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Allopatric divergence and regional range expansion
of Juniperus sabina in China
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Abstract In this study, we aimed to study the phylogeographic pattern of Juniperus sabina, a shrub species
commonly occurring in the northern, northwestern and western China. We sequenced three chloroplast DNA
fragments (trnL-trnF, trnS-trnG, and trnD-trnT) for 137 individuals from 16 populations of this species. Five
chloroplast DNA chlorotypes (A, B, C, D, and E) were identified and they showed no overlapping distribution. The
population subdivision is very high (GST = 0.926, NST= 0.980), suggesting a distinct phylogeographic structure
(NST > GST, P < 0.05). Phylogenetic analyses of the five chlorotypes were clustered into three clades, consistent
with their respective distributions in three separate regions: northern Xinjiang, western Xinjiang, and northern-
northwestern China. However, within each region, the interpopulation differentiation is extremely low. These results
as well as statistical tests suggested distinct allopatric differentiations between regional populations and independent
glacial refugia for postglacial recolonization. The deserts that developed during the late Quaternary might have acted
as effective barriers to promote genetic differentiation among these regions. However, the low diversity dominated
by the single chlorotype within each fragmented region suggested that all current populations were derived from a
common regional range expansion.
Key words cpDNA, genetic diversity, Juniperus sabina, phylogeography, range expansion.

The climatic oscillations during the Quaternary
led to repeated range contraction and expansion of
most organisms and such changes undoubtedly left
genetic signatures in their current populations (Hewitt,
1996; Abbott et al., 2000; Avise, 2000; Schonswetter
et al., 2006). The glacial refugia and postglacial
recolonization routes of most woody species inferred
from the geographic distributions of genetic variations
are largely congruent with those from fossil evidence
(Petit & Grivet, 2002; Burban & Petit, 2003; Hamper
et al., 2003; Kropf et al., 2003; Jaramillo-Correa et al.,
2004; Marquardt & Epperson, 2004; Godbaut et al.,
2005). However, because of the lack of fossil records,
genetic evidence has become the only information for
deciphering the historical changes in distribution range
and glacial refugia of a few woody species (Petit et al.,
2003, 2005; Anderson et al., 2006; Afzal-Rafii & Dodd,
2007). Although no unified glacial sheet had occurred
in Asia, paleodata suggested that the distribution
ranges of woody species in this region were similarly
changed by the Quaternary climatic oscillations. For
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example, during the Last Glacial Maximum (LGM),
approximately 18,000 years ago, steppe and even desert
vegetation were thought to have replaced the current
coniferous and deciduous forests in northern and
northwestern China (Yu et al., 2000; Harrison et al.,
2001; Ni et al., 2006). The available studies support the
hypothesis that the Quaternary climatic oscillations had
triggered regional range contraction and expansion of
the woody species in this region, but retained multiple
refugia during the LGM (Chen et al., 2008). In addition,
a few geographical barriers (for example, formation of
the deserts) were revealed to have further blocked the
genetic exchanges between isolated populations dis-
tributed in a few regions of northwestern China (Meng
et al., 2007). However, between northern-northwestern
China and Xinjiang of the western China, more and
larger deserts had formed before or at the beginning
of the Quaternary (Sun et al., 1998; Yang et al., 2006).
Plants within the same genus (for example, Picea)
isolated by them were recognized as different species
(Meng et al., 2007) while a few widespread species
are disjunctly distributed through these regions. It is
desirable to know whether populations in these disjunct
regions were derived from a common refugium or from
independent refugia that occurred within each region
during the Quaternary glaciations.
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Juniperus sabina L. of the Cupressaceae is such a
species, with disjunct distributions in northern Xinjiang,
western Xinjiang and northern-northwestern China. It
is a small shrub with widespread occurrence in arid
rocky and sandy habitats (Adams et al., 2007). Previ-
ous studies of other species from Cupressaceae (Neale
et al., 1989, 1991; Wagner, 1992; Mogensen, 1996;
Kondo et al., 1998) have shown that chloroplast DNA
(cpDNA) is paternally inherited in members of this fam-
ily. Available evidence suggests that cpDNA sequence
variation is highly effective in revealing glacial refu-
gia and postglacial recolonization patterns of a few
species in this family (Hwang et al., 2003; Zhang et al.,
2005; Opgenoorth et al., 2010). In this study, we se-
quenced three cpDNA fragments (trnL-trnF, trnS-trnG,
and trnD-trnT) for 137 individuals from 16 populations
of J. sabina. Based on the genetic variation of these se-
quence fragments, we aimed to: (i) to determine whether
there is any inter-regional genetic differentiation; and
(ii) to find out whether there were independent glacial
refugia for this species in northern Xinjiang, western
Xinjiang and northern-northwestern China isolated by
deserts.

