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Abstract: Parsimony analysis of endemicity (PAE) was used to identify areas of endemism
(AOEs) for Chinese birds at the subregional level. Four AOEs were identified based on a
distribution database of 105 endemic species and using 18 avifaunal subregions as the
operating geographical units (OGUs). The four AOEs are the Qinghai-Zangnan Subregion,
the Southwest Mountainous Subregion, the Hainan Subregion and the Taiwan Subregion.
Cladistic analysis of subregions generally supports the division of China’s avifauna into
Palaearctic and Oriental realms. Two PAE area trees were produced from two different
distribution datasets (year 1976 and 2007). The 1976 topology has four distinct subregional
branches; however, the 2007 topology has three distinct branches. Moreover, three
Palaearctic subregions in the 1976 tree clustered together with the Oriental subregions in
the 2007 tree. Such topological differences may reflect changes in the distribution of bird
species through circa three decades.
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1. Introduction
China has a high degree of avian endemism, a large land area and a diverse range of habitats
spanning both the Palaearctic and the Oriental realms. These features make China an important center
of global biodiversity and a good place for biogeographical research. The patterns of distribution of
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endemic birds have previously been used to set biodiversity conservation priorities in China [1,2].
Distribution patterns of endemic bird species are also fundamental to determine China’s avifaunal
regionalization [3,4], and to interpret subregional avian endemism [5]. BirdLife International has set
up global endemic bird areas (EBAs) based on the distribution of species with restricted ranges [6],
and areas of high endemism have been targeted for protection [6,7]. Sometimes, endemic birds are
effective surrogates for identifying conservation priorities [8] because of similar distribution patterns
with other vertebrate taxa [9]. Although some previous studies have analyzed distribution patterns in
China of endemic birds from different aspects, there has been no report about their areas of endemism
(AOEs). Identification of AOEs is important, not only for understanding evolution of Chinese avian
fauna, but also for identifying hotspots of avian biodiversity conservation, and may serve as a starting
point for developing conservation strategies for other vertebrate taxa.
Parsimony analysis of endemicity (PAE) is a biogeographical method first proposed by Rosen [10],
which uses a parsimony algorithm to obtain area cladograms based on the geographical distributions of
specified taxa [11]. PAE can be used to infer relationships among different biogeographical units
(e.g., localities, quadrats, continents, islands) [12]. Although there is ongoing debate about the value of
PAE, PAE has also proven to be a useful and important tool for identifying AOEs [12-15]. The most
common procedure of PAE, as proposed by Morrone [13], used quadrats of predetermined size; and
different authors have used different operating geographical units (OGUs) [16-21]. However, smaller
quadrats may decrease the absolute number of steps in the area cladogram while larger quadrats may
increase the number of synapomorphies. The use of ‘somewhat more natural’ OGUs, such as
biogeographical provinces, subregions and ecoregions, instead of artificial quadrats, is thought to
increase the absolute and relative numbers of synapomorphies [12,22]. Furthermore, such OGUs are
useful to understand biogeographical evolution at a large scale. Therefore, we used avian subregions
[3-5] as the most appropriate OGU in this PAE analysis.
While historical change in patterns of avian distribution has been documented [23,24], evidence of
change over a more recent timescale is likely to be related to current climate change or human
activities [25-29]. A previous paper tried to link the distribution changes of bird species in China with
global warming [30], however, very limited data (only 12 new distribution records) was used. PAE can
produce an area tree by using species distributions as characters in parsimony analysis. Thus, it may
give us a chance to investigate distribution shift by comparing area topologies from different datasets
(change of character assignment in parsimony analysis will be reflected in the area topology). The data
accumulation over more than half a century in our lab [5,31] is a good basis to investigate the
relationship between bird distribution shift and global change (for details about the databases see the
Experimental Section).
To better understand the evolution of avian fauna in China and to improve our knowledge in avian
conservation, the present study aims to identify the areas of endemism for birds in China, and tries to
search for some signs of distribution changes of Chinese endemic birds through circa three decades.
