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Abstract. The classical environmental control model assumes that species distribution is
determined by the spatial variation of underlying habitat conditions. This niche-based model
has recently been challenged by the neutral theory of biodiversity which assumes that
ecological drift is a key process regulating species coexistence. Understanding the mechanisms
that maintain biodiversity in communities critically depends on our ability to decompose the
variation of diversity into the contributions of different processes affecting it. Here we
investigated the effects of pure habitat, pure spatial, and spatially structured habitat processes
on the distributions of species richness and species composition in a recently established 24-ha
stem-mapping plot in the subtropical evergreen broad-leaved forest of Gutianshan National
Nature Reserve in East China. We used the new spatial analysis method of principal
coordinates of neighbor matrices (PCNM) to disentangle the contributions of these processes.
The results showed that (1) habitat and space jointly explained ;53% of the variation in
richness and ;65% of the variation in species composition, depending on the scale (sampling
unit size); (2) tree diversity (richness and composition) in the Gutianshan forest was
dominantly controlled by spatially structured habitat (24%) and habitat-independent spatial
component (29%); the spatially independent habitat contributed a negligible effect (6%); (3)
distributions of richness and species composition were strongly affected by altitude and terrain
convexity, while the effects of slope and aspect were weak; (4) the spatial distribution of
diversity in the forest was dominated by broad-scaled spatial variation; (5) environmental
control on the one hand and unexplained spatial variation on the other (unmeasured
environmental variables and neutral processes) corresponded to spatial structures with
different scales in the Gutianshan forest plot; and (6) five habitat types were recognized; a few
species were statistically significant indicators of three of these habitats, whereas two habitats
had no significant indicator species. The results suggest that the diversity of the forest is
equally governed by environmental control (30%) and neutral processes (29%). In the fine-
scale analysis (103 10 m cells), neutral processes dominated (43%) over environmental control
(20%).
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INTRODUCTION

Large permanent forest plots with precise stem maps

have proven invaluable for understanding the coexis-

tence of species, studying diversity patterns, testing

ecological theories, monitoring the dynamics of stand

structure and function, and conserving and managing

biodiversity (Condit 1995, Condit et al. 1998, 2006,

Hubbell 2001, He and Legendre 2002, Ibáñez et al. 2003,

Losos and Leigh 2004). The best-known mapped plots

are the forest dynamism and diversity plots of the Center

for Tropical Forest Science (CTFS), which are distrib-

uted from tropical Africa to Asia to Central America.

Spatially referenced tree demographic data from these

plots have profoundly advanced our understanding of

the structure, composition, diversity, and dynamics of

tropical forests (Losos and Leigh 2004). However, the

geographical bias towards tropical forests has raised an

important question: are the findings from the tropics

also applicable to forests in other regions? No answer

can be given to this question at the moment, as similar

large-scale forest plots have not yet been established in

non-tropical areas (or, when established, data collection

is still in progress), while results from other sources are

most often not comparable.
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The 24-ha permanent plot in Gutianshan Forest

Reserve of subtropical China was established, in part,

to answer the above question. The Gutianshan plot

(shan meaning mountain) is part of the Chinese Forest

Biodiversity Monitoring Network, which consists of five

large (20 to 25 ha in size) stem-mapped plots in China

along a latitudinal gradient from temperate, subtropical

to tropical forests. The primary scientific goals of this

network are to (1) collect long-term diversity and

dynamics data for understanding and synthesizing

spatial and temporal macroecological patterns of tree

species along the latitudinal gradient; (2) test biodiver-

sity theories about mechanisms (e.g., density depen-

dence, competition, niche differentiation, fluctuating

recruitment or storage effects, dispersal limitation, etc.)

that are considered important for the promotion of

biodiversity; (3) monitor the change of forest commu-

nities in the face of climate change and human

disturbances through repeated censuses on the perma-

nent plots; (4) provide key information on composition,

growth, and dynamics of forest stands, which provide a

basis for sustainable forest management; (5) describe the

biodiversity in natural old-growth Chinese forests to

serve as a benchmark for the assessment of exploited

secondary forests; and (6) provide data collected in

standardized form for the comparison of permanent

forest plots throughout the world. The latitude-based

Chinese network is complementary to the longitudinal

CTFS network, forming a truly global broad-scale forest

biodiversity monitoring network. In this network, the

Gutianshan plot represents the evergreen broad-leaved

forests which are typical of the middle subtropics of

China (Wu 1980).

