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Abstract

Intra-specific genetic diversity is important not only because it influences population persistence and evolutionary potential,
but also because it contains past geological, climatic and environmental information. In this paper, we show unusually clear
genetic structure of the endangered Japanese crayfish that, as a sedentary species, provides many insights into lesser-
known past environments in northern Japan. Over the native range, most populations consisted of unique 16S mtDNA
haplotypes, resulting in significant genetic divergence (overall Fst=0.96). Owing to the simple and clear structure, a new
graphic approach unraveled a detailed evolutionary history; regional crayfish populations were comprised of two distinct
lineages that had experienced contrasting demographic processes (i.e. rapid expansion vs. slow stepwise range expansion)
following differential drainage topologies and past climate events. Nuclear DNA sequences also showed deep separation
between the lineages. Current ocean barriers to dispersal did not significantly affect the genetic structure of the freshwater
crayfish, indicating the formation of relatively recent land bridges. This study provides one of the best examples of how
phylogeographic analysis can unravel a detailed evolutionary history of a species and how this history contributes to the
understanding of the past environment in the region. Ongoing local extinctions of the crayfish lead not only to loss of
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biodiversity but also to the loss of a significant information regarding past geological and climatic events.
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Introduction

Recent human activities have threatened considerable numbers
of species and populations in nature that, in turn, have
significantly affected ecosystem functioning and provision of
ecosystem services [1,2]. Genetic diversity is considered to affect
population viability and evolutionary potential under changing
environmental conditions [3,4]. Thus, conserving intra-specific
genetic variation has become one of the central issues in
conservation biology [5].

Another important, but not fully stressed, aspect of genetic
diversity is the historical footprints of past environments. Following
dynamic changes in the environment, extant species have
experienced various demographic events, such as range expansion,
vicariance, extinction and dispersal, over the past millions of years
and especially during the Quaternary Ice Age [6,7]. Such species
history may be engraved on its genes [6,7]. Mutation rates in DNA
may be sufficiently low (e.g. a few percent per million years), such
that observed genetic variation may reflect the species’ history over
thousands or perhaps millions of years. Contemporary distribu-
tions of genotypes or haplotypes may have been generated by
multiple demographic events in response to past geological and
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climate forces on species habitat ranges. Thus, by examining the
genetic structure of species, we can infer not only species history
but also past environments [8-11]. For example, many animals
and plants in Europe possess high genetic diversity and older
genotypes in southern regions (e.g. the Balkan, Italian and Iberian
peninsulas) and low diversity with more recent genotypes in
northern regions (e.g. Scandinavia, UK) [6], indicating post-glacial
colonization from the south, consistent with geological evidence
that the northern regions had been covered by ice-sheet during the
glacial periods [6]. Such genetic information is particularly useful
where geological processes are difficult to infer due to dynamic
tectonic and volcanic activities.

Biological clues to our past environment are disappearing due to
ongoing local extinctions. In addition, other anthropogenic
activities, such as species introduction, transplantation or farming,
have been shown to influence the original genetic structure
[12,13]. Because not all species possess regional histories in their
genes (due to anthropogenic impacts, shallow population history
or high gene flow [14,15]), we need to identify geologically critical
species, i.e. the species that possess valuable information on
geological and climatic histories before they have been extirpated.
Highly sedentary species or species whose dispersal is constrained
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by physical barriers may satisfy this criterion because continuous
and/or long-distance dispersal which would otherwise replace the
historical footprints with contemporary patterns of gene flow will
not be present [14,15]. Freshwater fishes (dispersal constrained
within freshwater drainages), island species and sedentary
gastropods have been shown to have simple genetic structures
reflecting past environmental conditions [8-11].

In this paper, we clearly show that a threatened freshwater
crayfish contains significant paleo-geological and climatic infor-
mation in the distribution of genetic variation and that such
historical footprints are in danger of disappearing due to ongoing
local extinctions. Our model species was the endangered Japanese
crayfish, Cambaroides japonicus, which is endemic to northern Japan.
More detailed knowledge of past geology and climate conditions in
the Japanese archipelago has been growing in the last few decades
[16], but is still incomplete due to dynamic topological shifts
resulting from tectonic activities (e.g. active historical volcanism).
This pattern contrasts with Europe and North America which
were covered by ice sheets at the last glacial maximum (LGM, ca.
20,000 years ago). Due to lack of obligate freshwater fishes in
northern Japan, genetic variation in the Japanese crayfish could be
highly informative for phylogeographic analysis. Because this small
and slow-moving species is distributed patchily in mostly small
headwater streams isolated on several islands [17], we expected
that it would exhibit significant genetic structuring that might
provide insights on the processes of island formation, connectivity
and colonization. Through mitochondrial DNA (mtDNA) analysis,
we show that the genetic structure of the crayfish throughout the
species range was among the simplest and clearest ever reported
for any wild animal or plant populations. This genetic structure,
however, was partly inconsistent with current geology and general
phylogeographic patterns and we discuss potential mechanisms for
generating those inconsistencies.

Materials and Methods

Ethics statement

Although the Japanese crayfish has been designated an
endangered species by the Ministry of Environment of Japan,
there is currently no law protecting this species from handling or
capture [15]. Thus, all work was legally conducted without
acquiring a permit from the Hokkaido Government or the
Ministry of Environment of Japan. For conservation reasons,
however, we performed non-destructive sampling whenever
possible.

Biogeography of Japan

The Japanese archipelago exhibits a high endemism in fauna
and flora in which speciation has occurred in isolation after
colonization from the eastern Eurasian mainland [18-20]. Because
of the lack of freshwater fishes and considerable topological
changes due to volcanic activities, past environments of Japanese
archipelago and the colonization patterns of animals and plants
are less well-known compared to Europe and North America.
Land bridges are particularly important for understanding the
mode and pace of species divergence in Japan; the Tsushima Strait
(130-140 m in depth), Tsugaru Strait (130-140 m in depth) and
Soya Strait (50-60 m) would have been land bridges during lower
sea levels and the main colonization routes to the archipelago
(Figure 1). Fauna and flora in Honshu, Kyushu and Shikoku
islands have probably been colonized via the Korean Peninsula
through the Tsushima Strait, whereas those in Hokkaido arrived
from Sakhalin Island through the Soya Strait [18-20]. The
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Tsugaru Strait has acted as a significant barrier, creating the two
Japanese bioregions (i.e. Hokkaido and the other main islands).

Despite much research, there are still controversies as to if and
when the Tsugaru and Tsushima straits became land bridges
[18,20-22]. The main challenges resolving them are that (1)
landscapes have dramatically changed during the Quaternary due
to tectonic and volcanic activities and (2) current ocean depths in
both straits are 130-140 m, nearly equivalent to lowered ocean
surface levels during the ice ages (80-140 m, [23])(Figure 1). In the
past few million years, salinities of the Sea of Japan decreased
several times due to closure or attenuation of these straits [24,25],
which might have caused mass extirpations or extinctions of some
marine species [26].

