kofod FM. 1994 Mirima Dawang Woorlab-gerring
Languages and Culture Centre. A Miriwoong-English
dictionary. Kununurra, Australia: Mirima Dawang
Woorlab-gerring Languages and Culture Centre.
Hussey BMJ, Keighery GJ, Dodd J, Lloyd SG, Cousens
RD. 2007 Western weeds, a guide to the weeds of
Western Australia, 2nd edn. Victoria Park, Australia:
The Weeds Society of Western Australia (Inc.).
Macknight CC. 1986 Macassans and the Aboriginal
past. Archaeol. Ocean. 21, 69-75. (d0i:10.1002/
}.1834-4453.1986.th00126.x)

Schwerdtner Mafiez K, Ferse SCA. 2010 The history
of Makassan trepang fishing and trade. PLoS ONE 5,
€11346. (doi:10.1371/journal.pone.0011346)

501021 % Psuado 0y 10 Buiysigndfaposieforsoss H


http://dx.doi.org/10.1071/SB06030
http://dx.doi.org/10.1073/pnas.1211049110
http://dx.doi.org/10.1098/rspb.2012.0103
http://dx.doi.org/10.1098/rspb.2012.0103
http://dx.doi.org/10.1371/journal.pone.0119758
http://dx.doi.org/10.5061/dryad.jd183
http://dx.doi.org/10.1007/s12686-010-9301-7
http://dx.doi.org/10.1111/j.1471-8286.2005.01155.x
http://dx.doi.org/10.1093/bioinformatics/btm233
http://dx.doi.org/10.1046/j.1471-8286.2003.00566.x
http://dx.doi.org/10.1046/j.1471-8286.2003.00566.x
http://dx.doi.org/10.1534/genetics.103.024182
http://dx.doi.org/10.1534/genetics.103.024182
http://dx.doi.org/10.1073/pnas.081068098
http://dx.doi.org/10.1093/bioinformatics/bti803
http://dx.doi.org/10.1093/oxfordjournals.molbev.a003977
http://dx.doi.org/10.1093/oxfordjournals.molbev.a003977
http://dx.doi.org/10.1046/j.1365-294X.2002.01576.x
http://dx.doi.org/10.1046/j.1365-294X.2002.01576.x
http://dx.doi.org/10.1093/molbev/msp025
http://dx.doi.org/10.1111/j.1365-294X.2005.02553.x
http://dx.doi.org/10.3732/ajb.0800097
http://dx.doi.org/10.1111/j.1365-294X.2010.04781.x
http://dx.doi.org/10.1007/s12686-011-9548-7
http://dx.doi.org/10.1007/s12686-011-9548-7
http://dx.doi.org/10.1111/j.1755-0998.2010.02964.x
http://dx.doi.org/10.1111/j.1755-0998.2010.02964.x
http://dx.doi.org/10.1016/j.tree.2004.11.006
http://dx.doi.org/10.1016/j.tree.2004.11.006
http://dx.doi.org/10.1650/7613
http://dx.doi.org/10.1111/j.1365-2699.2006.01581.x
http://dx.doi.org/10.1525/aa.1932.34.1.02a00040
http://dx.doi.org/10.1002/j.1834-4453.1986.tb00126.x
http://dx.doi.org/10.1002/j.1834-4453.1986.tb00126.x
http://dx.doi.org/10.1371/journal.pone.0011346
http://rsos.royalsocietypublishing.org/

76.

77.

78.

79.

Downloaded from http://rsos.royalsocietypublishing.org/ on April 12, 2017

Flinders M. 1814 Voyage to Terra Australis, vol. 2,
Chapter ix. Pall Mall, London:

G &W. Nicol.

Crosby AW. 1972 The Columbian exchange: biological
and cultural consequences of 1492. Westport, CT:
Greenwood Press, 30th Anniversary edition by
Praeger 2003.

Crosby AW. 1986 Ecological imperialism: the
biological expansion of Europe, 900—1900. New York,
NY: Cambridge University Press.

Gunn BF, Baudouin L, Olsen KM. 2011 Independent
origins of cultivated coconut (Cocos nucifera L.)

80.

8l.

82.

in the 0ld World Tropics. PLoS ONE 6, e21143.
(doi:10.1371/journal.pone.0021143)

Perrier X et al. 2011 Multidisciplinary perspectives on
banana (Musa spp.) domestication. Proc. Nat! Acad.
Sci. USA 108, 1131111 318. (doi:10.1073/pnas.
1102001108)

Rangan H, Carney J, Denham T. 2012 Environmental
history of botanical exchanges in the Indian Ocean
World. Environ. Hist. Camb. 18, 311-342.
(doi:10.3197/096734012X13400389809256)

Bell KL, Rangan H, Kull CA, Murphy DJ. 2015 The
history of introduction of the African baobab

83.

84.

(Adansonia digitata, Malvaceae: Bombacoideae) in
the Indian subcontinent. R. Soc. apen sci. 2, 150370.
(doi:10.1098/rs05.150370)

Rangan H, Bell KL. 2015 Elusive traces: baobabs and
the African diaspora in South Asia. Environ. Hist.
(amb. 21,103-133. (doi:10.3197/096734015X
14183179969827)

Crowther A et al. 2016 Ancient crops provide first
archaeological signature of the westward
Austronesian expansion. Proc. Nat/ Acad. Sci.
USAT13, 6635-6640. (doi:10.1073/pnas.15227
14113)

S0L0zL % Psuado 205y B10‘BuiysigndAiaposieforsoss


http://dx.doi.org/10.1371/journal.pone.0021143
http://dx.doi.org/10.1073/pnas.1102001108
http://dx.doi.org/10.1073/pnas.1102001108
http://dx.doi.org/10.3197/096734012X13400389809256
http://dx.doi.org/10.1098/rsos.150370
http://dx.doi.org/10.3197/096734015X14183179969827
http://dx.doi.org/10.3197/096734015X14183179969827
http://dx.doi.org/10.1073/pnas.1522714113
http://dx.doi.org/10.1073/pnas.1522714113
http://rsos.royalsocietypublishing.org/

	Introduction
	Acacias in human history

	Material and methods
	Sampling and area definition for biogeographic analysis
	DNA isolation and microsatellite genotyping
	Genetic diversity
	Geographical structure
	Coalescent modelling

	Results
	Genetic diversity
	Geographical structure
	Coalescent modelling

	Discussion
	Introductions from the Americas to Southern Europe
	Secondary introductions via Southern Europe to other parts of the Old World
	The enigma of Acacia farnesiana's arrival in Australia

	Conclusion
	References