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2. Results and Discussion
2.1. Results
2.1.1. Subregional Avian AOEs
A tree derived from the 2007 data, comprised of 105 endemic bird species in 18 subregions,
indicates that the 18 subregions form three main branches (Figure 1). The first branch is comprised of
only the DXMS (avian subregional code A01; for the abbreviations for the subregions, refer to the
caption of Figure 1). The second branch includes nine subregions, i.e., A02-A10, all of which belong
to the Palaearctic realm. The third branch includes eight subregions (A11-A18), all of which belong to
the Oriental realm. With the exception of the DXMS, this PAE-derived topology reflects the accepted
division of China’s avifauna into Palaearctic and Oriental realms.
Figure 1. A tree of Chinese avian subregions based on a 2007 dataset comprised of the
distributions of 105 endemic bird species in 18 subregions. The avian subregional codes
are: A00 = the hypothetical outgroup, A01 = Da Xinganling Mountain Subregion (DXMS),
A02 = Changbai Mt. Subregion (CMS), A03 = Song-Liao Plain Subregion (SLPS), A04 =
Huang-Huai Plain Subregion (HHPS), A05 = Loess Plateau Subregion (LPS), A06 = East
Meadow Subregion (EMS), A07 = West Desert Subregion (WDS),
A08 = Tianshan Hilly Subregion (THS), A09 = Qiangtang Plateau Subregion (QPS),
A10 = Qinghai-Zangnan Subregion (QZS), A11 = Southwest Mountainous Subregion
(SMS), A12 = Southeast Himalayan Slope (SHSS) Subregion, A13 = Eastern Hillock-Plain
Subregion (EHPS), A14 = Western Mountainous Plateau Subregion (WMPS),
A15 = Min-Guang Coastal Subregion (MGCS), A16 = Southern Yunnan Hilly Subregion
(SYHS), A17 = Hainan Subregion (HS), A18 = Taiwan Subregion (TS).
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Four AOEs were identified at the subregional level (Figure 1). Of these subregions, one is in the
Palaearctic realm and the other three are in the Oriental realm. AOE1 is the Qinghai-Zangnan
Subregion (clade A10) on the southeastern edge of the Tibetan Plateau, and was delimited by the
species Alectoris magna, Babax koslowi, Garrulax sukatschewi, Kozlowia roborowskii and
Paradoxornis przewalskii. AOE2 is the Southwest Mountainous Subregion (clade A11) delimited by
Arborophila rufipectus, Garrulax bieti, Liocichla omeiensis, Moupinia poecilotis, Paradoxornis
zappeyi and Phylloscopus emeienses. AOE3 is Hainan Subregion (clade A17) delimited by
Arborophila ardens and Phylloscopus hainanus. AOE4 is the Taiwan Subregion (clade A18) delimited
by Actinodura morrisoniana, Arborophila crudigularis, Bradypterus alishannensis, Garrulax
morrisonianus, Heterophasia auricularis, Liocichla steerii, Lophura swinhoii, Myiophoneus insularis,
Parus holsti, Pycnonotus taivanus, Regulus goodfellowi, Syrmaticus mikado, Tarsiger johnstoniae,
Urocissa caerulea and Yuhina brunneiceps. The greater number of species delimiting this AOE
reflects the fact that it has the highest endemicity of all four AOEs.
2.1.2. The 1976 and the 2007 Subregional Topologies
The 1976 subregional topology from the PAE analysis has four distinctive branches (A, B, C and D)
(Figure 2a). With one exception, most subregions from the Oriental realm are clustered in branch D
and those from the Palaearctic realm in branches A, B, and C. Branch A and B have only one
subregion each. Branch C and D can be divided into minor subregional branches as Figure 2a shows.
Branch A has only one endemic species, Podoces hendersoni, branch B has five endemic species. In
branch C, group a has one subregion and only one species, Garrulax davidi, which is co-distributed in
all but one of the other subregions of branch C. Four and five subregions belong to group b and c,
respectively. Group d, which has four subregions, is clustered with group e, with two subregions, to
form branch D.