No consensus has been reached on the locations and extents of
land bridges in the Tsugaru Strait. Some biologists suggest from
bio- or phylogeographical analyses that bridges in the Tsugaru
Strait had emerged in the middle and/or late Pleistocene [27,28].
Geologists, on the other hand, have reported contrasting results
based on historical sea level changes, a salinity-based model or
bottom core sampling. Some have suggested that land bridges
existed during the LGM [29], while others have found no direct
evidence of a land bridge during the past 16 million years
[21,30,31]. Based on past mammal fauna from fossil records,
Kawamura [31] proposed that there was a temporal ice bridge,
not a land bridge, during the LGM.

Phylogeographic studies of mammals, insects and plants showed
contrasting patterns with or without significant divergence
associated with Tsugaru Strait [20,28,32-35]. These taxa have a
greater variety of dispersal modes with potential to cross the strait,
such as swimming, rafting, drifting or flying. Therefore, studies of
freshwater species, such as fishes and amphibians, would provide
more direct evidence for a marine barrier or land bridge.
However, no rigorous examination has been performed so far,
due to the paucity of freshwater vertebrates that inhabit both
Hokkaido and Honshu, which by itself may suggest that land
bridges in the Tsugaru Strait were ephemeral connections between
islands. Limited data suggest that the Tsugaru Strait has been a
significant barrier for a freshwater sculpin (Cottus nozawae) since the
early Pleistocene (1.5 Myr) [36], whereas no apparent vicariance
was observed in a freshwater lamprey (Lethenteron sp. N) [37]. These
species, however, may be relicts or landlocked forms of
anadromous ancestors, so they could have crossed the ocean in
the past. The phylogeography of Japanese crayfish may thus
resolve some of the questions regarding historical colonization
routes or barriers to freshwater faunal dispersal in the Japanese
archipelago.

Japanese crayfish

Among more than 600 freshwater crayfish species in the world,
most inhabit North America (59%) and Oceania (23%), followed
by South America (10%) and Europe (5%)(calculated from
Crandall and Buhay [38]). There are only seven species of
crayfish in Asia (1.1%) and nine in Madagascar (1.4%), although
other phylogenetic analyses have suggested that only four species
exist in Asia [39,40]. The Japanese crayfish is a native species
endemic to northern Japan and the only one to occur in the
archipelago. Its old history, remnant distribution and low species
diversity make this Asian crayfish particularly important, especially
because phylogenetic analyses have inferred that it is basal to other
Northern Hemisphere crayfish species [39,40].

The Japanese crayfish is a small (<6 cm in total length), slow-
moving crayfish that inhabits mostly small headwater streams
[17,41-43]. Terrestrial dispersal appears to be very limited due to
low activity. The crayfish lack a free-swimming plankton stage [44]
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Figure 1. Current lands of Japan and the neighboring countries (greenish area with black contour). Presumed past land boundaries are
indicated by brown-white area (white denotes 120-140 m) when sea levels decreased by 140 m during the last glacial maximum estimated from a
bathymetric map (A). Top right and bottom right panels are magnified maps around the Tsugaru Strait (B) and Tsushima Strait (C), respectively, which

are about the threshold levels for the existence of land bridges.
doi:10.1371/journal.pone.0033986.9001

and long-distance dispersal via water current is presumably rare.
Despite its low dispersal ability and high dependence upon
freshwater environments, however, the Japanese crayfish inhabits
Hokkaido and northern Honshu, as well as small islands near
Hokkaido (Figure 2). Thus, the genetic structure of the crayfish
may reflect paleogeological processes. Although there is no fossil or
other historical record, the Japanese crayfish might have been
distributed in middle or southern Honshu because the most closely
related species Cambaroides similis inhabits the Korean peninsula. A
basal lineage to the Japanese crayfish may have colonized from the
Korean peninsula, which had been connected to southern Honshu
during glacial periods [18-20].

The Japanese crayfish currently suffers from various threats to
extinction: habitat loss, water pollution, timber logging, overhar-
vest and invasion by an alien crayfish (signal crayfish, Pacifastacus
lemiusculus) are the major causes of local extinction [17,42].
Crayfish populations have nearly disappeared from one of the
largest rivers in Hokkaido (Kushiro River) in the past 30-50 years
following invasion by the signal crayfish. The Japanese crayfish is
considered as “vulnerable” in the Japanese Red data book [45],
but no practical conservation policy or effort has yet been made.

Sampling and DNA analysis

We collected a total of 600 crayfish from 71 locations covering
the entire native range, including two main islands (Hokkaido and
Honshu) and five small islands near Hokkaido (Okushiri, Rishiri,
Rebun, Teuri and Yagishiri, Figure 2, Table S1). No permission
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was required to collect the crayfish or to enter the public lands
where the samples were collected. Because preliminary analysis
showed low genetic diversity within and high diversity among
locations (see Results), sampling effort was directed toward
collecting from a larger number of locations rather than large
numbers of individuals within locations to maximize information
at the species level (average 8.5 individuals per location). Genetic
diversity (i.e. number of haplotypes within populations) and
genetic divergence (i.e. Fgp and Nei’s Dy) were calculated (see
below) using only 51 locations where enough samples (> 5
individuals) were collected (average; 11.0 individuals per location,
range; 5-30 individuals). Muscle tissue was taken from a chelipod
or a pereiopod and stored in ethanol at —20°C until DNA
extraction.

Genomic DNA was extracted using Chelex100 (Bio-Rad, CA,
USA) according to the manufacturer’s instruction. A part of 16S
rRNA mitochondrial DNA region was selected as a molecular
marker because this appears to be the most powerful marker to
identify inter- and intra-specific genetic diversity in freshwater
crayfish [46-51]. A 490 base pair section of the 16S mtDNA was
amplified by polymerase chain reaction (PCR) using primers 1471
(5'-CCTGTTTANCAAAAACAT-3') and 1472 (5'-AGATA-
GAAACCAACCTGG-3") [51]. Amplifications were carried out
in a thermal cycler (Perkin-Elmer, CA, USA) in 20 pl of reaction
mixture containing 50 mM KCI, 1.5 mM MgCly, 10 mM Tris-
HCI (pH 8.3), 0.2 mM dNTP, 0.5 uM of each primer and 0.5
units of taq DNA polymerase (TaKaRa, Tokyo, Japan) with ca.
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Figure 2. The minimum spanning network of 16S mtDNA in the Japanese crayfish (Cambaroides japonicus) and the distribution of
level-2 nested clade (represented in the same colors). Note that the network configuration and distribution of haplotypes and nested clades
are matched very well (e.g. interior haplo-groups distribute central areas, whereas tip haplo-groups distribute peripheral areas). All islands share
haplotypes with the nearest main islands, including southern Hokkaido and northern Honshu. Black circles in the network represent missing

haplotypes.
doi:10.1371/journal.pone.0033986.9g002

10 ng of genomic DNA. The thermal cycling parameters were as
follows: 95°C/2 min for hot start, 36 cycles of dissociation (95°C/
30 s), annealing (55°C/30 s) and extension (72°C/1 min), fol-
lowed by a further extension (72°C/19 min). PCR products were
purified with QIAquick'™ PCR Purification Kit (Qiagen, CA,
USA). These products were sequenced using 3100 Genetic
Analizer ABI Prism (Applied Biosystem, CA, USA) and the
BigDye Terminator Cycle Sequencing kit (Applied Biosystem, CA,
USA). To investigate the congruence between different genes, the
more conservative 285 rRNA gene region in nuclear DNA was
also amplified for 55 subsamples from 52 locations covering the
entire distributional range (Table S1). These samples were
amplified using the primers rD4.8a (5'-ACCTATTCT-
CAAACTTTAAATGG-3") and rD7bl (5'-GACTTCCCT-
TACCTACAT-3") [52] with the following cyclic conditions:
95°C/2 min for hot start, 36 cycles of dissociation (95°C/
1 min), annealing (50°C/1 min) and extension (72°C/1 min),
followed by a further extension (72°C/5 min). Purification and
sequencing were done in the same way as for the 165 mtDNA
analysis.

