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A preliminary study on molecular phylogeny of giant flying
squirrels, genus 2AJ=KHEIJ= (Rodentia, Sciuridae) based on
mitochondrial cytochrome > gene sequences
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Liang-Kong Lin & Ryuichi Masuda
ABSTRACT. Phylogenetic relationships among five species of the genus Petaurista (P. alborufus, P.
elegans, P. leucogenys, P. petaurista, and P. philippensis) were investigated using the complete cytochrome
b gene sequences (1140 bp). Phylogenetic trees indicated (1) P. alborufus castaneus from southern China
was closely related to P. petaurista albiventer from Pakistan, (2) P. alborufus lena from Taiwan, P.
petaurista melanotus from China and Laos, and P. philippensis grandis from Taiwan were grouped, and (3)
P. leucogenys, which is endemic to Japan, distinctly separated from other species. Our results critically refuse
the present classification in Petaurista, and suggest that it is reasonable to regard P. alborufus lena as a
distinct species from P. alborufus castaneus, and P. petaurista albiventer as a distinct species from P.
petaurista melanotus.
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Ïðåäâàðèòåëüíîå èññëåäîâàíèå ìîëåêóëÿðíîé ôèëîãåíèè
ãèãàíòñêèõ ëåòÿã ðîäà 2AJ=KHEIJ= (Rodentia, Sciuridae) íà îñíîâå
ïîñëåäîâàòåëüíîñòåé ìèòîõîíäðèàëüíîãî ãåíà öèòîõðîìà >
Ò. Îøèäà, ×.Ì. Øàôèê, Ñ. Áàðêàòè, Þ. Ôóäæèòà, Ë.-Ê. Ëèí, Ð. Ìàñóäà
ÐÅÇÞÌÅ. Ôèëîãåíåòè÷åñêèå ñâÿçè ïÿòè âèäîâ ðîäà Petaurista (P. alborufus, P. elegans, P. leucogenys,
P. petaurista, and P. philippensis) èçó÷åíû ñ ïîìîùüþ ïîëíûõ ïîñëåäîâàòåëüíîñòåé ãåíà öèòîõðîìà
b (1140 ïàð îñíîâàíèé). Ñîãëàñíî ïîëó÷åííûì ôèëîãåíåòè÷åñêèì äåðåâüÿì (1) P. alborufus castaneus
èç þæíîãî Êèòàÿ áëèçêîðîäñòâåíåí P. petaurista albiventer èç Ïàêèñòàíà, (2) P. alborufus lena èç
Òàéâàíÿ, P. petaurista melanotus èç Êèòàÿ è Ëàîñà è P. philippensis grandis èç Òàéâàíÿ îáúåäèíÿþòñÿ
âìåñòå è (3) P. leucogenys, ýíäåìèê äëÿ ßïîíèè, ÷åòêî îòäåëåí îò äðóãèõ ôîðì. Íàøè ðåçóëüòàòû
ïîçâîëÿþò êðèòè÷åñêè ïåðåñìîòðåòü ñóùåñòâóþùóþ êëàññèôèêàöèþ ðîäà Petaurista, è ïîçâîëÿþò
ðàññìàòðèâàòü P. alborufus lena êàê îòäåëüíûé âèä îòëè÷íûé îò P. alborufus castaneus, è P. petaurista
albiventer  êàê îòäåëüíûé âèä îòëè÷íûé îò P. petaurista melanotus.
ÊËÞ×ÅÂÛÅ ÑËÎÂÀ: Petaurista, ãèãàíòñêàÿ ëåòÿãà, ìîëåêóëÿðíàÿ ôèëîãåíèÿ, ìèòîõîíäðèàëüíàÿ
ÄÍÊ, öèòîõðîì b.

Introduction
Giant flying squirrels (genus Petaurista) are ubiquitous throughout South and Southeast Asia and in southern China, Taiwan, and Japan. They had been split
traditionally into five species: P. alborufus Milne-Edwards, 1870, P. elegans Müller, 1840, P. leucogenys
Temminck, 1827, P. magnificus Hodgson 1836, and P.

petaurista Pallas, 1766 (Corbet & Hill, 1980), each of
which was intricately divided into numerous subspecies
(e.g., Lekagul & McNeely, 1988). However, Corbet &
Hill (1991, 1992) currently reorganized the classification and recognized five additional species: P. caniceps
Gray, 1842, P. nobilis Gray, 1842, P. philippensis
Elliot, 1839, P. sybilla Thomas & Wroughton, 1916,
and P. xanthotis Milne-Edwards, 1872 from five species
that have been mentioned above.
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Table 1. Species of the genus Petaurista examined in the present study.
Identity
No.