Figure 2. (a) Dendrogram of Chinese avian subregions based on a 1976 dataset comprised
of the distributions of 99 endemic bird species in 16 subregions. The avian subregional
codes are: A01 = DXMS, A02 = CMS and SLPS, A03 = HHPS, A04 = LPS, A05 = EMS,
A06 = WDS, A07 = THS, A08 = QPS, A09 = QZS, A10 = SMS and SHSS, A11 = EHPS,
A12 = WMPS, A13 = MGCS, A14 = SYHS, A15 = HS, A16 = TS. (b) Dendrogram of
subregions based on a 2007 dataset comprised of the distributions of the same 99 species in
16 subregions as in (a).
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The 2007 subregional topology has three distinct branches (Figure 2b). All subregions from the
Oriental realm, together with three from the Palaearctic realm, are clustered in branch B. The other
subregions from the Palaearctic realm form the other two branches, A and C. Branch B contains three
groups, among which branch a has only one subregion (A16) with very typical island habitat.
2.1.3. Topological Differences between the Two Trees
Comparison of the topologies derived from the 1976 and 2007 data indicates that: 1) on a large
scale (Figure 3a,b) some central and southern clades have mixed to form a larger southern region,
however, in contrast, northeastern clades have contracted within a smaller region; 2) on a fine scale
(Figure 3c,d) southeastern clades have combined to form a larger region while some clades in
northeastern China have mixed to form a larger branch; 3) three Palaearctic subregions in the 1976 tree
clustered together with the Oriental subregions in the 2007 tree.
Figure 3. Sketch of subregional topologies based on Figure 2. (a) sketch based on the 1976
dataset as in Figure 2a at the four terminal branches scale; (b) based on the 2007 dataset as
in Figure2b at the three terminal branches scale; (c) based on Figure2a at the seven group
scale; (d) based on Figure2b at the five group scale.
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2.2. Discussion
2.2.1. Areas of Endemism at Subregional Scale
The general topology based on distributions of the 105 species revealed three main branches: the
DXMS, the Palaearctic subregions, and the Oriental subregions. Among them, the DXMS has only the
one species, Garrulax davidi. It is very probable that such little information caused this branch to
separate from the other Palaearctic subregions. Except this branch, the subregional topology generally
reflects the accepted division between the Palaearctic and Oriental realms in China [3,4].
By using the PAE method, four avian AOEs at subregional level, i.e., the Qinghai-Zangnan
Subregion (AOE1), the Southwest Mountainous Subregion (AOE2), the Hainan Subregion (AOE3),
and the Taiwan Subregion (AOE4) were identified (Figure 1). The Qinghai-Zangnan Subregion
extends from the north Qilianshan mountains of northeastern Qinghai Province southward to Changdu
and encompasses central and eastern regions of the Himalayan Mountains, including the Yaluzangbu
valley of Tibetan Autonomous Region. Typical habitats in this area are montane forest (coniferous and
broad-leaved), meadow and meadow-steppe. The Southwest Mountainous Subregion encompasses the
western areas of Yunnan and Sichuan provinces and mostly covers the Hengduan mountain areas. Its
typical habitats are mountain meadow and mountain forest with obvious altitudinal variation. The
Hainan Subregion is confined to the Hainan Island. The typical habitat is tropical monsoon rain forest.
The Taiwan Subregion is confined to the Taiwan Island and its offshore islands. Typical habitats are
tropical monsoon rain forest and subtropical ever-green broad-leaved forest.
Although the Qinghai-Zangnan Subregion and the Southwest Mountainous Subregion are
geographically contiguous on the southeast Tibetan Plateau, they are in two distinct separated branches
in the tree, which is consistent with the division between the Palaearctic and Oriental realms [3,4]. The
Qinghai-Zangnan Subregion is a mountainous area with habitats ranging from high mountain forests to
meadow and steppe [4,32]. Apart from the local endemics, which defined this AOE, G. sukatschewi, K.
roborowskii, B. koslowi, Urocynchramus pylzowi and Emberiza koslowi are also mostly restricted to
this subregion. The Southwest Mountainous Subregion is also a mountainous area in the subtropical
zone with high mountain ranges and deep valleys such as the Yaluzangbu Valley [3]. Besides the
endemics restricted to this AOE, A. rufipectus, M. poecilotis, G. bieti, L. omeiensis, P. zappeyi, P.