The sequences were aligned using ClustalX version 1.81 [53]
and BIOEDIT version 5.0.9 [54]. Due to the extremely low
diversity in 28S rRNA sequences, population genetic analysis was
not performed except for describing a haplotype network (i.c.
minimum spanning network) using ARLEQUIN version 2.001
[55]. Therefore, the subsequent analyses were only performed
using 16S mtDNA. Population differentiation was calculated as
Fst and Nei’s Dy, implemented in ARLEQUIN [55]. These
parameters were correlated with geographic (Euclidian) distance
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among populations to see whether dispersal is restricted (i.e.
1solation-by-distance). Significance in the correlation analysis was
evaluated by a Mantel test in FSTAT [56]. A haplotype network
was constructed based on the minimum spanning network using
ARLEQUIN. Network loops were resolved based on the criterion
of Crandall and Templeton [57] and haplotype distributions. The
haplotype network was then hierarchically nested following
Templeton and Sing [58]. We also tested for the effects of natural
selection and/or past demographic change based on Tajima’s D
and mismatch distribution implemented in ARLEQUIN. If
Tajima’s D shows a negative value, stabilizing selection and/or
rapid population expansion is suggested. A positive value, on the
other hand, indicates balancing selection and/or population
subdivision. A unimodal mismatch distribution, together with a
negative Tajima’s D, strengthens the inference of rapid population
expansion. No significant deviation of Tajima’s D interprets
selective neutrality on mtDNA haplotypes.

Patterns of colonization can be inferred once an ancestral
population has been determined [59-61]. Slatkin [59] mathemat-
ically formulated a stepwise colonization model derived from one
proposed by David Good in his unpublished manuscript, which is
qualitatively similar to the “stepping stone dispersal” model of
Ponniah and Hughes [62]. In Good’s model, an ancestral
population gives rise to one neighbouring population with the
same allele frequency, and they are subsequently isolated (i.e. no
gene flow following colonization). After a time, which allows the
two populations to diverge, the new population itself gives rise to
another population in the same manner. That is, a new population
is colonized always from the adjacent (second newest) population.

March 2012 | Volume 7 | Issue 3 | e33986



Under the gradual range expansion model, genetic divergence is
expected to be higher among older populations than among more
recent ones even over the same geographic distances. Unlike
general isolation-by-distance patterns, Slatkin [59] showed that
estimated gene flow between a pair of populations (M), which is
calculated from the inverse relationship with pairwise genetic
divergence, i.e. M= (1/Fsr—1)/4, did not depend on geographic
distance between the two populations. Instead, the pairwise gene
flow was positively correlated with the distance between the
ancestral population (i.e. the original area) and one of the
populations closer to the ancestral population (i.e. older population
of the pair). In other words, the level of gene flow would be higher
when both populations are more distant from the ancestor (i.e.
more recent). In this stepwise colonization process, therefore,
genetic divergence should be negatively correlated with the distance
from the ancestral population [59,61,62] because of the inverse
relationship between gene flow and divergence. In the present
study, we plotted the distance from an ancestral population against
Neri’s genetic divergence Dy, instead of M or Fsr, because A
cannot be calculated when Fgy is zero and because Fgp ranges
only from zero to one. Similarly, gene diversity should be
negatively correlated with distance from the ancestral population,
because intra-population genetic diversity should be higher in
older populations than in more recently founded ones [63].

We also developed a new graphical approach to investigate the
colonization process in the Japanese crayfish. Based on coalescent
theory, the relative ages of each haplotype can be compared within
a haplotype network: interior haplotypes in a network should be
older and tip haplotypes should be younger [57,64]. Therefore,
after determining the relative ages of each haplotype from the
network, distributions of each haplotype were projected on maps
in the order of their estimated ages (i.e., from the ancestral
haplotype to the most recent one with one mutation step in each
projection). In other words, if 10 mutation steps separated the
oldest and newest haplotypes, 10 maps were generated that
represent the different ages for each haplotype. By looking at the
distributions of old and recent haplotypes, the direct spread of
haplotypes could be visualized.

Results

Based on a 490 bp of 16S mtDNA, 46 haplotypes were detected
among 600 individuals from 71 locations (Figure 2, Table S1). All
the nucleotide sequences are available from GenBank/DDBJ/
EMBL databases (accession numbers AB508237-AB508282).
Genetic diversity was extremely high among and low within
locations. Of the 46 haplotypes, 28 (61%) were unique to single
locations and 38 (83%) were unique to single regions (a region is a
set of locations in close proximity, <<ca. 50 km). Only eight
haplotypes (17%; haplotypes C, D, I, K, N, O and Y) were shared
among different regions (Figure 2, Table S1). Of 51 locations
where five or more samples were collected (average; 11.0
individuals per location), 35 localities (69%) possessed just single
haplotypes. The high levels of monomorphism within locations are
not likely the result from sampling bias associated with relatively
small sample sizes (i.e. 11.0 individuals on average) because 61
individuals from four adjacent locations (2-24 km apart) in a
single river (the Sorachi River) contained only a single haplotype
and 74 individuals from four neighboring rivers (0.3—8 km apart)
in the Shakotan region shared the same haplotype, except for one
individual. We pooled the Sorachi and Shakotan samples as single
populations for generating mismatch distributions, as these
analyses tend to suffer from unequal sample sizes. Because of the
high diversity among and low diversity within populations, genetic
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differentiation was extremely high (mean pairwise Fg1=0.96 for
the 51 locations; Figure 3A). Two highly divergent lineages were
observed (the eastern and western lineages, see below) and we
calculated Fsp values for each lineage separately. Again,
populations were highly diverged (mean pairwise Fgp=0.87 in
the western lineage encompassing 42 populations, mean pairwise
Fg1r=0.65 in the eastern lineage encompassing nine populations).
Weak, but significant, positive correlations were observed between
pairwise Fgr and geographic distance (=0.117, P<0.0001,
Mantel test, Figure 3A) and between Nei’s Dy and geographic
distance (=0.168, P<0.0001, Figure 3B), suggesting that
dispersal 1is restricted among neighboring locations. These
relationships were qualitatively the same even when each lineage
was analyzed separately (western lincage: 7 = 0.095, P<0.0001 for
Fyr, #=0.193, P<0.0001 for D,, castern lineage: /*=0.425,
P<0.0001 for Fgr, #=0.127, P=0.0304 for Dy).