Common name

Type locality

Collecting locality

Accession
No.

Petaurista alborufus castaneus

1 (ALC1)

red and white giant flying
squirrel

Ichang, Hubei,
China

southern China*

AB092613

Petaurista alborufus castaneus

2 (ALC2)

southern China*

AB092614

Species name

Petaurista alborufus lena

(ALL1)

Petaurista elegans
Petaurista leucogenys leucogenys

1 (LEL2)

Petaurista leucogenys leucogenys

2 (LEL1)

Petaurista leucogenys nikkonis

1 (LEN1)

Petaurista leucogenys nikkonis

2

Petaurista petaurista melanotus

1 (PEM1)

Petaurista petaurista melanotus

2 (PEM2)

Taiwan

Nantou, Taiwan

AB092615

lesser giant flying squirrel

Java Island,
Indonesia

Jambi, Indonesia

AB092610

Japanese giant flying squirrel

Kyushu Island,
Japan

Fukuoka, Japan

AB092616

Ehime, Japan

AB092617

Wakayama, Japan

AB092618

Nagano, Japan

AB092619

Honshu Island,
Japan
red giant flying squirrel

Petaurista petaurista albiventer
Petaurista philippensis grandis

(PHG)

Indian giant flying squirrel

Selangor, Malaysia

Laos*

AB092608

southern China*

AB092609

Nepal

Ayubia National
Park, Pakistan

AB092612

Taiwan

Nantou, Taiwan

AB092611

Identity Nos. are corresponded to those in Figs. 1 and 2, and the codes used in the previous report (Oshida et al., 2000) are shown in
parentheses. Asterisks mean the sample unknown exact collecting locality.

There are some fragmentary studies on the systematics of some Petaurista species or subspecies based on
genetic data. Oshida et al. (1992) examined the karyotaxonomy of Petaurista and concluded that P. petaurista melanotus Gray, 1837 was more closely related to P.
alborufus lena Thomas, 1907 than to P. petaurista
grandis (P. philippensis grandis) Swinhoe, 1863. In
addition, based on the mitochondrial 12S ribosomal
RNA sequence data, Oshida et al. (1996) reported that
P. petaurista melanotus was closely related to P. petaurista grandis (P. philippensis grandis) and thatP. leucogenys could have early diverged from P. petaurista.
Recently, a molecular systematic study of the mitochondrial cytochrome b partial sequences (1068 bp) showed
that P. alborufus lena from Taiwan was more closely
related to P. philippensis grandis and P. petaurista
melanotus than to P. alborufus castaneus from southern
China (Oshida et al., 2000a), and that P. elegans may be
closely related to P. alborufus castaneus Thomas, 1923
(Oshida et al., 2001a). In spite of the presentation of these
studies, the entire perspective on molecular systematics
of the genus Petaurista has not been cleared yet.
Giant flying squirrels are arboreal, and depend on the
resources of biologically rich forests (e.g., Baba et al.,
1982; Lee et al., 1986). So, the recent destruction of rich
forests in Asia seems to seriously bring with it decrease
of population of giant flying squirrels. However, since
even the classification is still confused, at present it is
very difficult to plan for conservation of giant flying
squirrels, so that, first the basic studies regarding as

systematics and phylogeny of Petaurista could be absolutely necessary.
The primary objective of the present study was to
examine the complete mitochondrial cytochrome b sequences of representative Petaurista species (P. alborufus, P. elegans, P. leucogenys, P. petaurista, and P.
philippensis) that represent effectively the geographic
distribution pattern of this genus. Specifically, the present
study critically addresses (1) the phylogenetic relationships among representative Petaurista species including several subspecies and (2) the establishment of
appropriate scenario to successfully interpret molecular
systematic perspective of this genus.