1 Material and methods

1.1 Population sampling
Altogether, 137 trees of J. sabina were sampled

from 16 populations, with 4–15 individuals (spaced
more than 100 m apart) from each population. These
populations covered the entire geographic distribution
of this species. The latitude, longitude, and altitude at
each collection center were measured using an Etrex
GIS monitor (Garmin, Taiwan, China). The leaf nee-
dles of samples, above 10 g, were immediately dried in
silica gel until DNA extraction and voucher specimens
for all populations were deposited in Lanzhou Univer-
sity Herbarium (LZU).

1.2 DNA extraction, amplification and sequencing
Total genomic DNA was extracted from approxi-

mately 50 mg of silica gel-dried leaf-needles per sam-
ple according to the modified CTAB method (Doyle
& Doyle, 1987). In initial screening, three pairs of
cpDNA primers (trnL-trnF, trnS-trnG, and trnD-trnT),
which were designed by Taberlet et al. (1991), Hamilton
(1999), and Demesure et al. (1995), respectively, were
used for examining sequence variants from different
populations. Polymerase chain reaction (PCR) was car-
ried out in a 25-μL volume, containing 10–40 ng
plant DNA, 50 mmol/L Tris-HCl, 1.5 mmol/L MgCl2,
0.5 mmol/L dNTPs, 2 μmol/L of each primer, and

0.75 U Taq DNA polymerase. For primers trnL-trnF, the
PCR program was designed as follows: initial template
denaturation at 94 ◦C for 5 min, then 36 cycles of denat-
uration at 94 ◦C for 1 min, annealing at 56.5 ◦C for 45 s,
extension at 72 ◦C for 1.5 min, then a final extension
at 72 ◦C for 7 min. The other two PCR programs were
similar to that for trnL-trnF primers, except that the an-
nealing temperatures were changed to 56 ◦C. The PCR
products were purified using a CASpure PCR Purifica-
tion Kit following the recommended protocol (Casarray,
Shanghai, China). Sequencing reactions were carried
out using the PCR primers and ABI Prism Bigdye ter-
minator cycle ready reaction kit (Applied Biosystems,
Foster City, CA, USA). The sequencing products were
analyzed on an automated sequencer (3130xl; Perkin
Elmer, Applied Biosystems). All DNA sequences deter-
mined for this study were submitted to GenBank under
the accession numbers GU395998–GU396006.

1.3 Data analysis
The CLUSTALX program version 1.8.1 (Thompson

et al., 1997) was used for aligning the DNA sequences
with subsequent manual adjustments. A matrix of com-
bined sequences was constructed for 137 trees from 16
populations and from the matrix, different sequences
were identified as the chlorotypes.

Phylogenetic analysis of cpDNA chlorotypes were
carried out by maximum parsimony, using PAUP ver-
sion 4.0 b10 (Swofford, 2002). In all analyses, the
mononucleotide repeats were excluded due to their
highly variable evolutionary rate in the microsatel-
lite region and all gaps (indels) were coded as binary
states (0 or 1) using the Gapcoder program (Young
& Healy, 2003). The maximum parsimony heuristic
search parameters were random addition of sequence
(1000 replicates) with tree-bisection-reconnection
branch swapping, MULTREES, and COLLAPSE options
on. The phylogenic tree was tested by bootstrap anal-
ysis and the bootstrap values were estimated from
1000 replicates to assess the relative support for
relationships between haplotypes (Felsenstein, 1985;
Maddison, 1991). For further examining the rela-
tionships among chlorotypes, the chlorotype median-
joining network was also constructed using the pro-
gram network version 4.2.0.1 (available at http://www.
fluxus-engineering.com) (Bandelt et al., 1999).

Estimates of unbiased genetic diversity (HE) were
calculated for each population based on haplotype
composition (Nei, 1987). The parameters of popula-
tion diversity (HS, HT) and differentiation (GST, NST)
were estimated using PERMUT (http://www.pierroton.
inra.fr/genetics/labo/Software/PermutCpSSR), as de-
scribed in Pons & Petit (1996). Whereas GST only
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considers haplotype frequencies, NST takes into account
both haplotype frequencies and their genetic distances.
For assessing whether the overall population differentia-
tion showed geographic structure, two different parame-
ters (GST and NST) were compared using a permutation
test with 1000 permutations. Only when the value of
NST is significantly larger than the value of GST can
the presence of phylogeographic structure be assumed
(Pons & Petit, 1996). The significance of difference be-
tween GST and NST was made by a comparison using the
U-statistic, which is approximated by a Gaussian vari-
able by taking into account the covariance between NST

and GST, and a one-sided test (Pons & Petit, 1996). The
genetic differentiation within, among populations and
among subregions were evaluated by analysis of molec-
ular variance (AMOVA) using ARLEQUIN software version
2.0 (Schneider et al, 2000) and the levels of significance
were tested by a nonparametric permutation procedure
with1000 permutations.