The minimum spanning network showed these two divergent
lineages were separated by a minimum of seven mutation steps,
with only a few missing haplotypes within each lineage (Figure 2).
Mean sequence divergences were 3% and 0.5-1% between and
within the lineages, respectively. The deep divergence between the
lineages was not associated with Tsugaru Strait, but with
mountains in Hokkaido. The lineage that includes haplotype X
was exclusively found in eastern Hokkaido and is bounded to the
west by the Hidaka Mountains (hereafter called the “eastern
lineage”). A single haplotype (Y) dominated this area (70% of the
locations: Table S1), suggesting rapid range expansion. Haplotype
X was inferred as the ancestral extant haplotype in the eastern
lineage due to its interior position in the network (Figure 2). It was
located on the southern edge of the range for the eastern lineage.
The other lineage (hereafter called the “western lineage”) was
distributed across the remainder of the geographic range,
spreading 600 km in a latitudinal gradient. Of 37 haplotypes in
the western lineage, only five haplotypes were relatively abundant
(more than 20 individuals) and found in multiple locations
(haplotypes C, D, K, I and S: Table S1). Haplotype K was
strongly inferred as the ancestral or oldest extant haplotype in this
lineage due to a high relative abundance and its central position in
the network. Also, haplotype K appeared around the current
geographic center of the crayfish distribution (near Sapporo, see
Figures 2 and 5), indicating a refuge in this area. Tajima’s D for all
data and for the two lineages separately showed no evidence for
natural selection, historical bottleneck or demographic expansion
events.

Geographic distributions of haplotypes and nested haplotype
clades were concordant with the haplotype network (Figure 2).
Haplotypes separated by single mutations were almost always
nearest neighbors, consistent with the positive correlation of
genetic and geographic distances (Figure 3). The clustering
patterns, however, did not fully conform with current geography
in terms of ocean barriers. Despite a few sharing haplotypes
among different locations within the main islands (i.e., Hokkaido
and Honshu), all small islands had the same haplotypes as their
nearest sampling location on Hokkaido, except for two unique
haplotypes (QQ and AF) found on Yagishiri Island. In addition,
haplotype I' was found in the southern tip of Hokkaido and
northern tip of Honshu (Figure 2, Table S1), suggesting no
prominent vicariance influence by the Tsugaru Strait.

We tested the Good’s stepwise colonization model [59], using
the oldest inferred haplotype K, assuming the Bankei sample from
the Sapporo area as the ancestral location for distance calcula-
tions. Contrary to expectations, neither the genetic divergence
(Da; 7 =—0.0004, Mantel’s P>0.05) nor the intra-population
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genetic diversity (= —0.029, Pearson’s P>0.05) was correlated

with geographic distance from the ancestral area (Figure 4).

Our new projection method, however, showed a different
colonization pattern (Figure 5). We plotted the distributions of
haplotypes of the same age from the ancestral haplotypes K and X
for the western and eastern lineages, respectively, in increments of
single mutational steps. To standardize the time periods of the
western and eastern lineages, the most recent (tip) haplotypes in
each lineage (A and AL, respectively, see Figure 2) were set to the
same time period (i.e. most recent). This reverse coalescent plot
(Figure 5) clearly demonstrated that derivative haplotypes from
ancestral populations at the geographic center colonized to the
north and south at a roughly equivalent pace in the western
lineage, whereas the eastern population experienced a period of
rapid expansion relatively recently.

Based on a 453 bp of 28S nuclear DNA, only two haplotypes
were detected from 52 populations comprising 55 individuals
(Figure S1, Table S1). Both nucleotide sequences are available
from GenBank/DDBJ/EMBL databases (accession numbers
AB669198 and AB669199). The two sampled haplotypes,
however, were highly diverged, separated by eight mutation steps
and three deletions/insertions (Figure S1). One haplotype was
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exclusively found in the eastern lineage identified from the
mtDNA analysis and the other in the western lineage. This result
perfectly matches with other phylogeographic inferences from
mtDNA variation.

Discussion

Genetic structure of the Japanese crayfish

Japanese crayfish showed one of the highest levels of genetic
differentiation (Fsr=0.96) reported for any organism [65]. The
average nucleotide divergence (3.0% between the two lineages,
0.5-1.0% within lineages) in the 16S mtDNA region likewise infers
extreme isolation of these lineages and individual populations,
considering that this region evolves slowly and is generally used as
an inter-specific and intra-specific genetic marker [66]. Other
crayfish species showed similar levels of divergence at the 16S
region at equivalent geographic scales in North America (up to
4.2%, [48]), Europe (0.3-2.0%, [49]) and Australia (1.8-3.4%,
[50]). Applying a molecular calibration for decapod crustaceans
16S mtDNA (0.65-0.88% pairwise sequence divergence per Myr,
[66]), the divergence between the two Japanese lineages falls in the
Pliocene (3-5 Myr) and within the Pleistocene (<1 Myr) for each
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lineage. Although the molecular clock calibration may only be
approximate [67], our preliminary estimate indicated that the
extant genetic diversity has been generated over a few million
years. Thus, the clear genetic structure has been preserved even
under the climatic and geological oscillations in multiple glacial
cycles.

Because of prominent divergence in both mtDNA (16S rRNA)
and nuclear DNA (28S rRNA) and of geographically separated
distributions, the western and eastern lineages may possibly
represent two cryptic species or sub-species. In other countries,
some crayfish lineages that showed equivalent divergence to the
western and eastern Japanese crayfish lineages presented here
were treated as separate species or sub-species [46,49]. However,
the morphological characters of the western and eastern lineages
are very similar [68] and they can reproduce viable offspring (1.
Kawai, unpublished data). Therefore, we considered the western
and eastern lineages as intra-specific variation in this paper.
Further taxonomic studies are needed to verify their phylogenetic
relationship.

The pronounced genetic structure of the Japanese crayfish is
likely due to its patchy distribution, low dispersal ability and small
effective population sizes. High levels of genetic differentiation at

@ PLoS ONE | www.plosone.org

each locality (e.g. river, tributary) indicated highly localized
populations with almost no gene flow with other river drainages
(at least in the western lineage). The crayfish can walk on the land,
but such movements may rarely contribute to gene flow to other
river systems. Colonization or gene flow to other drainages may be
achieved by terrestrial dispersal on extremely rare occasions or,
more likely, through drainage rearrangements, such as stream
capture or drainage diversion [69,70]. Low genetic diversity within
populations strongly indicates small effective population sizes,
probably accompanied by founder effects or bottlenecks. A
founder effect is very likely, given the low dispersal ability of the
species. Demographic population sizes may be also small because
distributions are generally restricted to small headwater streams
[17].

The Japanese crayfish represents a paradox with regard to
genetic history. Extinction of local populations could naturally
occur due to biological characteristics such as small population size
and low dispersal ability. However, patterns of genetic variation
have been maintained for a long time, possibly several million
years. Supporting evidence for the stability of genetic structure is
the low frequencies of missing haplotypes within lineages. This is
surprising, considering that each local population may be
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ephemeral and has a unique haplotype. There may be some
mechanisms for long-term persistence even in small populations
[71]. Alternatively, even though each local population is
ephemeral, extinction-colonization dynamics may maintain long-
term genetic variation at metapopulation levels [72].