Materials and Methods
Specimen collection
Giant flying squirrels examined in the present study
are shown in Tab. 1. According to the descriptions of
Wroughton (1911), Thomas (1923), Imaizumi & Miyamoto (1960), Lekagul & McNeely (1988), and Corbet &
Hill (1991, 1992) species and subspecies were identified on the basis of their pelage coloration. Specimens of
P. alborufus lena, P. philippensis grandis, P. petaurista
albiventer Gray, 1834, and P. elegans were collected for
this study. Two specimens of P. alborufus castaneus
imported from Hong-Kong to Japan in 1996 were commercially obtained. Muscle tissues of two individuals of
P. leucogenys leucogenys Temminck, 1827 were pro-
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vided from Dr. K. Ikeda of the Fukuoka Prefecture
Forest Research and Extension Center, Fukuoka, Japan,
and Mr. T. Okayama of the Omogo Mountain Museum,
Ehime, Japan. The other Petaurista specimens examined in this study were commercially obtained. Except
for a sample of P. petaurista albiventer, the samples
used in previous examinations (Oshida et al., 2000a,
2001a) were analyzed again. In addition, samples of the
hairy-footed flying squirrel Belomys pearsonii Gray,
1842 and the Russian flying squirrel Pteromys volans
Linnaeus, 1758, which were employed as an out-group
in phylogenetic analyses, were provided from the National Museum of Natural Science, Taichung, Taiwan
and the Noboribetsu Bear Park, Noboribetsu, Japan,
respectively. To grasp broadly the phylozoogeographic
tendency of Petaurista, with respect to the selection of
species or subspecies in the present study, we paid
attention to the distribution fringe of genus Petaurista;
P. petaurista albiventer, P. elegans, and P. leucogenys
used in the present study are peculiarly distributed in
westernmost, southernmost, and northern/easternmost
areas, respectively.

DNA extraction, amplification, and sequencing
Total genomic DNA was extracted from frozen or
99% ethanol-preserved muscles, skins, or liver tissues
with the phenol/chloroform method, and then suspended
in TE buffer (Sambrook et al., 1989). The whole region
of the mtDNA cytochrome b gene was amplified with
polymerase chain reaction (PCR) using a primer set
(L14724: 5-GATATGAAAAACCATCGTTG-3 and
H15910: 5-GATTTTTGGTTTACAAGACCGAG-3)
reported by Oshida et al. (2000a). Primer names correspond to the light (L) or heavy (H) strand and the 3endposition of the primers in the human mtDNA sequence
(Anderson et al. 1981). The 50 µl of reaction mixture
contained 100 ng of genomic DNA, 25 pM of each
primer, 200 µM dNTPs, 10 mM Tris-HCl (pH 8.3), 50
mM KCl, 1.5 mM MgCl2, and 2.5 units of rTaq DNA
polymerase (Takara). Amplification was carried out for
35 cycles using the following cycle program: 94°C for 1
min, 55°C for 1 min, and 72°C for 2 min. The extension
reaction was completed by incubation at 72°C for 10
min. PCR products were purified with the PCR Clean
Up-M (Viogen, Taiwan) and directly sequenced using
an automated DNA sequencer (ABI PRISM 377-96
Sequencer, ABI PRISM 3100 Genetic Analyzer Applied Biosystem, CA, USA). For sequencing, four kinds
of primer (L14724, H15910, L15576: 5-CAGAATGATACTTCCTATTTGC-3, and H15554: 5-GCCTATGAATGCTGTGGCTAT-3) were employed. To
determine the sequences of terminals of both 5 and 3,
the primers L15576 and H15554 were newly designed in
the present study. The processes of purification of PCR
products and sequencing were performed with Mission
Biotech Co. Ltd. (Taipei, Taiwan).