emeienses, Arborophila rufipectus, Lophophorus sclateri, Crossoptilon harmani and Moupinia
poecilotis are also mostly confined to this subregion. AOEs are important areas for understanding
fauna evolution, which has been determined by historical and ecological factors. For these two
adjacent AOEs, they have related but discrepant geological history. As part of the uplift of the Tibetan
Plateau and the Himalayas region, which began in the Late Cenozoic [32], the Qinghai-Zangnan region
has been formed due to the recent and violent uplift (less than 2.5 million years ago). Harsh
environmental pressures during this uplift mainly determined the fauna evolution in this region
[15,33]. However, the Southwest Mountainous region has much longer geological history and was
more stable during this geological event [4,32]. The differences between geological history,
topography and ecological factors may determine this different endemic avian fauna of the two AOEs,
with the inferred hypothesis that historical and ecological vicariant events may act as important factors
in shaping this deep divergence between the two AOEs.
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The other two AOEs, the Hainan and Taiwan subregions, are islands with typical mountainous
habitats in the southern subtropical, northern and middle tropical zones. Mountains in the Hainan
subregion are relatively low, the highest peak, Wuzhishan, is less than 2,000 m, and the average
temperature is >25 °C. The Taiwan Subregion is more geographically isolated by the wider Taiwan
Strait. Its western coastal areas are plains, but eastern and central parts are mountainous, with the
highest mountain in southeastern China, Mt Yushan (3,997 m) [3]. Fifteen endemic species restricted
to this region defined this AOE. For these two AOEs, especially for the Taiwan subregion, species
diversification after geological isolation from the mainland may contribute to its current endemic avian
fauna. Grey-cheeked Fulvetta (Alcippe morrisonia) populations [34,35] and Hwamei (Garrulax
canorus) [36], for example, are well confirmed due to this isolation between island and mainland
through a phylogeographical approach.
All the four AOEs have large part of mountainous habitats, which suggests that mountainous
environment may act as “historical and ecological barriers” preventing population gene flow,
promoting speciation and maintaining a high endemism [5,37-38].
2.2.2. The Importance of AOEs for Avian Biodiversity Conservation
Lei et al. [5] documented the subregional avian endemism of China based on the number of
endemic species, monotypic species and EOSR (species distributed only in one specific subregion).
This approach may not reflect possible historical relationships and congruence in species distribution
among different avian subregions. However, some results in the present paper are nearly congruent
with those of Lei et al. [5], in that the Taiwan subregion had the highest EOSR species richness. This
AOE, with an extremely high degree of regional endemism, reflects its particular geological,
evolutionary and ecological isolation.
Of the four AOEs identified in this paper, three are spatially congruent with the avian biodiversity
hotspots in China previously mapped by Lei et al. [1,2] (the Hengduanshan Mountains; the Western
Qinling Mountains, north Sichuan and south Gansu provinces; Taiwan Island). AOE 2 nearly covers
the Hengduan mountain areas, which is one of 25 global biodiversity hotspots [7] and China’s avian
‘evolutionary powerhouse’ [38]. To promote avian biodiversity conservation, BirdLife International
has used other criteria to set up global endemic bird areas (EBAs). EBAs are defined as areas
containing two or more species with restricted distributions and can overlap an adjoining EBA by no
more than 50,000 km2 [6]. Most of the 13 EBAs and three secondary areas of avian biodiversity in
China listed by BirdLife International [39] are located within the four AOEs described here.
AOEs are important for avian biodiversity conservation based on two main reasons: 1) according to
its theoretical basis, AOEs are historically key areas for evolution of the avian fauna (namely,
formation of avian biodiversity); 2) AOEs have a higher degree of avian endemism, especially
endemic bird species with very restricted distributions. Our results suggest that the Southwest
Mountainous Subregion and Taiwan Subregion have the highest conservation priority in terms of
biodiversity, biogeography and evolution.
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2.2.3. Can We Infer Species Distribution Changes by PAE?
Some topology differences are indicated by comparison of the 1976 and 2007 topologies (Figures 2
and 3). According to the principle of the PAE analysis (parsimony analysis of the species distributions),
topology changes indicate that species composition of the related subregions have changed over ca.
three decades. One difference is that more subregions have become clustered to form larger branches.