Footprints of the past environment

The evolutionary history of the Japanese crayfish provided
many insights into the past geography and climate in northern
Japan. The only significant barrier to the crayfish was the Hidaka
Mountains, separating the western and eastern lineages. Surpris-
ingly, current ocean barriers have not significantly affected the
genetic structure of the crayfish. All small islands shared the
haplotypes with the nearest areas of Hokkaido Island, indicating

@ PLoS ONE | www.plosone.org 8

land connections existed in the recent past, possibly in the LGM
(ca. 20,000 years ago). Although crayfish had once been
distributed to different areas as a traditional medicine 200 years
ago [73], human transportation is unlikely to explain the current
genetic structure. If translocations were frequent and widespread,
the genetic structure of the crayfish would not have been evident
over the native range due to genetic admixture. Also, the existence
of unique haplotypes in one island (Yagishiri) indicates that the
island population is native. Nevertheless, we cannot fully exclude
the rare opportunity of human transportation among nearby
regions: for example, a land bridge between Hokkaido and
Okushiri Islands (>400 m in ocean depth) seems unrealistic.
Another potential way for crayfish to cross the ocean would be
dispersal during periods when salinity of the Sea of Japan had
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decreased. This seems unlikely, however, because this pattern is
not evident in more mobile freshwater fishes that would have
crossed the strait.

Our results suggest the existence of a land bridge connection
across the Tsugaru Strait. Genetic divergence was not pronounced
among the crayfish populations in southern Hokkaido and
northern Honshu. In addition, the closest populations in Hokkaido
and Honshu, in terms of linear geographic distance, shared the
same common haplotype. Because there is no strictly freshwater
fish species distributed both in Hokkaido and Honshu (although a
few landlocked fishes exist), the genetic structure of Japanese
crayfish provides the first strong biological indication of the
existence of a land bridge in the Tsugaru Strait. Dating of a
putative land bridge has been controversial, but if we use the
Schubart et al’s [66] mutation rate estimates for decapods (0.65—
0.88% pairwise sequence divergence per Myr), the land bridge
might have existed approximately 0.9-1.3 million years ago,
considering crayfish had undergone four mutational steps (i.e.
0.82% substitutions) after the colonization of Honshu Island
(Figure 5). Again, caution is needed to estimate the dating, but our
divergence time agrees with a previous study on landlocked sculpin
in northern Japan isolated by the Tsugaru Strait since approxi-
mately 1.5 million years ago [36]. The existence of multiple land
bridges in different periods is also possible, given that the same
haplotype is shared between southern Hokkaido and northern
Honshu. In that case, a land bridge(s) could have been existed
much more recently than 0.9-1.3 million years ago. More
polymorphic, fast-evolving, molecular markers, such as mtDNA
COI (cytochrome oxidase subunit I), should provide finer
resolution for dating divergence dates, including those for the
small islands near Hokkaido.

The spread of a single haplotype (Y) over eastern Hokkaido may
be due to rapid habitat shifts during the ice ages. Eastern
Hokkaido is characterized by flat topology and colder temperature
with large areas of wetlands compared to other parts of northern
Japan. Yonekura ¢t al. [16] suggested that eastern Hokkaido had
belonged to a discontinuous permafrost zone during the ice ages,
which might have led to a widespread loss of habitat. Subsequent
postglacial warming may have allowed the crayfish to colonize
readily in these large, low gradient systems. Flat topology might
have helped the dispersal of this sedentary species by decreasing
the costs of terrestrial movements or increasing the frequency of
drainage connections due to flooding. Using a molecular clock for
decapod 16S with two mutational steps (0.41% substitutions) from
the tip haplotype AL to the widespread haplotype Y, emergence of
the latter may date back to 460 000-630 000 years ago (middle
Pleistocene). This tentative estimate suggests that rapid expansion
had taken place after an extinction event during one of the coldest
glacial periods (i.e. 430 000 or 630 000 years ago, or Isotope Stage
12 or 16). While this calculation is based on only a few mutational
steps and could have potential errors, the estimated time seems to
correspond nicely to known geological events. Landlocked
lamprey (Lethenteron sp. N) and sculpin (Cottus nozawae) populations
displayed unique haplotypes in eastern Hokkaido [36,37] and
further research is needed to test the hypothesis of range-wide
extinction and colonization events in freshwater species during the
middle Pleistocene.

The genetic structure observed in Japanese crayfish may add
new phylogeographic perspectives on highly sedentary species. In
the Northern Hemisphere, temperate species generally have
glacial refuges in the southern range of the distribution, whereas
arctic species have interglacial refuges in northern range [74]. The
Japanese crayfish, however, had refuges in the geographic center
of the western lineage, as well as a normal southern refuge in the
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eastern lineage. The survival in the intermediate latitude may be
due to the extremely low dispersal ability of the crayfish; they
could not have tracked climate shifts during the ice ages. For
example, in the severe glacial/inter-glacial cycles, southern
populations might have gone extinct in a warmer period, whereas
northern populations might have been extirpated in the subse-
quent colder period, resulting in remnant populations in the
central area. The generality of the pattern could be assessed by
examining the genetic structure of equally highly sedentary
species.

Another unexpected pattern is the equivalent pace of the
northward and southward colonization, regardless of geography
and climate. We hypothesize that colonization events might have
occurred along coastlines. When sea levels decreased in the glacial
periods, neighboring rivers might have been connected or closer to
each other downstream [75], allowing crayfish to colonize to the
adjoining rivers (in north and south directions). In the newly
colonized populations, new mutations were probably fixed during
the subsequent isolation period (i.e. inter-glacial period). If these
colonization processes were repeated during each glacial/inter-
glacial cycle, we would find a genealogical pattern found in the
present study. The likelihood of the inter-river colonization should
not substantially differ between the north and south in the coastal
dispersal scenario, compared with the colonization by dispersal
across the land, which should be affected by different factors.

Discordance with coalescent theory

Although the stepping-stone colonization process of Japanese
crayfish appears to be simple (Figure 5), the observed patterns did
not follow the predictions from the theory: the genetic divergence
and genetic diversity were not higher among older than among
younger populations (Figure 4). The results imply that mutations
occurred and been fixed only in newly colonized populations,
which created the distinct pattern of incremental spread. Few
mutant haplotypes were found in older source populations,
suggesting that mutations had rarely occurred or had rarely been
fixed after the settlements of dominant haplotypes. Interestingly,
cave crayfishes in the southeastern United States seem to have
undergone similar stepping-stone colonization processes, although
there are some differences such as moderate genetic diversity in
both young and old populations [46].

The reason(s) that mutations were fixed only in newly
established populations is unclear, but may be explained by either
or both of the following two reasons. First, mutations may be more
likely to occur in newly established populations if new habitats are
less suitable (more stressful) and mutations occur in response to
harsher conditions (i.e. adaptive mutation, [76]). Second, individ-
uals with older haplotypes might have higher fitness in older
habitats maintained by natural selection. However, both potential
mechanisms assume adaptive mutation and natural selection on
mtDNA that are not widely recognized in natural populations,
although the evidence of the latter is growing [77,78].