%

Phylogenetic analysis
Sequence alignment was carried out using DNASIS
(Hitachi). Genetic distances (p-distances) among specimens were calculated in PAUP* 4.0b10 (Swofford,
2001). In phylogenetic analyses, all trees were rooted
using the cytochrome b sequences of Belomys pearsonii
and Pteromys volans. Based on nucleotide sequence
analyses of interphotoreceptor retinoid-binding protein
(IRBP) and 12S and 16S rRNA genes, Mercer & Roth
(2003) presented that these flying squirrels were phylogenetically grouped together with Petaurista in the
subfamily Pteromyinae, so that we chose these species
as an out-group for assessment of phylogenetic relationships within the genus Petaurista.
The maximum-parsimony (MP) analysis was conducted with the branch-and-bound search algorithm
(Hendy & Penny, 1982) in PAUP* 4.0b10 (Swofford,
2001). In the analysis, the transversional substitution
was weighted three times higher than the transitional
substitution. For maximum-likelihood (ML) analysis,
we used the program Modeltest 3.06 (Posada & Crandall, 1998) to select the most appropriate model of
molecular evolution through a nested likelihood ratio
test. This test presented the TN93 model of substitution
(Tamura & Nei, 1993) taking into account the proportion of invariable sites and following a gamma distribution for variable sites (TN + I + G). The ML tree was then
constructed with the heuristic search option (with treebisection-reconnection, TBR) under the TN + I + G
model implemented by PAUP* 4.0b10 (Swofford, 2001).
To assess the nodal supports, the bootstrapping (Felsenstein, 1985) was performed with 2000 replicates in MP
analysis and 200 replicates in ML analysis.

Results
Nucleotide composition
In this study, the complete sequences (1140 bp) of
cytochrome b gene were successively determined from
12 individuals of the genus Petaurista and two individuals of out-group. Data on base composition are summarized in Tab. 2. The base composition was biased (28.4%
Table 2. Base composition bias for cytochrome b gene of
the genus Petaurista.
1st

2nd

3rd

All

A

0.292

0.203

0.352

0.284

C

0.274

0.238

0.388

0.299

G

0.206

0.137

0.032

0.126

T

0.228

0.422

0.228

0.291

Bias

0.088

0.245

0.320

0.167

Values are calculated according to codon position (1st, 2nd, 3rd,
and all positions).
The bias is calculated by the formula of Irwin et al. (1991).
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Table 3. Pairwise transition/transversion number (above diagonal) and uncorrected distance (below diagonal) of complete
cytochrome b gene sequence (1140 bp) for five species in the genus Petaurista.
P.
P. albo- P. albopetaurufus
rufus
rista
castane- castanalbius 1
eus 2
venter
P. petaurista
albiventer

107/11

P.
alborufus
lena

P. elegans

P. petau- P. petau- P. leuco- P. leuco- P. leuco- P. leucoP.
rista
philiprista
genys
genys
genys
genys
pensis melano- melanoleucoleuconikko- nikkonis
tus 1
grandis
tus 2
genys 1 genys 2
nis 1
2