This implies that species dispersal has occurred between some subregional faunas. The group a
(Taiwan island) (Figure 2b) has become more isolated from branch d (Figure 2a), which may suggest a
recent decrease in migration between populations on Taiwan island and the Chinese mainland. The
most distinct difference is that three Palaearctic subregions in the 1976 tree cluster together with the
Oriental subregions in the 2007 tree, which indicates change of species composition of the three
subregions, more specifically, oriental species may have dispersed to the Palaearctic subregions. Of
the three subregions, the Huang-Huai Plain Subregion (A04) is located in eastern China, which has
usually been considered as a dispersal corridor for animal species between southern and northern
China. The other two subregions, Qiangtang Plateau Subregion (A09) and Qinghai-Zangnan Subregion
(A10) are located on the Tibetan Plateau, which is the highest area of China and most sensitive to
climate change. When we refer to the data about climate change (e.g., global climate warming) in
China, it was found that more and more data suggest that during the past ca. half century, most regions
of China have been experiencing climate warming, especially in regard to the winter mean temperature
in eastern China [40,41], and the northern boundary of the subtropical zone moved 2-3 degrees of
latitude northward in central and eastern China [42]. Moreover, a distinct tendency of increasing
temperatures, precipitation and relative humidity over the Tibetan Plateau was reported, and data
showed the Tibetan Plateau is more sensitive to the global change [43]. Based on these evidences, our
data may suggest that south to north switches in trend across the boundary between the Palaearctic and
Oriental realms in eastern China are probably happening, the bird species Garrulax canorus, G. elloitii,
Carpodacus trifasciatus, and Urocynchramus pylzowi are good examples. Another type of distribution
shift may happen on the Tibetan Plateau region, that is to say, some avian species are moving upward
from Oriental subregions with relatively low elevation to the higher elevation of the plateau, such as
Parus davidi, Yuhina diademata, Alcippe variegaticeps and Paradoxornis przewalskii.
When species are forced to move to different areas, so-called “optimal” habitats for many species
may no longer exist, at least in the short term [44], and this may lead to local extinction of some
species [45]. The subregional distribution shifts revealed in this paper encourages us to further
investigate whether the distribution changes of bird species can exactly link with global warming, or
other factors such as human activities or sampling bias. Furthermore, difference between mobility of
species may also influence distribution patterns. Detailed investigations from more species and based
on more detailed geographical scales are needed in the future.
3. Experimental Section
3.1. Species and Distributions
We used distributions of Chinese endemic bird species as dataset in the present paper for two
reasons: 1) using endemic species can ensure that the distributional ranges of all species were included
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in the study area, and thus avoided problems related to partial distributional ranges in PAE analysis
[46]; 2) the endemic species in China have been better studied than most other species and therefore
have the most accurately mapped distributions [47].
The updated distribution database of endemic birds was from Lei et al. [5] (hereafter “2007 data”),
which was compiled from distribution records before year 2005. China currently has 19 recognized
avian subregions belonging to seven regions and two realms [3,4]. However, because there are almost
no distribution records from the South-Sea Island Subregion, we only used the other 18 subregions in
the PAE analysis.
Cheng’s Complete Checklist of the Avifauna of China [31] (hereafter “1976 data”) contains almost
all past information on the distributions of Chinese birds before year 1974, which therefore provides a
historical baseline of avian distribution in China. This monograph only provides data on 99 species in
16 subregions. To allow comparison between the two time periods, distributions of the same 99
species and in 16 subregions were used to derive trees from the 1976 and 2007 dataset.