A more plausible explanation is the effects of population size on
genetic drift. New mutations are more likely to be fixed in recently
established, smaller populations due to stronger genetic drift.
Under the nearly neutral theory [79], where most mutations are
only slightly deleterious, genetic drift is stronger in smaller
populations (younger population in this case) because larger
populations could eliminate even such weaker deleterious
mutations. Once populations are established, intrusions of other
haplotypes, either by rare mutations or rare dispersal events,
should be uncommon due to the effect of “prior residence” or
“mutation surfing” [80,81]. Spatially explicit coalescent-based
simulations may reveal the biological and environmental condi-
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tions under which such stepwise, leading-edge colonization
patterns are generated [82].

Conservation implications

Biogeographic studies provide significant insights into geological
and climatic processes, as suggested in the continental drift theory
by Alfred Wegener [83]. With the aid of recent advances in
molecular techniques and statistical tools, phylogeographic studies
can reveal more details about past geological and climatic
processes. To provide biological evidence for the continental drift
theory, Wegener recommended studying the distributions of
sedentary species, such as earthworm, land snails and/or
freshwater crustaceans (e.g. 105-106 pages in [83]). Such
sedentary species may also possess prominent historical footprints
in their genes, as shown by the present study.

Freshwater fish have been model organisms in phylogeographic
studies because their dispersal is constrained within watercourses
[9,11]. Some freshwater invertebrates, however, may be even
more appropriate. Some fish populations are impacted by human
activities such as exploitation and aquaculture, so the original
genetic structure may not be retained due to translocations and
associated loss of genetic diversity following population reduction.
Unaffected freshwater invertebrates may possess significant
historical information in the past, especially those inhabit less-
affected headwater streams, such as planarians [84] and shrimp
[85]. Recently, freshwater crayfish have been paid much attention
as model species in phylogeographic studies and have contributed
to the understanding of regional paleo-environment [47,48,62,75].

Species with highly restricted dispersal tend to show patchy
distributions and small population sizes, characteristics that make
them highly vulnerable to human impacts. Local extinction of such
species does not only lead to loss of local species diversity, but also

References

1. Cardinale BJ, Srivastava DS, Duffy JE, Wright JP, Downing AL, et al. (2006)
Effects of biodiversity on the functioning of trophic groups and ecosystems.
Nature 443: 989-992.

2. Schindler DE, Hilborn R, Chasco B, Boatright CP, Quinn TP, et al. (2010)
Population diversity and the portfolio effect in an exploited species. Nature 465:
609-612.

3. Frankham R (2005) Genetics and extinction. Biol Conserv 126: 131-140.

4. Hughes AR, Stachowicz JJ (2004) Genetic diversity enhances the resistance of a
seagrass ecosystem to disturbance. P Natl Acad Sci USA 101: 8998-9002.

5. Frankham R, Ballou JD, Briscoe DA (2002) Introduction to Conservation
Genetics. Cambridge: Cambridge University Press.

6.  Hewitt GM (1999) Post-glacial re-colonization of European biota. Biol J Linn
Soc 68: 87-112.

7. Avise JC (2000) Phylogeography: The History and Formation of Species.
Cambridge: Harvard University Press.

8.  Fleischer RC, McIntosh CE, Tarr CL (1998) Evolution on a volcanic conveyor
belt: using phylogeographic reconstructions and K-Ar-based ages of the
Hawaiian Islands to estimate molecular evolutionary rates. Mol Ecol 7:
533-545.

9. Burridge CP, Craw D, Jack DC, King TM, Waters JM (2008) Does fish ecology

predict dispersal across a river drainage divide? Evolution 62: 1484-1499.

Dépraz A, Cordellier M, Hausser J, Pfenninger M (2008) Postglacial

recolonization at a snail’s pace (Trochulus villosus): confronting competing refugia

hypotheses using model selection. Mol Ecol 17: 2449-2462.

. Koskinen MT, Knizhin I, Primmer CR, Schlotterer C, Weiss S (2002)
Mitochondrial and nuclear DNA phylogeography of Thymallus spp. (grayling)
provides evidence of ice-age mediated environmental perturbations in the
world’s oldest body of fresh water, Lake Baikal. Mol Ecol 11: 2599-2611.

. Biebach I, Keller LI (2009) A strong genetic footprint of the re-introduction
history of Alpine ibex (Capra ibex ibex). Mol Ecol 18: 5046-5058.

. Hansen MM, Fraser DJ, Meier K, Mensberg KLD (2009) Sixty years of

anthropogenic pressure: a spatio-temporal genetic analysis of brown trout

populations subject to stocking and population declines. Mol Ecol 18:

2549-2562.

Lorenzen ED, Arctander P, Siegismund HR (2008) High variation and very low

differentiation in wide ranging plains zebra (Equus quagga): insights from mtDNA

and microsatellites. Mol Ecol 17: 2812-2824.

@ PLoS ONE | www.plosone.org

10

Endangered Crayfish as a Historical Footprint

to loss of the genetic legacy created over thousands of years. As a
geographically critical species, conservation measures for the
Japanese crayfish are urgently needed. At the least, genetic
samples from as many streams as possible should be collected for
future analyses in support of conservation efforts. Translocation or
re-introduction should be avoided to maintain its highly unique
patterns of intra-specific genetic diversity that serves as a footprint
of past environmental events.

Supporting Information

Figure S1 The minimum spanning network of 28S
nuclear DNA and the distributions of the Japanese
crayfish (Cambaroides japonicus).

(TIF)

Table S1 Information on sampling location, sample
size and haplotype frequency in the Japanese crayfish
(Cambaroides japonicus).

(TIF)

Acknowledgments

We thank Mike Canino and three anonymous reviewers for valuable
comments on the manuscript, Jon Hess for useful discussion and Akifumi
Ohtaka for providing crayfish samples. Hiroo Imaki provided the GIS
maps.

Author Contributions

Conceived and designed the experiments: IK NU TK RM. Performed the
experiments: IK NU TK NA RM. Analyzed the data: IK. Wrote the
paper: IK NU.

. Marthinsen G, Wennerberg L, Solheim R, Lifjeld JT (2009) No phylogeographic
structure in the circumpolar snowy owl (Bubo scandiacus). Conserv Genet 10:
923-933.

Yonekura N, Kaizuka S, Nogami M, Chinzei K, eds. Regional Geomorphology

of the Japanese Islands vol. 1. Introduction to Japanese Geomorphology. Tokyo:

University of Tokyo Press, (in Japanese).

Usio N (2007) Endangered crayfish in northern Japan: distribution, abundance

and microhabitat specificity in relation to stream and riparian environment. Biol

Conserv 134: 517-526.

Millien-Parra V, Jaeger JJ (1999) Island biogeography of the Japanese terrestrial

mammal assemblages: an example of a relict fauna. J Biogeogr 26: 959-972.