108/10 138/23 145/23 123/27

126/24

126/26

133/25

129/26

134/28

138/26

145/22 143/24 116/26

119/25

117/27

117/26

116/25

119/27

117/25

147/21 146/23 119/25

122/24

120/26

120/25

119/24

122/26

120/24

135/28 116/16

104/13

106/15

129/22

126/21

129/23

131/21

120/30

126/27

128/29

139/32

139/31

144/33

144/31

37/7

36/9

123/24

126/23

127/25

131/23

5/2

123/23

124/22

123/24

127/22

123/25

124/24

123/26

127/24

13/3

16/3

18/1

15/4

17/2

P. alborufus
castaneus 1

10.35

P. alborufus
castaneus 2

10.35

0.35

P. alborufus
lena

14.12

14.65

14.74

P. elegans

14.74

14.65

14.82

14.30

P. philippensis
grandis

13.16

12.46

12.63

11.58

13.16

P. petaurista
melanotus 1

13.16

12.63

12.81

10.26

13.42

3.86

P. petaurista
melanotus 2

13.33

12.63

12.81

10.61

13.77

3.95

0.61

P. leucogenys
leucogenys 1

13.86

12.54

12.72

13.25

15.00

12.89

12.81

12.98

P. leucogenys
leucogenys 2

13.60

12.37

12.54

12.89

14.91

13.07

12.81

12.98

1.40

P. leucogenys
nikkonis 1

14.21

12.81

12.98

13.33

15.53

13.33

12.89

13.07

1.67

1.67

P. leucogenys
nikkonis 2

14.39

12.46

12.63

13.33

15.35

13.51

13.07

13.25

1.67

1.67

3/1

A, 29.1% T, 29.9% C, and 12.6% G), with a bias against
G, which is usual for the cytochrome b sense strand of
vertebrates (e.g., Piaggio & Spicer, 2001; Randi et al.,
2001). First codon positions did not seem to have significant bias, however, the highest T content at the second
codon positions (42.2%) and the lowest G content at the
third codon positions (3.2%) were recognized. The
compositional bias for our data (0.088, 0.245, and 0.320
for the first, second, and third codon position, respectively) was similar to that of Irwin et al. (1991), with the
highest bias at the third position.
Tab. 3 shows uncorrected percentage sequence differences (p-distances) and numbers of transversions and
transitions obtained from pairwise comparison between
individuals. Among species of Petaurista, p-distances
and transition/transversion ratios ranged from 3.86 to
15.35% and from 11:1 to 4:1, respectively.

Phylogenetic relationships of Petaurista
A maximum parsimony (MP) analysis was performed
using a branch-and-bound search algorithm based on
285 parsimony-informative characters. The analysis

8/2
0.88

produced a single most-parsimonious tree of length of
1221, consistency index (CI) of 0.665, and retention
index (RI) of 0.665 (Fig. 1). Bootstrap analysis (2000
iterations) provided support for three major groups. The
first (clade I) was formed by P. petaurista albiventer,
P. alborufus castaneus, and P. elegans with a 59%
bootstrap value, the second (clade II) consisted of P.
elegans, P. petaurista melanotus, P. alborufus lena, and
P. philippensis grandis with a 77% bootstrap value, and
the third (clade III) contained P. leucogenys leucogenys and P. leucogenys nikkonis Thomas, 1905 with a
100% bootstrap value. The MP analysis caused the
clade III to form a sister group to the clades I and II with
a low bootstrap value (56%).
A maximum-likelihood (ML) search assuming the
TN + I + G model of evolution (score of ln L = 4950.62)
produced a single tree. The topology of ML tree was
essentially identical to that of MP tree (Fig. 2). The
major clades I, II, and III were supported with 75, 76,
and 96% bootstrap values, respectively.
Four specimens of P. leucogenys from Japan including two subspecies generated evident monophyly (clade
III) (Figs. 1 and 2). However, both P. alborufus and P.
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Figure 1. A single most parsimonious tree for Petaurista produced with the branch-and bound search algorithm for the
cytochrome b sequences. Bootstrap supports for the tree are given on branches.

petaurista did not form an each unique clade. Petaurista
petaurista albiventer from Pakistan was closely related
to P. alborufus castaneus from China in clade I with high
nodal supports (96% in MP tree and 98% in ML tree). In
the clade II, P. petaurista melanotus from China and
Laos and P. philippensis grandis from Taiwan formed a
single clade, to which P. alborufus lena from Taiwan
was closely related, although the nodal supports were
not so high (77% in MP tree and 76% in ML tree).
Petaurista elegans from Indonesia was contained in the
clade I, but the nodal supports for phylogenetic position
of this species were significantly low in both trees (56%
in MP tree and 75% in ML tree).

Discussion
Phylogeny of Petaurista alborufus
Petaurista alborufus, which occurs in southern
China, Taiwan, Burma, and Thailand, had been divided into seven subspecies: barroni Kloss, 1916, casta-

neus, candidula Wroughton, 1911, lena, leucocephalus Hilzheimer, 1905, ochraspis Thomas, 1923, and
taylori Thomas, 1914. However, Corbet & Hill (1992)
have currently recognized only four variations as subspecies of P. alborufus: castaneus, lena, leucocephalus, and ochraspis. This species has a white color
head and ventral and rufous color back and tail as
common characteristics. Using partial sequences of the
cytochrome b gene (1068 bp), Oshida et al. (2000a,
2001a) reported that castaneus from China was distantly related to lena from Taiwan, and also, lena was
closely related to P. petaurista melanotus and P. philippensis grandis. Moreover, on the basis of chromosomal characteristics, it was underpinned that P. alborufus lena was more closely related to P. petaurista
melanotus than to P. petaurista grandis (P. philippensis grandis) (Oshida et al., 1992).
In the present study, it is noteworthy that castaneus
was closely related to P. petaurista albiventer with high
nodal supports (96% in MP tree and 98% in ML tree).
Moreover, as described previously by Oshida et al.
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Figure 2. Phylogeny for Petaurista constructed using maximum-likelihood under the TN93 + I + G model for the cytochrome
b sequences. Bootstrap supports for the tree are given on branches.