We estimated the coalescence times (the most re-
cent common ancestor, TMRCA) of all cpDNA hap-
lotypes using the program BEAST 1.5.3 (Drummond &
Rambaut, 2007). The mutation rate in Juniperus re-
mains unknown. Graur & Li (2000) reported an average
mutation rate of 1.2–1.7 × 10−9 substitution per site
per year for cpDNA in plants and we therefore chose
the middle mutation rate of 1.45 × 10−9 to calibrate
our dataset. We treated each indel as a mutation, as
is usually the case in such phylogeographic analyses
(e.g. Wang et al., 2009). We used the HKY model of
nucleotide substitution with estimated base frequencies
and a molecular clock with uncorrelated log normal
distribution of branch lengths. Following a burn-in of
500,000 cycles, all parameters were sampled once every
500 generations from 5,000,000 Markov chain Monte
Carlo steps. Convergence of the chains to the stationary
distribution was checked by visual inspection of plotted
posterior estimates using the program Tracer (Rambaut
& Drummond, 2007), and the effective sample size for
each parameter sampled from the Markov chain Monte
Carlo analysis was almost always found to exceed 100,

usually by an order of magnitude. We used the like-
lihood ratio test (LRT) to compare pairs of phylogeo-
graphic hypotheses. When the likelihood of the more
complex model is significantly greater than that of the
simpler model (as judged by an X2 statistic), the com-
plex model is chosen. All of these analyses were carried
out in PAML 4.1 (Yang, 2007), in which we compared the
likelihood values of the hypothesized phylogenetic trees
with the recovered haplotypes situated on the different
positions.

2 Results

2.1 Sequence variation and chlorotype distribution
Altogether, five different sequences were identified

from sequencing the trnL-trnF, trnS-trnG, and trnD-
trnT regions of 137 trees sampled from 16 populations
across the entire geographic range of J. sabina (Table 1).
More variable sites were found in the trnS-trnG region,
where two insertions and two single nucleotide substi-
tution mutations occurred, and the sequences ranged
between 763 and 768 bp in length. In the trnL-trnF
region, two insertions were found and the sequences
ranged between 640 and 660bp. In the trnD-trnT region
only one insertion was found. In combination, these
polymorphisms defined five chlorotypes: A, B, C, D,
and E (Table 1).

Chlorotype A (populations 7–16, Table 2, Fig. 1)
was fixed in all populations in northern-northwestern
China, with the only exception being population 13
which contained another chlorotype, D, at low fre-
quency. Only chlorotype B was fixed in all populations
(populations 2–6, Table 2, Fig. 1) in northern Xinjiang,
and two chlorotypes, C and E (at low frequency), were
fixed in population 1 in western Xinjiang. No chlorotype
was shared between these regional distributions.

2.2 Phylogenetic analyses of the cpDNA chlorotypes
We used PAUP version 4.0 b10 to establish the

maximum parsimonious tree of chlorotypes with one

Table 1 Variable sites of the aligned sequences of chloroplast DNA fragments in five chlorotypes of Juniperus sabina

Variable positions

trnL-trnF trnS-trnG trnD-trnT

4 5 5 6 7 8 1 1 1 1 1
Chlorotype 7 3 4 9 9 0 0 0 2 5 5

2 3 1 0 8 4 8 9 8 0 1
4 0 8 0 2

A — TGTTATTG C T———T G———–T G G———————–G
B � T———–G T T———T G———–T A G———————–G
C — T———–G C T———T GAAAAGT G G———————–G
D — TGTTATTG C TATCTTT G———–T G G———————–G
E — T———–G C T———T GAAAAGT G GCGTGTGCCGGGG

Sequences are numbered from 5′ to 3′ ends in each region. —, deletion; �, CTGTATATAACATACACAAA.
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Table 2 Origin of materials and sample numbers in 16 populations of Juniperus sabina

Population no. Location Latitude (◦N) Longitude (◦W) Altitude (m) n Chlorotype

1 Ili, Xinjiang, China 44◦ 06.46′ 80◦ 46.23′ 852 7 C, E
2 Habahe, Xinjiang, China 47◦20.79′ 86◦11.59′ 1250 7 B
3 Tieliekti, Xinjiang, China 48◦38.27′ 86◦48.44′ 1350–2500 7 B
4 Burqin,Xinjiang,China 48◦48.02′ 86◦55.09′ 1782 7 B
5 Altay, Xinjiang, China 48◦00.04′ 88◦20.47′ 2029 7 B
6 Altay Xinjiang, China 47◦13.67′ 89◦55.14′ 1367 11 B
7 Zhangye, Gansu, China 38◦40.12′ 100◦28.09′ 2760 15 A
8 Shandan, Gansu, China 38◦27.15′ 102◦20.54′ 3160 7 A
9 Jingtai, Gansu, China 37◦26.73′ 103◦44.64′ 2620–3160 13 A