Guo QF, Kato M, Ricklefs RE (2003) Life history, diversity and distribution: a

study of Japanese pteridophytes. Ecography 26: 129-138.

Sota T, Hayashi M (2007) Comparative historical biogeography of Plateumaris

leaf beetles (Coleoptera: Chrysomelidae) in Japan: interplay between fossil and

molecular data. J Biogeogr 34: 977-993.

. Koaze T, Nogami M, Ono Y, Hirakawa K, eds. Regional Geomorphology of
the Japanese Islands. Vol. 2. Geomorphology of Hokkaido. Tokyo: University of
Tokyo Press. (in Japanese).

. Watanabe K, Takahashi H, Kitamura A, Yokoyama R, Kitagawa T, et al.

(2006) Biogeographical history of Japanese freshwater fishes: phylogeographic

approaches and perspectives. Japan J Ichthyol 53: 1-38. (in Japanese with

English summary).

Lambeck K (2001) Sea level change through the last glacial cycle. Science 292:

679-686.

Kitamura A, Kimoto K (2006) History of the inflow of the warm Tsushima

Current into the Sea of Japan between 3.5 and 0.8 Ma. Palacogeogr,

Palaeoclimatol, Palacoecol 236: 355-366.

. Lee E, Kim S, Nam S (2008) Paleo-Tsushima Water and its effect on surface

water properties in the East Sea during the last glacial maximum: revisited.

Quatern Int 176-177: 3-12.

Ozawa H, Kamiya T (2005) The effects of glacio-custatic sea-level change on

Pleistocene cold-water ostracod assemblages from the Japan Sea. Mar

Micropaleontol 54: 167-189.

Dobson M, Kawamura Y (1998) Origin of the Japanese land mammal fauna:

allocation of extant species to historically-based categories. Daiyonki Kenkyu

(The Quaternary Research) 37: 385-395.

23.

24.

26.

27.

March 2012 | Volume 7 | Issue 3 | e33986



28.

29.

30.

31.

32.

33.

34.

36.

37.

38.

39.

40.

41.

42.

43.

44.

46.

47.

48.

49.

50.

51.

52.

53.

Suzuki H, Yasuda SP, Sakaizumi M, Wakana S, Motokawa M, et al. (2004)
Differential geographic patterns of mitochondrial DNA variation in two
sympatric species of Japanese wood mice, Apodemus speciosus and A. argenteus.
Genes Genet Syst 79: 165-176.

Ohshima K (1990) The history of straits around the Japanese Island in the late-
Quaternary. Daiyonki Kenkyu (The Quaternary Research) 29: 193-208. (in
Japanese with English summary).

Suzuki T, Minoura K (1992) Stratigraphy and paleogeographic reconstruction
of the Upper Cenozoic in Aomori district, northern Japan. Mem Geol Soc Japan
37: 25-37. (in Japanese).

Kawamura Y (2007) Last glacial and Holocene land mammals of the Japanese
Islands: Their fauna, extinction and immigration. Daiyonki Kenkyu (The
Quaternary Research) 46: 171-177.

Nagata J, Masuda R, Kaji K, Kaneko M, Yoshida MC (1998) Genetic variation
and population structure of the Japanese sika deer (Cervus nippon) in Hokkaido
Island, based on mitochondrial D-loop sequences. Mol Ecol 7: 871-877.
Kurose N, Masuda R, Yoshida MC (1999) Phylogeographic variation in two
mustelines, the least weasel Mustela nivalis and the ermine M. erminea of Japan,
based on mitochondrial DNA control region sequences. Zool Sci 16: 971-977.
Ikeda H, Senni KEI, Fujii N, Setoguchi H (2006) Refugia of Potentilla matsumurae
(Rosaceae) located at high mountains in the Japanese archipelago. Mol Ecol 15:

3731-3740.

. Aizawa M, Yoshimaru H, Saito H, Katsuki T, Kawahara T, et al. (2007)

Phylogeography of a northeast Asian spruce, Picea jezoensis, inferred from genetic
variation observed in organelle DNA markers. Mol Ecol 16: 3393-3405.
Yokoyama R, Goto A (2002) Phylogeography of a freshwater sculpin, Cotlus
nozawae, from the northeastern part of Honshu Island, Japan. Ichthyol Res 49:
147-155.

Yamazaki Y, Goto A, Nishida M (2003) Mitochondrial DNA sequence
divergence between two cryptic species of Lethenteron, with reference to an
improved identification technique. J Fish Biol 62: 591-609.

Crandall KA, Buhay JE (2008) Global diversity of crayfish (Astacidae,
Cambaridae, and Parastacidae—Decapoda) in freshwater. Hydrobiologia 595:
295-301.

Ahn DH, Kawai T, Kim SJ, Rho HS, Jung JW, et al. (2006) Phylogeny of
northern hemisphere freshwater crayfishes based on 16S rRNA gene analysis.
Korean J Genetic 28: 185-192.

Braband A, Kawai T, Scholtz G (2006) The phylogenetic position of the East
Asian freshwater crayfish Cambaroides within the Northern Hemisphere
Astacoidea (Crustacea, Decapoda, Astacida) based on molecular data. J Zool
Syst Evol Res 44: 17-24.

Nakata K, Goshima S (2004) Fecundity of the Japanese crayfish, Cambaroides
Japonicus: ovary formation, egg, number and egg size. Aquaculture 242: 335-343.
Nakata K, Goshima S (2006) Asymmetry in mutual predation between the
endangered Japanese native crayfish Cambaroides japonicus and the North
American invasive crayfish Pacifastacus leniusculus: a possible reason for species
replacement. J Crustacean Biol 26: 134-140.

Kawai T, Hamano T, Matsuura S (1997) Survival and growth of the Japanese
crayfish Cambaroides japonicus in a small stream in Hokkaido. B Mar Sci 61:
147-157.

Scholtz G, Kawai T (2002) Aspects of embryonic and postembryonic
development of the Japanese freshwater crayfish Cambaroides japonicus (Crustacea,
Decapoda) including a hypothesis on the evolution of maternal care in the
Astacida. Acta Zool-Stockholm 83: 203-212.

Ministry of the Environmental Government of Japan, (2006) Threatened
Wildlife of Japan: Red Data Book: Arachnids, Crustaceans. Revised ed. Tokyo:
Japan Wildlife Research Center. 88 p.

Buhay JE, Crandall KA (2005) Subterranean phylogeography of freshwater
crayfishes shows extensive gene flow and surprisingly large population sizes. Mol
Ecol 14: 4259-4273.

Buhay JE, Moni G, Mann N, Crandall KA (2007) Molecular taxonomy in the
dark: evolutionary history, phylogeography, and diversity of cave crayfish in the
subgenus Aviticambarus, genus Cambarus. Mol Phylogenet Evol 42: 435-448.
Fetzner JW, Crandall KA (2003) Linear habitats and the nested clade analysis:
an empirical evaluation of geographic versus river distances using an Ozark
crayfish (Decapoda : Cambaridae). Evolution 57: 2101-2118.