3.2. Parsimony Analysis of Endemicity
Areas of endemism (AOEs) are usually defined as areas delimited by the congruent distribution of
two or more species of restricted range [13,16,48]. Sympatry of different species may indicate a shared
biological history [10,11]. The procedure of PAE analysis modified by Morrone [13] was used in the
present study. For identifying AOEs, the 2007 data was used and a matrix of 18 OGUs (subregions) ×
105 taxa (bird species) was constructed. To obtain comparable area trees, two matrices with the same
16 OGUs and 99 taxa were constructed from the 1976 and 2007 data. All matrices coded taxa as
presence (1) or absence (0). Each matrix also included a hypothetical outgroup OGU with all 0s to root
the trees [12,13]. PAE was implemented using PAUP 4.0 [49]. The strict consensus trees of the equally
parsimonious trees in each analysis were obtained. AOEs, defined by two or more species being
restricted to a group of OGUs, were delimited and mapped. Furthermore, two area trees of the two
time periods were compared to see if we could find distribution shifts of bird species through time (ca.
30 years). For more details about PAE implementation see Huang et al. [15].
4. Conclusions
PAE was firstly used to identify areas of endemism of Chinese birds at the subregional level. Four
AOEs, i.e., Qinghai-Zangnan Subregion, the Southwest Mountainous Subregion, the Hainan Subregion
and the Taiwan Subregion, were identified. The congruent environments of these AOEs indicate that
mountainous environments may act as “historical and ecological barriers” in preventing population
gene flow, promoting speciation and maintaining a high endemism, but the differences between
geological history, topography and ecological factors may determine the vicariance between the
former two AOEs. The cladistic analysis of subregions generally supports the division of China’s
avifauna into Palaearctic and Oriental realms. PAE based topological differences produced from two
different distribution datasets may reflect the distribution changes of bird species through ca. three
decades. PAE are also found to be useful in avian conservation priority in terms of biodiversity,
biogeography and evolution through identifying AOEs.

Int. J. Mol. Sci. 2010, 11

2106

Acknowledgements
Many thanks to Alan R. Templeton for inviting us to contribute a paper for consideration and
possible publication in a special issue on "Cladistic Analysis and Molecular Evolution". This research
was supported by the following grants: National Science Funds for Distinguished Young Scientists
(No. 30925008) and CAS Innovation Program (KSCX2-YW-N-063) to F.-M.L; Ministry of Science
and Technology of China (2006FY110500) to G.-X.Q.; and NSFC-30900133 and
NSFC-J0630964/J0109 (special subjects in animal taxonomy) to X.-L.H.
References and Notes
1.
2.

3.
4.
5.
6.
7.
8.

9.

10.

11.
12.
13.
14.
15.

Lei, F.M.; Qu, Y.H.; Lu, J.L.; Yin, Z.H. Conservation on diversity and distribution patterns of
endemic birds in China. Biodivers. Conserv. 2003, 12, 239-254.
Lei, F.M.; Qu, Y.H.; Tang, Q.Q.; An, S.C. Priorities for the conservation of avian biodiversity in
China based on the distribution patterns of endemic bird genera. Biodivers. Conserv. 2003, 12,
2487-2501.
Cheng, T.H.; Zheng, G.M.; Zhang, F.Y. Fauna Sinica. Aves; Science Press: Beijing, China, 1997;
Volume 1.
Zhang, R.Z. Zoogeography of China; Science Press: Beijing, China, 1999.
Lei, F.M.; Wei, G.A.; Zhao, H.F.; Yin, Z.H. Subregional endemism of China endemic avian
species. Biodivers. Conserv. 2007, 16, 1119-1130.
Stattersfield, A.J.; Crowby, M.J.; Long, A.J.; Wege, D.C. Endemic Bird Areas of the World:
Priorities for Biodiversity Conservation; Birdlife International: Cambridge, UK, 1998.
Myers, N.; Mittermeier, R.A.; Mittermeier, C.G.; Fonseca, G.A.B.; Kent, J. Biodiversity hotspots
for conservation priorities. Nature 2000, 403, 853-858.
Loyola, R.D.; Kubota, U.; Lewinsohn, T.M. Endemic vertebrates are the most effective surrogates
for identifying conservation priorities among Brazilian ecoregions. Divers. Distrib. 2007, 13,
389-306.
Lamoreux, J.F.; Morrison, J.C.; Ricketts, T.H.; Olson, D.M.; Dinerstein, E.; McKnoght, M.W.;
Shugart, H.H. Global tests of biodiversity concordance and the importance of endemism. Nature
2006, 440, 212-214.