10 Gangcha, Qinghai, China 36◦45.18′ 100◦46.27′ 3270 6 A
11 Helanshan, Ningxia, China 38◦30.76′ 105◦10.46′ 2018 4 A
12 Helanshan, Ningxia, China 38◦43.88′ 105◦55.18′ 1868 10 A
13 Wushen banner, Nei Mongol, China 38◦57.16′ 109◦16.65′ 1370 10 A, D
14 Baiyinaobao, Nei Mongol, China 43◦31.96′ 117◦12.47′ 1868 7 A
15 Chifeng, Nei Mongol, China 42◦56.01′ 119◦01.36′ 636 15 A
16 Jagdaqi, Heilongjiang, China 50◦25.33′ 124◦00.21′ 472 4 A

sample of Juniperus pseudosabina as an outgroup.
A single tree was obtained (Fig. 2: A) and three
clades (I, II, and III) were identified. Clade I in-
cluded two chlorotypes (HapA, HapD) distributed
in northern-northwestern China, clade II comprised
two chlorotypes (HapC, HapE) from western Xin-
jiang, and clade III consisted of a single chlorotype
(HapB) in northern Xinjiang. The minimum spanning
network analyses also clustered all chlorotypes into
three groups with the same topological relationships
(Fig. 2: B).

2.3 Genetic diversity and genetic structure
We estimated chlorotype diversity based on hap-

lotype frequencies for each population (Table 1). The

level of total genetic diversity HT (0.577, Table 3)
across all populations was much higher than the av-
erage within-population HS (0.043) and, consequently,
population differentiation across the entire range of this
species was very high. The level of NST (0.980) was
significantly higher than GST (0.926; P < 0.05), indi-
cating significant phylogeographic structure across the
species’ range (Table 3) (Pons & Petit, 1996). AMOVA

analyses supported the three-region divergence of the
species with approximate 85.97% variation attributed
to this pattern of differentiation (Table 4). However,
when two assumed regions of Xinjiang (northern Xin-
jiang, western Xinjiang) were considered together, HT,
HS, and GST were lower in the former than the latter
region (Table 3).

Fig. 1. Distribution of the recovered chlorotypes in Juniperus sabina.
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Fig. 2. A, Single most parsimonious tree (length = 27, confidence interval = 1.000, retention index = 1.000) based on sequence data of five chlorotypes
in Juniperus sabina; numbers above branches indicate bootstrap values. B, Median-joining network for five chlorotypes.

2.4 Coalescence analyses of chlorotypes and statis-
tical test of glacial refugia

Bayesian estimates of TMRCA of all haplotypes
suggested that they coalesced 0.78 mya with a 95%
highest posterior density of 0.26–1.43 mya. The diver-
gence times between haplotypes A and D and between
haplotypes C and E were similarly dated at approxi-
mately 0.16 mya with a 95% highest posterior density
of 0.02–0.41 mya or 0.02–0.42 mya. We assumed that all
current populations of the species derived from a single
refugium as the null hypothesis (Fig. 3: A). In this re-
gard, all populations and haplotypes were derived from
a single refugium. We then compared this hypothesis
with the phylogeographic inference that the three clades
represented three separate refugia (the complex model)
(Fig. 3: B). The chlorotype relationships were consistent
with the phylogenetic tree (Fig. 2). Our LRT test clearly
supported the complex model based on the phylogenetic
locations of chlorotypes on the assumed tree (Fig. 3: A)
(−2 ln LR = 26.87, df = 3, P < 0.0001).

3 Discussion

3.1 Allopatric divergence and independent glacial
refugia

In this study, we recovered five chlorotypes from
16 populations across the entire geographic distribu-
tion of J. sabina in China. Phylogenetic analyses of

these chlorotypes resolved three distinct clades (Fig. 2),
which are consistent with their respective distributions
in three separate regions: northern Xinjiang, western
Xinjiang, and northern-northwestern China (Table 1).
It is interesting that these chlorotypes show no geo-
graphic overlap (Table 2, Fig. 1). This significant phylo-
geographic structure across the species range was also
supported by the comparison tests between NST and
GST (P < 0.05) (Table 3) (Pons & Petit, 1996). In some
conifers, genetic differentiation based on the cpDNA
variation is relatively low between regional populations
(Petit et al., 2005), e.g., Pinus flexilis (Latta & Mitton,
1997), Pinus banksiana, and Pinus contorta (Dong &
Wagner, 1994), and Cunninghamia spp. and Cupres-
saceae (Hwang et al., 2003). However, in other species,
genetic variation was revealed with strong geographic
correlations, for example, Pinus muricata (Hong et al.,
1993), Juniperus przewalskii (Zhang et al., 2005), and
Juniperus tibetica (Opgenoorth et al., 2010).