Fratini S, Zaccara S, Barbaresi S, Grandjean F, Souty-Grosset C, et al. (2004)
Phylogeography of the threatened crayfish (genus Austropotamobius) in Italy:
implications for its taxonomy and conservation. Heredity 94: 108-118.
Nguyen TTT, Austin CM, Meewan MM, Schultz MB, Jerry DR (2004)
Phylogeography of the freshwater crayfish Cherax destructor Clark (Parastacidae) in
inland Australia: historical fragmentation and recent range expansion. Biol J Linn
Soc 83: 539-550.

Crandall KA, Fitzpatrick JF (1996) Crayfish molecular systematics: using a
combination of procedures to estimate phylogeny. Syst Biol 45: 1-26.

Shull HC, Pérez-Losada M, Blair D, Sewell K, Sinclair EA, et al. (2005)
Phylogeny and biogeography of the freshwater crayfish Euastacus (Decapoda:
Parastacidae) based on nuclear and mitochondrial DNA. Mol Phylogenet Evol
37: 249-263.

Thompson JD, Gibson T]J, Plewniak F, Jeanmougin F, Higgins DG (1997) The
CLUSTAL_X windows interface: flexible strategies for multiple sequence
alignment aided by quality analysis tools. Nucleic Acids Res 25: 4876-4882.

@ PLoS ONE | www.plosone.org

1

56.

57.

58.

59.

60.

61.

66.

67.

68.

69.

70.

71.

72.

76.

77.

78.

79.

80.

81.

82.

83.

84.

Endangered Crayfish as a Historical Footprint

Hall TA (1999) BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucleic Acids Res 41: 95-98.
Schneider S, Roessli D, Excoffier . ARLEQUIN, version 2.001: a software for
population genetic data analysis: Genetics and Biometry Laboratory, University
of Geneva, Switzerland.

Goudet J (1995) FSTAT (Version 1.2): A computer program to calculate F-
statistics. ] Hered 86: 485-486.

Crandall KA, Templeton AR (1993) Empirical tests of some predictions from
coalescent theory with applications to intraspecific phylogeny reconstruction.
Genetics 134: 959-969.

Templeton AR, Sing CF (1993) A cladistic-analysis of phenotypic associations
with haplotypes inferred from restriction endonuclease mapping. IV. Nested
analyses with cladogram uncertainty and recombination. Genetics 134:
659-669.

Slatkin M (1993) Isolation by distance in equilibrium and nonequilibrium
populations. Evolution 47: 264-279.

Castric V, Bonney F, Bernatchez L (2001) Landscape structure and hierarchical
genetic diversity in the brook charr, Salvelinus fontinalis. Evolution 55: 1016-1028.
Turgeon J, Bernatchez L (2001) Clinal variation at microsatellite loci reveals
historical secondary intergradation between glacial races of Coregonus artedi
(Teleostei : Coregoninae). Evolution 55: 2274-2286.

Ponniah M, Hughes JM (2004) The evolution of Queensland spiny mountain
crayfish of the genus Fuastacus. 1. Testing vicariance and dispersal with
interspecific mitochondrial DNA. Evolution 58: 1073-1085.

Handley LJL, Manica A, Goudet ], Balloux I (2007) Going the distance: human
population genetics in a clinal world. Trends in Genetics 23: 432-439.

Posada D, Crandall KA (2001) Intraspecific gene genealogies: trees grafting into
networks. Trends Ecol Evol 16: 37-45.

Morjan CL, Rieseberg LH (2004) How species evolve collectively: implications
of gene flow and selection for the spread of advantageous alleles. Mol Ecol 13:
1341-1356.

Schubart CD, Diesel R, Hedges SB (1998) Rapid evolution to terrestrial life in
Jamaican crabs. Nature 393: 363-365.

Pulquerio MJF, Nichols RA (2007) Dates from the molecular clock: how wrong
can we be? Trends Ecol Evol 22: 180-184.

Kawai T, Fitzpatrick JF (2004) Redescription of Cambaroides japonicus (De Haan,
1841) (Crustacea: Decapoda: Cambaridae) with allocation of a type locality and
month of collection of types. Proc Biol Soc Washington 117: 23-24.

Bishop P (1995) Drainage rearrangement by river capture, beheading and
diversion. Prog Phys Geog 19: 449-473.

Hughes JM, Schmidt DJ, Finn DS (2009) Genes in streams: using DNA to
understand the movement of freshwater fauna and their riverine habitat.
Bioscience 59: 573-583.

Letcher BH, Nislow KH, Coombs JA, O’Donnell MJ, Dubreuil TL (2007)
Population response to habitat fragmentation in a stream-dwelling brook trout
population. PLoS ONE 2: el139.

Pannell JR, Charlesworth B (2000) Effects of metapopulation processes on
measures of genetic diversity. Philos T' R Soc B 355: 1851-1864.

. Yamaguchi T (1993) The contributions of von Siebold and H. Biiger to the

natural history of Japanese crustacea. In: Yamaguchi T, ed. Ph F von Siebold
and Natural History of Japan Crustacea. Tokyo: The Carcinological Society of
Japan. pp 15-44.

Bennett KD, Provan J (2008) What do we mean by ‘refugia’ Quaternary Sci
Rev 27: 2449-2455.

Schultz MB, Ierodiaconou DA, Smith SA, Horwitz P, Richardson AMM, et al.
(2008) Sea-level changes and palaeo-ranges: reconstruction of ancient shorelines
and river drainages and the phylogeography of the Australian land crayfish
Engaeus sericatus Clark (Decapoda: Parastacidae). Mol Ecol 17: 5291-5314.
Rosenberg SM (2001) Evolving responsively: Adaptive mutation. Nat Rev Genet
2: 504-515.

Ballard JWO, Whitlock MC (2004) The incomplete natural history of
mitochondria. Mol Ecol 13: 729-744.

Bazin E, Glemin S, Galtier N (2006) Population size does not influence
mitochondrial genetic diversity in animals. Science 312: 570-572.

Ohta T (2002) Near-neutrality in evolution of genes and gene regulation. Proc
Natl Acad Sci USA 99: 16134-16137.

Boileau MG, Hebert PDN, Schwartz SS (1992) Nonequilibrium gene-frequency
divergence - persistent founder effects in natural-populations. J Evol Biol 5:
25-39.

Edmonds CA, Lillie AS, Cavalli-Sforza LL (2004) Mutations arising in the wave
front of an expanding population. Proc Natl Acad Sci USA 101: 975-979.
Epperson BK, McRae BH, Scribner K, Cushman SA, Rosenberg MS, et al.
(2010) Utility of computer simulations in landscape genetics. Mol Ecol 19:
3549-3564.

Wegener A (1966) The Origin of Continents and Oceans. New York: Dover
Publications.

Pongratz N, Storhas M, Carranza S, Michiels NK (2003) Phylogeography of
competing sexual and parthenogenetic forms of a freshwater flatworm: patterns
and explanations. BMC Evol Biol 3: 23.

Hurwood DA, Hughes JM (2001) Nested clade analysis of the freshwater shrimp,
Caridina zebra (Decapoda : Atyidae), from north-eastern Australia. Mol Ecol 10:
113-125.

March 2012 | Volume 7 | Issue 3 | e33986