Rosen, B.R. From fossils to earth history: applied historical biogeography. In Analytical
Biogeography: An Integrated Approach to the Study of Animal and Plant Distributions; Myers,
A.A., Giller, P., Eds.; Chapman & Hall: London, UK, 1988; pp. 437-481.
Morrone, J.J.; Crisci, J.V. Historical biogeography: Introduction to methods. Annu. Rev. Ecol.
Syst. 1995, 26, 373-401.
Morrone, J.J.; Escalante, T. Parsimony analysis of endemicity of Mexican terrestrial mammals at
different area units: when size matters. J. Biogeogr. 2002, 29, 1095-1104.
Morrone, J.J. On the identification of areas of endemism. Syst. Biol. 1994, 43, 438-441.
Hubert, N.; Renno, J.F. Historical biogeography of South American freshwater fishes. J. Biogeogr.
2006, 33, 1414-1436.
Huang, X.L.; Qiao, G.X.; Lei, F.M. Areas of endemism and patterns of diversity for aphids of the
Qinghai-Tibetan Plateau and the Himalayas. J. Biogeogr. 2008, 35, 230-240.

Int. J. Mol. Sci. 2010, 11

2107

16. Linder, H.P. On areas of endemism, with an example from the African Restionaceae. Syst. Biol.
2001, 50, 892-912.
17. Szumik, C.A.; Cuezzo, F.; Goloboff, P.A.; Chalup, A.E. An optimality criterion to determine
areas of endemism. Syst. Biol. 2002, 51, 806-816.
18. Szumik, C.A.; Goloboff, P.A. Areas of endemism: an improved optimality criterion. Syst. Biol.
2004, 53, 968-977.
19. Mast, A.R.; Nyffeler, R. Using a null model to recognize significant co-occurrence prior to
identifying candidate areas of endemism. Syst. Biol. 2003, 52, 271-280.
20. Hausdorf, B.; Hennig, C. Biotic element analysis in biogeography. Syst. Biol. 2003, 52, 717-723.
21. Moline, P.M.; Linder, H.P. Input data, analytical methods and biogeography of Elegia
(Restionaceae). J. Biogeogr. 2006, 33, 47-62.
22. Kattan, G.H.; Franco, P.; Rojas, V.; Morales, G. Biological diversification in a complex region: a
spatial analysis of faunistic diversity and biogeography of the Andes of Colombia. J. Biogeogr.
2004, 31, 1829-1839.
23. Brommer, J.E. The range margins of northern birds shift polewards. Ann. Zool. Fenn. 2004, 41,
391-397
24. Thomas, C.D.; Lennon, J.J. Birds extend their ranges northwards. Nature 1999, 399, 213.
25. Johnson, N.K. Pioneering and natural expansion of breeding distributions in western North
American birds. Stud. Avian Biol. 1994, 15, 27-46.
26. Valiela, I.; Bowen, J.L. Shifts in winter distribution in birds: effects of global warming and local
habitat change. Ambio 2003, 32, 76-480.
27. Wehtje, W. The range expansion of the great-tailed grackle (Quiscalus mexicanus Gmelin) in
North America since 1880. J. Biogeogr. 2003, 30, 1593-1607.
28. Maclean, I.M.D.; Austin, G.E.; Rehfisch, M.M.; Blew. J., Crowe, O., Delany, S., Devos, K.,
Deceuninck, B., Gunther, K., Laursen, K., van Roomen, M., Wahl, J. Climate change causes rapid
changes in the distribution and site abundance of birds in winter. Global Change Biol. 2008, 14,
2489-2500.
29. Zuckerberg, B.; Woods, A.M.; Porter, W.F. Poleward shifts in breeding bird distributions in New
York State. Global Change Biol. 2009, 15, 1866-1883.
30. Sun, Q.H.; Zhang, Z.W. The impact of climate warming on the distribution of Chinese birds.
Chin. J. Zool. 2000, 35, 45-48.
31. Cheng, T.H. A Checklist of the Avifauna of China; Science Press: Beijing, China, 1976.
32. Shi, Y.F.; Li, J.J.; Li, B.Y. Uplift and Environmental Change of Qinghai-Xizang (Tibetan)
Plateau in the Late Cenozoic; Guangdong Science and Technology Press: Guangzhou, China,
1998.