The high level of differentiation as well as the three
distinct geographic clades recovered here suggested that
independent glacial refugia might have been maintained
in J. sabina. This inference was further supported by
the LRT test. In addition, our coalescence analyses
suggested that the three distinct clades (Fig. 2) prob-
ably diverged approximately 0.78 mya. These results
suggested that regional genetic differentiation of this
species resulted mainly from geographic isolation posed
by the large deserts that developed in western China. For

Table 3 Estimation of average gene diversity within populations (HS), total gene diversity (HT), interpopulation differentiation (GST), and the number of
substitution types (NST) (mean ± SE in parentheses) of Juniperus sabina across the entire distribution within Xinjiang, China and northern-northwestern
China

Regions HS HT GST NST

Northern-northwestern China (populations 7–16) 0.040 (0.0395) 0.044 (0.0425) 0.111 (nc) 0.111 (nc)
Xinjiang (populations 1–6) 0.048 (0.0476) 0.333 (0.2358) 0.857 (nc) 0.966 (nc)
Total distribution 0.043 (0.0293) 0.577 (0.0847) 0.926 (0.0470) 0.980 (0.0138)

∗

nc, not computed due to small sample size. ∗, NST is significantly different from GST, 0.01 < P < 0.05.
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Table 4 Analysis of molecular variance of genetic variation in Juniperus sabina populations found in northern-northwestern China and Xinjiang,
China

Source of variation Degrees of freedom Variance components Percentage of variation Fixation index

Among regions 1 0.41535 85.97 FRT = 0.975∗∗

Among populations 13 0.04675 9.68 FSR = 0.195∗

Within populations 117 0.02100 4.35 FST = 0.168

FRT, correlation of haplotypes within groups relative to the total; FSR, correlation within populations relative to the region; FST, correlation within
populations relative to the total. ∗, P < 0.05; ∗∗, P < 0.01; 1000 permutations.

example, the Gurbantunggut Desert had formed approx-
imately before the Quaternary, but enlarged during the
middle Pleistocene (Sun et al., 1998; Yang et al., 2006).
This enlargement perhaps finally isolated populations in
northern Xinjiang from those in western Xinjiang. Sim-
ilarly, the Badain Jaran-Tengger Desert, which initiated
in the Pliocene and enlarged greatly during the middle
Pleistocene (Sun et al., 1998; Yang et al., 2006), isolated
the populations occurring in Xinjiang from those in
northern-northwestern China. This species probably oc-
curred widely across China before the Pliocene (Adams
et al., 2007), but was gradually divided into three sepa-
rate regions by the developing deserts. Within two of the
three regional clades, one more chlorotype was found
and their origins were dated to approximately 0.16 mya,
earlier than the LGM initiated approximately 0.02 mya
(Hewitt, 2000). However, each of them was fixed in only
one population. This distribution suggested that each of
the three separate regions comprised a single unit to
respond to the subsequent climatic changes. The low
diversity within each of the three regions might result
from regional range expansion and/or recolonization at
the end of the LGM.

3.2 Postglacial range expansion across northern-
northwestern China

Juniperus sabina is widely distributed across
northern-northwestern China. The populations seen to-
day might be relics of a widespread distribution of this
species before the Quaternary. If we assumed that there
were polymorphic cpDNA chlorotypes during that time,

Fig. 3. Models used to test glacial refugia hypotheses. A, Single refuge
hypothesis. B, Three refugia hypothesis.

the current populations would more likely be fixed or
nearly fixed for different chlorotypes due to random ef-
fects of genetic drift in fragmented populations under
the multiple-refugia scenario. However, our results sug-
gested that the single HapA was almost fixed for all pop-
ulations, except for population 13 containing HapD at a
very low frequency. This chlorotype originated approx-
imately 0.16 mya and it should have had enough time to
expand into the other populations under the neutral hy-
pothesis without selective and demographic pressures.
It is highly likely that all populations in northern China
had retreated into this population (glacial refugium) dur-
ing the subsequent glacial stage and recolonized the
other regions at the end of the LGM. This hypothesis
is highly consistent with previous reports that the new
recolonized areas usually have low levels of genetic
diversity both within and among populations and the
number of chlorotypes should be decreased gradually
from the refugium (Hewitt, 2000; Heuertz et al., 2004;
Petit et al., 2005). It is interesting that these findings
are largely consistent with paleorecords (mostly pollen
fossil) that most species in northern China might have
migrated to a southern refugium during the LGM (Yu
et al., 2000; Harrison et al., 2001) and recolonized the
current areas. In addition, our phylogeographic analy-
ses of J. sabina suggest that this postglacial expansion
might have extended to northwestern China across the
Tengger Desert that isolates populations 7–10 in Gansu
and Qinghai from those (populations 11–16) in north-
ern China. This desert, formed approximately at the
start of the Quaternary (Yang et al., 2006), was shown
to have blocked the seed-mediated gene flow of Picea
crassifolia (Meng et al., 2007). In contrast, the higher
arid tolerance of J. sabina might have facilitated its
recent dispersals around or across the Tengger Desert
during the postglacial recolonization. This expansion
resulted in the populations in Gansu and Qinghai, as
well as in northern China, which were fixed for a com-
mon haplotype (A) with the exception of population 13
(Fig. 1).