This study will focus on the spatial structures found in

the trees of the 24-ha Gutianshan plot, or Gutian plot

for short. Spatial structures are of paramount impor-

tance in community studies because their presence

indicates that some process has been at work to create

them. Basically, two families of mechanisms can

generate spatial structures (Legendre and Legendre

1998, Fortin and Dale 2005). First, variation in

environmental conditions may be responsible for the

spatial structures found in species assemblages through

species-habitat associations. This is an application of the

classical environmental control model (Whittaker 1956,

Bray and Curtis 1957, Hutchinson 1957). If the

environmental variables are spatially structured, their

structure will be reflected in the species distributions

through induced spatial dependence. Second, spatial

structures may also be generated by the species

assemblages themselves, and in particular by dispersal

limitation which can produce aggregated patterns

through the so-called neutral mechanisms, which assume

individuals of every species to have the same set of

demographic rates (Hubbell 2001, Borda de Agua et al.

2007), leading to spatial autocorrelation in the species

data. Partitioning the variation in community structure

among sampling units between environmental and

spatial components according to this framework pro-

vides a useful ground for testing and separating niche
from neutral mechanisms in biodiversity studies (Harms

et al. 2001, Tilman 2004, Karst et al. 2005, Gravel et al.
2006, Laliberté et al. 2008).

We will limit the study of environmental control to
the effect of topographic variables on the spatial

distribution of species richness and tree species. Species
distributions are often seen to correlate with different
topographical features (Whittaker 1956, Harms et al.

2001). Unlike soil properties, topography is not a direct
environmental variable but an indirect, or proxy

variable that comprehensively characterizes the overall
quality of a habitat. Part of the spatial structure that is

related to environmental causes may be reflected by
topographic variables, but not necessarily all of it. For

example, some environmental variables such as soil pH
may be acting at the scale of meters, not at the scale of

topographic variation. So, when partitioning species
variation between spatial and topographic explanatory

variables, some uncertainty will remain as to the
interpretation of the spatially structured variation that

is not explained by the topographic variables. Never-
theless, a large spatial effect that is not explained by

topographic variables may be indicative of the operation
of other factors such as neutral mechanisms.

The objectives of this paper are to (1) describe the
biodiversity found in the natural evergreen subtropical

forest of the 24-ha Gutian plot and (2) test hypotheses
about the processes (environmental control and neutral)
that may be responsible for the beta diversity observed

in the plot, by partitioning the effects of topography and
space on the distribution of species at different spatial

scales (size of the sampling units, or cells). This study
will contribute to understanding the spatial organization

of the tree biodiversity at multiple scales in the Gutian
plot and the roles that habitat heterogeneity and

unmeasured spatial processes, including dispersal limi-
tation, play in shaping that tree community. Ultimately,

we will show that niche and neutral processes do not
have to diametrically oppose each other; they actually

worked together side by side to regulate beta diversity in
our study area.

MATERIALS AND METHODS

The nature reserve.—The Gutianshan National Na-
ture Reserve, approximately 81 km2 in area, is located

in Kaihua County, at the extreme west of Zhe-
jiang Province, East China (2981001900–2981704100 N,

11880305000–11881101200 E). The reserve was set up in
1975, in the Yangtse River basin, to preserve a portion

of the old-growth evergreen broad-leaved forest in the
region. About 57% of the reserve is natural forest. 1426

species of seed plants belonging to 648 genera and 149
families have been inventoried in the reserve. Eighteen

species are found in the Chinese list of rare and
endangered species. Annual mean temperature in the

region is 15.38C; annual mean precipitation, calculated
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from data from 1958 to 1986, is 1964 mm (Yu et al.

2001). Most of the precipitation occurs between March

and September. The vegetation is representative of the

typical subtropical evergreen broad-leaved forest (Yu et

al. 2001). Castanopsis eyrei (Champ. ex Benth.) Tutch.

(Fagaceae) and Schima superba Gardn. et Champ.

(Theaceae), which are broadly distributed in subtropical

China, are the dominant species in evergreen broad-

leaved forests and in this plot.