(2000a, 2001a), it is of interest that lena was closely
related to the clade consisted of P. petaurista melanotus
and P. philippensis grandis, although the bootstrap
values supported the relationship were not high (77% in
MP tree and 76% in ML tree). The p-distances between
two alborufus subspecies were 14.65% and 14.74%
(Tab. 3), supporting that the different species status of
two alborufus subspecies should be recognized. Based
on the characteristics of pelage color, P. alborufus lena
was once treated as a distinct species P. pectoralis
Swinhoe, 1871. Also, Corbet & Hill (1992) suggested

that P. alborufus lena is distinct enough to merit specific
rank. Phylogenetic results obtained in the present study
did not conflict with the phylogenetic position of lena
proposed by Swinhoe (1870) and Corbet & Hill (1992).
In addition, Oshida et al. (2000b) reported that the
banded karyotypes of two alborufus subspecies were
remarkably different from each other. On the assumption that castaneus distributed more widely in the mainland is a representative subspecies of P. alborufus, we
conclude that lena, which is endemic to Taiwan, is a
distinct species from P. alborufus.

Molecular phylogeny of Petaurista
With respect to the geographic history of Taiwan,
Hsu (1990) reported that the Taiwan had risen from the
sea floor on the Eurasian Continent approximately 4.0
million years (Myr) ago. Based on faunistic and geological investigations, Kano (1940) and Liu & Ding (1984)
concluded that the connection between Taiwan and the
Eurasian Continent had occurred at least twice due to the
glacial eustasy, initially during the Pliocene and subsequently during the Pleistocene. It is highly probable that
the multiple faunistic exchanges between the Taiwan
and the mainland had been taken place by these geographic events. From a paleoenvironmental point of
view, Lin & Lin (1983) hypothesized that the first
mammal fauna which immigrated from the Eurasian
Continent into the Taiwan during the glacial period of
the Pliocene had adapted themselves to the cold environment, but, after the glacial period, to refuge from the
warm climate, they had to move to the high elevation
areas of Taiwan. Lin & Lin (1983) added, subsequently
the second mammal fauna that immigrated into the
Taiwan during the glacial periods of the Pleistocene had
expanded their ranges throughout the low and middle
elevation areas of Taiwan.
Petaurista alborufus lena is confined to the high
elevation area (1200 to 3750 m) in Taiwan, while the
distribution area of P. philippensis grandis in Taiwan
widely ranges from 700 to 2600 m elevation (Chang,
1985). So, it is likely that the invasion of P. alborufus
lena was earlier than that of P. philippensis grandis. As
described by Oshida et al. (2000a), after the divergence
between P. alborufus lena and the lineage of P. petaurista and P. philippensis in the Eurasian Continent
during the late Miocene, P. alborufus lena might have
immigrated to Taiwan and adapted itself to the alpine
region in Taiwan. In other words, P. alborufus lena
might have independently evolved from other Petaurista species in the alpine region of Taiwan, owing to the
absolute geographic isolation.
On the other hand, it is really surprising that P.
alborufus castaneus was also closely related to P. petaurista albiventer from Pakistan with high nodal supports
(Figs. 1 and 2), although the p-distance between two
species was sufficiently distant (10.35%, Tab. 3). Based
on the morphological characteristics such as externals
and dental forms, three subspecies (barroni, candidula,
and taylori) of P. alborufus were referred to as P.
petaurista by Corbet & Hill (1992). Conceivably, P.
alborufus might have been sometimes confused with P.
petaurista due to the complicated morphological variation of two species. In the present study, the close
phylogenetic relationships between P. alborufus castaneus and P. petaurista albiventer and between P. alborufus lena and P. petaurista melanotus might be
interpreted as a result of the confused classification
relied on pelage coloration. In the light of molecular
systematics of mammals (e.g., Irwin et al., 1991), the
genetic distances of the present study (Tab. 3) would be
enough to consider P. alborufus castaneus, P. alborufus
lena, P. petaurista melanotus, and P. petaurista albiventer, as each distinct species.