The population structure of cpDNA variation in
J. sabina in northern China is very different from that
revealed previously for two species (Ostryopsis davidi-
ana and Pinus tabulaeformis) in northern China. Both
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of these species are characterized by geographically
differentiated predominant genotypes in different re-
gions of northern China (Chen et al., 2008; Tian et al.,
2009), indicating multiple isolated refugia. A prelimi-
nary comparison of J. sabina, O. davidiana, and P. tab-
ulaeformis in northern China investigated to date shows
that they do not share a common phylogeographic his-
tory. Therefore, more similar studies are needed before
a general conclusion can be drawn on how plants in
northern China responded to the Quaternary climatic
oscillations.

Acknowledgements This work was supported by
grants from the National Natural Science Foundation
of China (Grant Nos. 30725004, 30560460).

References

Abbott RJ, Smith LC, Milne RI, Crawford RM, Wolff K, Balfour
J. 2000. Molecular analysis of plant migration and refugia
in the Arctic. Science 289: 1343–1346.

Adams RP, Schwarzbach AE, Nguyen S, Morris JA, Liu JQ.
2007. Geographic variation in Juniperus sabina L., J. Sabina
var. arenaria (E.H. Wilson) Farjon, J. Sabina var. davurica
(Pall.), J. Sabina var. mongolensis R.P. Adams. Phytologia
89: 153–166.

Afzal-Rafii Z, Dodd A. 2007. Chloroplast DNA supports a
hypothesis of glacial refugia over postglacial recoloniza-
tion in disjunct populations of black pine (Pinus ni-
gra) in Western Europe. Molecular Ecology 16: 723–
736.

Anderson LL, Hu FS, Nelson DM, Petit RJ, Paige KN. 2006. Ice-
age endurance: DNA evidence of a white spruce refugium in
Alaska. Proceedings of the National Academy of Sciences
USA 103: 12447–12450.

Avise JC. 2000. Phylogeography: the history and formation of
species. Cambridge: Harvard University Press.

Bandelt HJ, Forster P, Rohl A. 1999. Median-joining networks
for inferring intraspecific phylogenies. Molecular Biology
and Evolution 16: 37–48.

Burban C, Petit RJ. 2003. Phylogeography of maritime pine in-
ferred with organelle markers having contrasted inheritance.
Molecular Ecology 12: 1487–1495.

Chen KM, Abbott RJ, Milne RI, Tian XM, Liu JQ. 2008. Phylo-
geography of Pinus tabulaeformis Carr. (Pinaceae), a domi-
nant species of coniferous forest in northern China. Molec-
ular Ecology 17: 4276–4288.

Demesure B, Sodzi N, Petit RJ. 1995. A set of universal primers
for amplification of polymorphic non-coding regions of mi-
tochondrial and chloroplast DNA in plants. Molecular Ecol-
ogy 4: 129–131.

Dong J, Wagner DB. 1994. Paternally inherited chloroplast poly-
morphism in Pinus: estimation of diversity and population
subdivision, and tests of disequilibrium with a maternally in-
herited mitochondrial polymorphism. Genetics 136: 1187–
1194.

Doyle JJ, Doyle JL. 1987. A rapid DNA isolation procedure

for small quantities of fresh leaf material. Phytochemical
bulletin 19: 11–15.

Drummond AJ, Rambaut A. 2007. BEAST: Bayesian evolution-
ary analysis by sampling trees. BMC Evolutionary Biology
7: 214.

Felsenstein J. 1985. Confidence limits on phylogenies: an ap-
proach using the Bootstrap Joseph. Evolution 39: 783–791.

Godbaut J, Jaramillo-Corea JP, Beaulieu J, Bousquet J. 2005.
A mitochondrial DNA minisatellite reveals the postglacial
history of jack pine (Pinus banksiana), a broad-range
North American conifer. Molecular Ecology 14: 3497–
3512.