33. Cao, W.X.; Chen, Y.Y.; Wu, Y.F.; Zhu, S.Q. Origin and evolution of Schizothoracine fishes in
relation to the upheaval of the Qinghai-Xizang Plateau. In Studies on the Period, Amplitude and
Type of the Uplift of the Qinghai-Xizang Plateau; Li, Q.F., Ed.; Science Press: Beijing, China,
1981; pp.118-129.
34. Zou, F.S.; Lim, H.C.; Marks, B.D.; Moyle, R.G.; Sheldon, F.H. Molecular phylogenetic analysis
of the Grey-cheeked Fulvetta (Alcippe morrisonia) of China and Indochina: a case of remarkable
genetic divergence in a “species”. Mol. Phylogenet. Evol. 2007, 44, 165-174.

Int. J. Mol. Sci. 2010, 11

2108

35. Song, G.; Qu, Y.H.; Yin, Z.H.; Li, S.H.; Liu, N.F.; Lei, F.M. Phylogeography of the Alcippe
morrisonia (Aves: Timaliidae): Long population history beyond late Pleistocene glaciations. BMC
Evol. Biol. 2009, 9, 143:1-143:11.
36. Li, S.H.; Li, J.W.; Han, L.X.; Yao, C.T.; Shi, H.T.; Lei, F.M. Species delimitation in the Hwamei
Garrulax canorus. Ibis 2006, 148, 698-706.
37. Brown, J.H.; Limolino, M.V. Biogeography; Sinauer Associates: Sunderland, UK, 1998.
38. Zhao, H.F.; Lei, F.M.; Qu, Y.H.; Lu, J.L. Conservation priority based on avian subspecific
differentiation of endemic species. Acta Zool. Sinica 2007, 53, 378-382.
39. BirdLife's Online World Bird Database: The site for bird conservation, ver. 2.0. BirdLife
International: Cambridge, UK. Available at: http://www.birdlife.org (accessed on 7 June 2007).
40. Guo, Z.M.; Miao, Q.L.; Li, X. Variation characteristics of temperature over northern China in
recent 50 years. Scientia Geogr. Sinica 2005, 25, 448-454.
41. Miao, Q.L.; Ding, Y.Y.; Wang, Y. Impact of climate warming on the northern boundary of subtropical zone of China. Geogr. Res. 2009, 28, 634-642.
42. Chen, S.Y.; Guo, Z.X.; Gao, R.; Han, T. The climatic variety and anomaly of the winter mean air
temperature of the east monsoon area in China. J. Appl. Meteor. Sci. 2009, 20, 478-485.
43. Ma, Z.F.; Peng, J.; Gao, W.L.; Tian, H. Climate variation of southwest China in recent 40 years.
Plateau Meteor. 2006, 25, 633-642.
44. Price, J.T.; Root, T.L. Climate change and Neotropical migrants. Presented at the 66th Annual
North American Wildlife and Natural Resources Conference, Washington, DC, USA, March 2001.
45. Webb, T., III. Past changes in vegetation and climate: lessons for the future. In Global Warming
and Biological Diversity; Peters, R.L., Lovejoy, T.E., Eds; Yale University Press: New Haven, CT,
USA, 1992; pp. 59-72.
46. Nihei, S.S. Misconceptions about parsimony analysis of endemicity. J. Biogeogr. 2006, 33,
2099-2106.
47. Lei, F.M.; Lu, T.C. China Endemic Birds; Science Press: Beijing, China, 2006.
48. Hausdorf, B. Units in biogeography. Syst. Biol. 2002, 51, 648-652.
49. Swofford, D.L. PAUP*: Phylogenetic Analysis Using Parsimony (*and Other Methods), ver. 4.0.
Sinauer Associates: Sunderland, UK, 1998.
© 2010 by the authors; licensee MDPI, Basel, Switzerland. This article is an open-access article
distributed under the terms and conditions of the Creative Commons Attribution license
(http://creativecommons.org/licenses/by/3.0/).