Phylogeny of Petaurista petaurista and P.
philippensis
Petaurista petaurista, which is one of the most
dominant species in genus Petaurista, is widely distributed in southern parts of the Eurasian Continent and
Southeast Asia (Corbet & Hill, 1980; Lekagul & McNeely, 1988). The variation of this species in color is
considerable, and the subspecific descriptions based on
the pelage color patterns are full of ambiguities. However, Corbet & Hill (1992) currently described nine subspecies: albiventer, batuana Miller, 1903, candidula
Wroughton, 1911, marchi Thomas, 1908, melanotus,
nitidula Thomas, 1900, petaurista Pallas, 1766, taylori
Thomas, 1914, and terutaus Lyon, 1907. Of them, in the
present study, two subspecies were phylogenetically
examined. Petaurista petaurista albiventer was closely
related to alborufus castaneus, while P. petaurista melanotus was closely related to P. philippensis grandis
(Figs. 1 and 2). Both petaurista subspecies did not
generate monophyletic clade each other, and the pdistances between two subspecies were 13.16 and 13.33%
(Tab. 3), suggesting albiventer could be appreciably
different from melanotus at the species level.
The distribution of P. petaurista albiventer is confined in Himalayan moist temperate forests in northern
Pakistan (and probably in a part of the eastern Afghanistan), and this subspecies occurs from about 1353m
elevation to the upper limit of the tree line at about 3050
m (Roberts, 1997). Therefore, it is reasonable that P.
petaurista albiventer could have been geographically
isolated from other P. petaurista subspecies for a long
time, as the status of P. alborufus lena in the alpine
regions of Taiwan. In contrast, P. petaurista melanotus is
widely distributed in southern China, Malay and Indochina Peninsulas, and Borneo, Bunguran, Riau, and Penang
islands (Corbet & Hill, 1992). Thep-distances betweenP.
petaurista melanotus and P. philippensis grandis were
3.86 and 3.95% (Tab. 3), indicating significantly close
kinship between both flying squirrels.
Petaurista philippensis had been treated as a subspecies of P. petaurista until Corbet & Hill (1991, 1992)
established it as a distinct species. This species occurs in
Sri Lanka, western India, southern China, Indochina and
Malay Peninsulas, and Taiwan. Corbet & Hill (1992)
proposed seven subspecies of P. philippensis, but their
geographical variations are very extensive. Petaurista
philippensis grandis, which is endemic subspecies to
Taiwan, was previously treated as P. petaurista grandis
by Swinhoe (1870). From sequence data of the 12S
rRNA gene, Oshida et al. (1996) reported that the
genetic distance between P. philippensis grandis (P.
petaurista grandis) and P. petaurista melanotus was
almost equal to intraspecific differences withinP. leucogenys. In the present cytochrome b data, the p-distances
between P. philippensis grandis and P. petaurista melanotus corresponded to approximately twice of intraspecific differences within P. leucogenys (Tab. 3). However, P. philippensis is most closely related toP. petaurista
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with high nodal supports (100% in MP tree and 98% in
ML tree). So, further studies, using the molecular data
from other subspecies of P. petaurista and P. philippensis, could test the hypothesis whether P. petaurista and
P. philippensis deserve of separate species status within
genus Petaurista.

Phylogeny of Petaurista elegans
Petaurista elegans is mainly distributed in the Sunda
land (Sumatra, Java, and Borneo islands), and also
occurs in a part of Indochina and Malay Peninsulas
(Corbet & Hill, 1992). Corbet & Hill (1992) described
that, although the extremes are very difficult for identification of each variant, principle five subspecies of P.
elegans can be recognized. However, it was also difficult to identify elegans individual examined here with
the subspecific rank.
In the present study, this species was felt in the clade
I with P. petaurista albiventer and P. alborufus castaneus, but the bootstrap values to support its phylogenetic
position were significantly low in both MP and ML trees
(Figs. 1 and 2). Based on the neighbor-joining analysis
with transversional distance of cytochrome b partial
sequence, Oshida et al. (2001a) reported that P. elegans
is closely related to P. alborufus castaneus. The present
study also revealed the close relationship between P.
elegans and P. alborufus castaneus.
The p-distances between elegans and other Petaurista species were 13.16-15.35% (Tab. 3). Although
some parts of the distribution of P. elegans are overlapped with that of P. petaurista in Southeast Asia, the
patterns are different from each other. Petaurista petaurista is widely distributed in both of peninsulas and
islands, but P. elegans biased its major distribution area
toward islands. So, after P. elegans had been separated
from lineage of P. alborufus castaneus and P. petaurista
albiventer, in the islands of Southeast Asia, this species
might have independently evolved from other Petaurista species.