Location and description of the study plot.—The 24-ha

forest plot under study (29815 06 00–29815 021 00 N,

1188070100–11880702400 E) forms a rectangle of 600 3

400 m. The smaller (400-m) side of the plot is oriented at

about 58 west of true north. (The orientation of the plot

was calculated from the latitude and longitude coordi-

nates of the four corners of the plot, obtained from

GPS.) Based on dendrochronological evidence (Wang

Xiaochun and Zhang Qibin, unpublished data) and

consultation with inhabitants of the region, the Gutian

plot contains secondary forest about 160–180 years old

that was heavily disturbed by agriculture and charcoal

production about 80 years ago. At the present time,

most of the forest is in the middle and late successional

stages.

All trees with diameter at breast height (dbh) � 1 cm

were tagged, identified, measured, and georeferenced

during the summer of 2005. The plot was very rugged:

altitude varied from 446.3 to 714.9 m above sea level

whereas the 20-m cell slopes varied from 138 to 628. It

took nine months for a field team comprising 20

scientists, graduate students, technicians, and workmen

to map and collect the data about 140 676 individual

trees belonging to the 49 families and 159 species

identified in the plot. The species are listed in Appendix

A. The nomenclature follows Zheng (2005). For the

present study, the trees were grouped into cells 10 3 10,

20 3 20, 40 3 40, and 50 3 50 m in size, which allow a

division of the whole plot into cells of equal sizes. There

were only 24 (100 3 100 m) cells, too few for statistical

analysis. The cell sizes were used to study the change of

beta diversity with scale (grain size) in the 24-ha Gutian

plot. This study mainly focuses on the results of the 203

20 m cell analysis.

Statistical analyses.—The study of the spatial distri-

bution of species richness and community composition

includes all 159 tree species found in the plot. Our

interest is to model the variation of richness and

community composition in terms of topography and

the spatial structure represented by principal coordi-

nates of neighbor matrices (PCNM) eigenfunctions.

Species richness within 20 3 20 m cells was mapped,

and then its spatial variation was analyzed by variation

partitioning (Borcard et al. 1992, Borcard and Legendre

1994, Legendre and Legendre 1998, Peres-Neto et al.

2006, Legendre 2007) with respect to topographic and

spatial variables. Four topographic attributes were

measured in the field: altitude (the difference in altitude

between the highest and lowest cells was 253 m), terrain

convexity (with values from �16.6 to 18.6 m), slope

(with values from 12.88 to 62.08), and aspect (with values

from 93.98 to 269.28) for the 20 3 20 m cells (Fig. 1).

Following Harms et al. (2001) and Valencia et al. (2004),

elevation of a cell was defined as the mean of the

elevation values at its four corners. Convexity was the

elevation of the cell of interest minus the mean elevation

of the eight surrounding cells. For the edge cells,

convexity was the elevation of the centre point minus

the mean of the four corners. Slope was the mean

angular deviation from horizontal of each of the four

triangular planes formed by connecting three of its

corners. Aspect refers to the direction to which a slope

faces. Altitude, convexity, and slope were used to

construct third-degree polynomial equations, for a total

of nine monomials; the monomials with exponents allow

the modeling of nonlinear relationships between the

topographic predictors and the response variables

(richness or species composition). Aspect is a circular

variable; sin(aspect) and cos(aspect) were computed in

order to use aspect in linear models. This resulted in 11

variables in total in the expanded topographic data

table.

For the 20 3 20 m cells, PCNM eigenfunctions

(Borcard and Legendre 2002, Borcard et al. 2004, Dray

et al. 2006) were computed across the 600 points of the

spatial grid. PCNM eigenfunctions represent a spectral

decomposition of the spatial relationships among the

grid cells; they describe all spatial scales that can be

accommodated in the sampling design. They are

obtained by principal coordinate analysis (PCoA) of a

truncated geographic distance matrix among the sam-

pling sites, as explained in the above-mentioned papers.

In the present study, all distances larger than the

distance between the centers of diagonally adjacent cells

were replaced by four times that value before PCoA; 339

PCNM eigenfunctions with positive eigenvalues were

generated. The PCNMs were then used as explanatory

variables to analyze the spatial variation of the tree

community composition data. The Supplement presents

R language scripts to compute the PCNM eigenfunc-

tions for all resolutions (i.e., cell sizes) used in this paper

and display them on maps. Forward selection (with

permutation tests, at the 5% significance level, of the

increase in R2 at each step) was applied to the PCNM

table in order to determine if the spatial structure was

mostly broad-, middle-, or fine-scaled.