Graur D, Li W-H. 2000. Fundamentals of molecular evolution.
Sunderland: Sinauer Associates.

Hamilton MB. 1999. Four primer pairs for the amplification of
chloroplast intergenic regions with intraspecific variation.
Molecular Ecology 8: 521–522.

Hamper A, Arroyo J, Jordano P, Petit RJ. 2003. Rangewide phy-
logeography of a bird-dispersed Eurasian shrub: contrast-
ing Mediterranean and temperate glacial refugia. Molecular
Ecology 12: 3415–3426.

Harrison SP, Yu G, Takahara H, Prentice IC. 2001. Diversity of
temperate plants in East Asia. Nature 413: 129–130.

Heuertz M, Fineschi S, Anzidei M. 2004. Chloroplast DNA varia-
tion and postglacial recolonization of common ash (Fraxinus
excelsior L.) in Europe. Molecular Ecology 13: 3437–3452.

Hewitt GM. 1996. Some genetic consequences of ice ages, and
their role in divergence and speciation. Biological Journal
of the Linnean Society 58: 247–276.

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

Hong YP, Hipkins VD, Strauss SH. 1993. Chloroplast DNA di-
versity among trees, populations and species in the Califor-
nia closed-cone pines (Pinus radiata, Pinus muricata and
Pinus attenuata). Genetics 135: 1187–1196.

Hwang SY, Lin TP, Ma CS, Lin CL, Chung JD, Yang JC. 2003.
Postglacial population growth of Cunninghamia konishii
(Cupressaceae) inferred from phylogeographical and mis-
match analysis of chloroplast DNA variation. Molecular
Ecology 12: 2689–2695.

Jaramillo-Correa JP, Beaulieu J, Bousquet J. 2004. Variation in
mitochondrial DNA reveals multiple distant glacial refu-
gia in black spruce (Picea mariana), a transcontinental
North American conifer. Molecular Ecology 13: 2735–
2747.

Kondo T, Sumura Y, Kawahara T, Okamura M. 1998. Inheri-
tance of chloroplast and mitochondrial DNA in interspecific
hybrids of Chamaecyparis spp. Breeding Science 78: 177–
179.

Kropf M, Kandereit JW, Comes HP. 2003. Differential cycles of
range contraction and expansion in European high mountain
plants during the late Quaternary: insight from Pritzelago
alpine (L.) O. Kuntze (Brassicaceae). Molecular Ecology
12: 931–949.

Latta R, Mitton JB. 1997. A comparison of population differ-
entiation across four classes of gene marker in limber pine
(Pinus flexilis James). Genetics 146: 1153–1163.

Maddison DR. 1991. The discovery and importance of multiple
islands of most-parsimonious trees. Systematic Zoology 40:
315–328.

C© 2010 Institute of Botany, Chinese Academy of Sciences



160 Journal of Systematics and Evolution Vol. 48 No. 3 2010

Marquardt PE, Epperson BK. 2004. Spatial and population ge-
netic structure of microsatellites in white pine. Molecular
Ecology 13: 3305–3315.

Meng LH, Yang R, Abbott RJ, George M, Hu TH, Liu JQ. 2007.
Mitochondrial and chloroplast phylogeography of Picea
crassifolia Kom (Pinaceae) in the Qinghai-Tibetan Plateau
and adjacent highlands. Molecular Ecology 16: 4128–4137.

Mogensen HL. 1996. The hows and whys of cytoplasmic in-
heritance in seed plants. American Journal of Botany 83:
383–404.

Neale DB, Marshall KA, Harry DE. 1991. Paternal inheritance of
chloroplast and mitochondrial DNA in incense-cedar (Calo-
cedrus decurrens (Torr.) Florin.). Canadian Journal of Forest
Research 21: 717–720.

Neale DB, Marshall KA, Sederoff RR. 1989. Chloroplast and
mitochondrial DNA are paternally inherited in Sequoia
sempervirens D. Don Endl. Proceedings of the National
Academy of Sciences USA 86: 9347–9349.

Nei M. 1987. Molecular evolutionary genetics. New York:
Columbia University Press.

Ni J, Harrison SP, Prentice IC, Kutzbach JE, Sitch S. 2006. Im-
pact of climate variability on present and Holocene vegeta-
tion: a model-based study. Ecological Modelling 191: 469–
486.

Opgenoorth L, Vendramin GG, Mao KS, Miehe G, Miehe S,
Liepelt S, Liu JQ, Ziegenhagen B. 2010. Tree endurance on
the Tibetan Plateau marks the world’s highest known tree
line of the Last Glacial Maximum. New Phytologist 185:
332–342.