Phylogeny of Petaurista leucogenys
Petaurista leucogenys is indigenous to three Japanese main islands (Kyushu, Shikoku, and Honshu islands) (Corbet & Hill, 1991). Based on the fossil records,
Kawamura (1988, 1990) and Kawamura et al. (1989)
hypothesized that P. leucogenys had immigrated from
the Eurasian Continent to the Japanese islands through
the land bridges around the early to the middle Pleistocene, and then had been isolated due to the separation
of the Japanese islands from the Eurasian Continent in
the Pleistocene. Corbet & Hill (1980) described that P.
leucogenys is distributed on the Japanese islands and
central China, but, recently they categorized the leucogenys population of central China as a distinct species P.
xanthotis (Corbet & Hill, 1991, 1992). Based on the
pelage coloration, Imaizumi & Miyamoto (1960) described three subspecies of P. leucogenys (leucogenys,

nikkonis, and oreas Thomas, 1905) within Japan. However, it seems that the subspecific classification has not
been generally accepted, owing to the presence of ambiguous color variations. In addition, based on the mitochondrial control region sequences, Oshidaet al. (2001b)
reported that there are two major leucogenys lineages
(Honshu-Shikoku and Kyushu lineages), suggesting that
the leucogenys population could not be classified into
three subspecies. In the present study, P. leucogenys
clearly formed a single clade (clade III) with high
bootstrap values (100% in MP tree and 96% in ML tree)
(Figs. 1 and 2), indicating that P. leucogenys is the most
distantly related to other Petaurista species. The pdistances between P. leucogenys and other Petaurista
species were ranging from 12.37 to 15.35% (Tab. 3).
This species would have also independently evolved
from other Petaurista species in Japanese islands.
Additionally, in the clade III, two individuals from
Honshu Island were closely related to each other with
the high nodal supports (Figs. 1 and 2). However, to
further discuss the phylogeography of P. leucogenys
populations as a whole is beyond the scope of this
paper, because of the inadequate sample number examined here.

Conclusion
From the standpoint of molecular systematics, there
is no reason to support the present classification of
Petaurista. Especially, the phylogenetic relationship
between P. petaurista and P. alborufus obtained in the
present study is quite different from the present taxonomic status. At the least, it could be reasonable to
regard P. alborufus lena as a distinct species from P.
alborufus castaneus, and P. petaurista albiventer as a
distinct species from P. petaurista melanotus. So far,
characteristics of pelage coloration have been applied
for the classification of Petaurista as an important
index. However, in fact, it would be difficult to identify
each species or subspecies on the basis of pelage coloration, because of the presence of numerous color variations within genus Petaurista. So, we need to postulate
a different scenario to clearly explain the classification
and phylogeny of Petaurista.
The genus Petaurista may have some geographical
evolutionary units (groups) originated from the primitive divergence or radiation. In each the geographical
evolutionary unit, secondary speciation would have independently and locally taken place. The clades I, II, and
III observed in the present study may be regarded as
typical examples of geographical evolutionary units;
particularly the clades II and III demonstrated obviously
geographical bias (Fig. 3). Therefore, in the further
study, to establish reliable scenario on systematics and
phylogeny of Petaurista, it should be carefully consider
two steps, namely, the detection of geographical evolutionary units and the analysis of phylogenetic relationships within each unit.

Molecular phylogeny of Petaurista
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Figure 3. Correlation between the geographic distribution and molecular phylogeny of Petaurista. Asterisks mean the samples
unknown exact collecting locality, and their localities were roughly plotted on the basis of present distribution pattern.
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