Beta diversity can be defined in many different ways

(Koleff et al. 2003). For example, Whittaker (1960,

1972) described the well-known index b¼S/ā, where S is

the number of species in the whole area of interest while

ā is the mean number of species observed per cell. He

also proposed to apply the same formula to Shannon

diversity H 0 instead of species richness. The index

proposed by Legendre et al. (2005) is used in this study.

This index is the sum, over all species and over all sites,

of the squared abundance deviations from the species

means. This index is a direct measure of the variation in
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species composition among the sites in the area of

interest, which corresponds to the concept of beta

diversity.

The variation of the community composition data was

partitioned between the topographic and PCNM vari-

ables using canonical redundancy analysis (RDA; Rao

1964). A multivariate regression tree (MRT; De’ath

2002) was computed to delineate habitat types that were

similar in topographic conditions and in species compo-

sition. Indicator species analysis (Dufrêne and Legendre

1997) was conducted to identify the species that were

statistically significant indicators of these habitat types.

To examine the effect of the cell size on the

partitioning of diversity variation, the above analysis

at the 20 3 20 m scale was repeated for three other

scales: 10310, 40340, and 50350 m. Here we will only

report the variation partitioning results across scales.

The canonical analyses, variation partitioning, and

tests of significance of the fractions were computed

using the ‘‘vegan’’ library (Oksanen et al. 2007) of the R

statistical language (R Development Core Team 2007).

The multivariate regression tree was computed using the

‘‘mvpart’’ library (De’ath 2006), whereas indicator

species analysis was computed using the ‘‘labdsv’’

library (Roberts 2006). PCNM eigenfunctions were

created using the package ‘‘spacemakeR’’ of Stéphane

Dray (Laboratoire de Biométrie et Biologie Évolutive,

UMR CNRS 5558, Université Lyon I, France) in R;

forward selection was computed using the ‘‘packfor’’

package of the same author.

FIG. 1. Maps of the four topographic variables and species richness at the scale of 203 20 m. (a) Altitude from 11.8 m (white)
to 264.6 m (black) above the lowest corner of the plot, or 458.1 m (white) to 710.9 m (black) above sea level. (b) Convexity from
�16.6 m (white) to 18.6 m (black). There is an edge effect in the convexity map. (c) Slope from 12.88 (white) to 62.08 (black). (d)
Aspect from 93.88 (white) to 269.28 (black). (e) Richness from 19 (white) to 54 (black) species.
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RESULTS

Scale variation of beta diversity.—Table 1 presents the

results of variation partitioning across scales (different

cell sizes) for richness and species composition. The total

unexplained variation ([d]) remains fairly constant

across scales. This is equivalent to saying that the total

proportion of explained variation ([a þ b þ c]) is

invariant across scales. While this is true, the compo-

nents [a], [b], and [c] vary with scales: the increase in one

corresponds to a decrease in other components. As the

size of the sampling units increases, the spatially

structured variation [b þ c] decreases while the

topography-controlled variation [a þ b] increases.

Spatial variation of species richness, 203 20 m cells.—

Species richness (Fig. 1e) ranged from 19 to 53 in the 20

3 20 m cells. The forward selection procedure retained

66 PCNM eigenfunctions for modeling species richness

(adjust R2, R2
a ¼ 0.575, which is nearly the same as the

value for all 339 PCNMs without any selection, R2
a ¼

0.576). As shown in Fig. 2a, most of these are among the

first 100 of the 339 PCNM functions. The first PCNMs

represent broad-scale variation; see The Supplement.

The variation partitioning of richness is shown in Fig.

3a. The partitioning is based on adjusted R2 statistic, R2
a ,

as recommended by Peres-Neto et al. (2006); 57.6% of

the variation of richness is spatially structured and

explained by the PCNM eigenfunctions; 41.3% of that

amount is also explained by the four topographic

variables. The effect of topography is highly spatialized

(92.3% of the topographic variation). Fig. 4 presents

maps of the fitted values of richness, obtained by

multiple regression, corresponding to the total explained

variation [aþ bþ c], the variation explained by the three

topographic variables [a þ b], and the spatially

structured fraction [c] unexplained by the presently

available topographic variables.