Petit RJ, Aguinagalde I, de Beaulieu JL, Bittkau C, Brewer S,
Cheddadi R, Ennos R, Fineschi S, Grivet D, Lascoux M, Mo-
hanty A, Muller-Starck G, Demesure-Musch B, Palme A,
Martin JP, Rendell S, Vendramin GG. 2003. Glacial refugia:
hotspots but not melting pots of genetic diversity. Science
300: 1563–1565.

Petit RJ, Duminil J, Fineschi S, Hampe A, Salvini D, Vendramin
GG. 2005. Comparative organization of chloroplast, mito-
chondrial and nuclear diversity in plant populations. Molec-
ular Ecology 14: 689–701.

Petit RJ, Grivet D. 2002. Optimal randomization strategies when
testing the existence of a phylogeographic structure. Genet-
ics 161: 469–471.

Pons O, Petit RJ. 1996. Measuring and testing genetic differen-
tiation with ordered versus unordered alleles. Genetics 144:
1237–1245.

Rambaut A, Drummond AJ. 2007. Tracer v1.4 [online]. Available
from http://beast.bio.ed.ac.uk/Tracer [Accessed 7 January,
2010].

Schneider S, Roessli D, Excoffier L. 2000. Arlequin v.2000. Soft-
ware for population genetic data analysis. Geneva: Genetics
and Biometry Laboratory, University of Geneva.

Schonswetter P, Popp M, Brochmann C. 2006. Rare arctic-alpine
plants of the European alps have different immigration histo-
ries: the snow bed species Minuartia biflora and Ranunculus
pygmaeus. Molecular Ecology 15: 709–720.

Sun JM, Ding ZL, Liu TS. 1998. Desert distributions during the
glacial maximum and climatic optimum: example of China.
Episodes 21: 28–31.

Swofford DL. 2002. PAUP∗ 4.0: Phylogenetic analysis using par-
simony (∗ and other methods). Beta version 4.0 b10. Sun-
derland: Sinauer.

Taberlet P, Gielly L, Pautou G, Bouvet J. 1991. Universal primers
for amplification of three non-coding regions of chloroplast
DNA. Plant Molecular Biology 17: 1105–1109.

Thompson JD, Gibson T, Plewinak F, Jeanmougin F, Higgins
DG. 1997. The Clustal_X windows interface: flexible strate-
gies for multiple sequence alignment aided by quality anal-
ysis tools. Nucleic Acids Research 25: 4876–4882.

Tian B, Liu RR, Wang LY, Qiu Q, Chen KM, Liu JQ. 2009. Phy-
logeographic analyses suggest that a deciduous species (Os-
tryopsis davidiana Decne., Betulaceae) survived in northern
China during the last glacial maximum. Journal of Biogeog-
raphy 36: 2148–2155.

Wagner DB. 1992. Nuclear, chloroplast and mitochondrial DNA
polymorphisms as biochemical markers in population ge-
netic analysis of forest trees. New Forest 6: 373–390.

Wang LY, Abbott RJ, Zheng W, Chen P, Wang YJ, Liu JQ.
2009. History and evolution of alpine plants endemic to the
Qinghai-Tibetan Plateau: Aconitum gymnandrum (Ranun-
culaceae). Molecular Ecology 18: 709–721.

Yang D, Fang XM, Dong GR, Peng ZC, Li JJ. 2006. Aeolian
deposit evidence for formation and evolution of the Tengger
Desert in the north of China since early Pleistocene. Marine
Geology and Quaternary Geology 26: 93–100.

Yang Z. 2007. PAML 4: a program package for phylogenetic
analysis by maximum likelihood. Molecular Biology and
Evolution 24: 1586–1591.

Young ND, Healy J. 2003. GapCoder automates the use of indel
characters in phylogenetic analysis. BMC Bioinformatics 4:
1–6.

Yu G, Chen X, Ni J, Cheddadi R, Guiot J, Han H, Harrison SP,
Huang C, Ke M, Kong Z, Li S, Li W, Liew P, Liu G, Liu J,
Liu Q, Liu KB, Prentice IC, Qui W, Ren G, Song C, Sugita
S, Sun X, Tang L, Van Campo E, Xia Y, Xu Q, Yan S, Yang
X, Zhao J, Zheng Z. 2000. Palaeovegetation of China: A
pollen data-based synthesis for the mid-holocene and last
glacial maximum. Journal of Biogeography 27: 635–664.

Zhang Q, Chiang TY, George M, Liu JQ, Abbott RJ. 2005. Phylo-
geography of the Qinghai-Tibetan Plateau endemic Junipe-
rus przewalskii (Cupressaceae) inferred from chloroplast
DNA sequence variation. Molecular Ecology 14: 3513–
3524.

C© 2010 Institute of Botany, Chinese Academy of Sciences