Spatial variation of the community composition, 20 3

20 m cells.—The forward selection procedure retained
179 PCNM base functions for modeling community

composition (R2
a ¼ 0.625, which is nearly the same as the

value for all 339 PCNMs without any selection, R2
a ¼

0.626). As shown in Fig. 2b, most of these are among the
first 180 of the 339 PCNM eigenfunctions. These

PCNMs represent broad- to middle-scale variation; see

the Supplement.

The variation partitioning results are described in Fig.

3b. 62.6% of the variation (R2
a) of the community

composition data is spatially structured and explained

by the PCNM eigenfunctions. Nearly half of that

(44.4%) is also explained by the four topographic

variables. Similar to the variation of richness, the effect
of topography on species composition is highly spatial-

ized (90.4% of the topographic variation). Fig. 5a–c

presents maps of the fitted values of the three most

significant canonical axes corresponding to the total
explained variation [aþ bþ c]. Fig. 5d–f shows maps of

the significant canonical axes corresponding to the

variation explained by the three topographic variables,
[a þ b], as well as the spatially structured fraction [c]

unexplained by the presently available topographic

variables.

An interesting property of PCNM eigenfunctions is

that their variances correspond to their spatial scales.
Since the principal coordinate analysis orders them by

decreasing variances, they are also ordered by decreas-

ing spatial scales (Borcard and Legendre 2002, Borcard

et al. 2004). We analyzed the fitted values correspond-
ing to fractions [a þ b] (caused by environmental

control processes corresponding to topography) and [c]

(caused by unmeasured environmental variables and

neutral processes) of variation partitioning by succes-
sive blocks of 25 PCNMs (Fig. 6). Other divisions of

the PCNMs into blocks produced similar results. We

found that fraction [a þ b] of the species composition

data, which is the portion fitted to the topographic

TABLE 1. Variation partitioning results for different cell sizes.

Cell size (m) n [a] [b] [c] [d] [a þ b] [b þ c]

Species richness
10 3 10 2400 0.0047 0.0651 0.3598 0.5705 0.0698 0.4249
20 3 20 600 0.0198 0.2380 0.3383 0.4039 0.2578 0.5763
40 3 40 150 0.1073 0.2548 0.2507 0.3872 0.3621 0.5055
50 3 50 96 0.0507 0.3233 0.1163 0.5098 0.3740 0.4396

Community composition
10 3 10 2400 0.0034 0.1953 0.4296 0.3718 0.1987 0.6249
20 3 20 600 0.0295 0.2779 0.3483 0.3444 0.3074 0.6262
40 3 40 150 0.1185 0.2936 0.2487 0.3292 0.4121 0.5423
50 3 50 96 0.1308 0.2719 0.2602 0.3371 0.4027 0.5321

Notes: Fractions [a]–[d] (adjusted R2 statistics, R2
a ): [a] ¼ variation explained by the

environmental variables and not spatially structured, [b] ¼ variation explained by the
environmental variables and spatially structured, [c] ¼ spatially structured variation not
explained by the environmental variables, [d]¼ residual variation. Fraction [b] is the intersection
(not the interaction) of the amounts of variation explained by linear models of the two
explanatory tables. Topographic variables used to compute fraction [aþ b]: altitude, convexity,
and slope were represented by third-degree polynomials; aspect was represented by sin(aspect)
and cos(aspect). Principal coordinates of neighbor matrices (PCNM) eigenfunctions were the
explanatory variables used to compute fraction [bþ c].
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variables, corresponded mostly to broad-scaled spatial

structures (PCNMs #1–25: R2
a ¼ 0.565), whereas

fraction [c] corresponded to a mixture of broad- and

finer-scaled structures (PCNMs 1–175, in blocks 1–7,

had R2
a . 0).

Interpretation of the canonical axes, 203 20 m cells.—

Partitioning richness variation among the groups of

topographic variables shows the dominant effect of

altitude and convexity: the altitude set of three mono-

mials accounts for 8.4% of the richness variation (semi-

partial R2) and the convexity set for 11.6%, whereas the

other two sets account for very little (slope set 2.5%,

aspect set 0.2%). Species richness is negatively correlated

with altitude (r¼�0.086) and convexity (r¼�0.388) and
positively correlated with slope (r¼ 0.204), meaning that

richness is higher at lower altitude and on sloping ground

that is not strongly convex. The map of the fitted values

of fraction [aþb] of richness (Fig. 4b) reflects the pattern

of valleys which can be seen in Fig. 1b, c, and the highest

values of richness are at low altitude (Fig. 1a).

For the analysis of species composition in 20 3 20 m

cells, Fig. 5 shows the maps of the fitted values of the six

most significant canonical axes corresponding to the

total explained variation [a þ b þ c], the topographic

variation [aþ b], and the spatially structured fraction [c]

unexplained by the topographic variables. In the case of

[aþ bþ c] and for the 20 3 20 m cells, axis 1 is strongly

correlated with the three monomials of altitude (multiple

R2¼0.533) and convexity (multiple R2¼0.217). Axis 2 is

more weakly correlated with altitude (multiple R2 ¼

FIG. 2. Among the 339 principal coordinates of neighbor matrices (PCNM) eigenfunctions, those that were selected by forward
selection are represented by square dots. (a) For species richness, most of the 66 selected PCNMs are among the first 100 (first row).
(b) For community composition, most of the 179 selected PCNMs are among the first 180 (first two rows). Fifty-six PCNMs are
common to the two lists.

PIERRE LEGENDRE ET AL.668 Ecology, Vol. 90, No. 3



0.218) and convexity (multiple R2 ¼ 0.147). Axis 3 is

correlated with convexity (multiple R2 ¼ 0.105). The

slope and aspect sets of monomials are weakly

correlated with these three axes. The main north–south

crest of the plot, which has special vegetation types,

stands out in the maps of these axes (Fig. 5a–c). Several

species are associated with altitude: 11 species have their

variance fitted at 30% or more by the canonical axes that

are linear combinations of the three monomials of

altitude; of these species, Camellia chekiang-oleosa

(abbreviation in Appendix A: CamChe), Corylopsis

glandulifera var. hypoglauca (CorGla), Lyonia ovalifolia

var. hebecarpa (LyoOva), Quercus serrata var. brevipe-

tiolata (QueSer), Rhododendron mariesii (RhoMar),

Rhododendron simsii (RhoSim), Schima superba

(SchSup) are positively correlated and Adinandra

millettii (AdiMil), Elaeocarpus japonicus (ElaJap), Ma-

chilus grijsii (MacGri), Tarenna mollissima (TarMol) are

negatively correlated with altitude. Other species are

associated with convexity (three species have their

variance fitted at 20% or more by the canonical axes

that are linear combinations of the three monomials of

convexity: Pinus massoniana (PinMas) and Quercus

serrata var. brevipetiolata (QueSer) are positively corre-

lated and Camellia fraterna (CamFra) is negatively

correlated with convexity.

Because fraction [a þ b] is fitted to the topographic

variables, one can look for relationships with these
variables in Fig. 5d, e. Axis 1 is strongly correlated with

altitude (multiple R2¼ 0.515) and convexity (multiple R2

¼ 0.210). Axis 2 is correlated with altitude (multiple R2¼
0.270) and convexity (multiple R2 ¼ 0.124). Axis 3 is

more lightly correlated with altitude (multiple R2 ¼
0.111) and convexity (multiple R2 ¼ 0.193). The slope
and aspect sets of monomials are weakly correlated with

these three axes. Fig. 5f shows canonical axis 1 and

fraction [c]. Fraction [c] represents spatially structured
variation that is not explained by the present set of

topographic variables; it is thus unrelated to these

variables. The multiple correlation of that axis with the
11 topographic monomials is zero.

Habitat types, 20 3 20 m cells.—Multivariate regres-

sion tree analysis (MRT) produced five groups (habitat
types); they are presented on a map of the plot in Fig. 7.

Groups 1 and 2 are separated from groups 3–5 by the

altitude breakpoint of 196.6 m above the lowest corner
of the plot (or 642.9 m above sea level); groups 1 and 2

are found in the lower portions of the plot. Group 1 (n1
¼ 237), in the valleys, is separated from group 2 (n2 ¼

FIG. 3. Variation partitioning results. The two figure panels show Venn diagrams representing the partition of the variation of
(a) species richness and (b) community composition, between two sets of explanatory variables: topographic variables (left circle)
and PCNM eigenfunctions (right circle). Each box represents 100% of the variation in the corresponding response variable (a,
species richness) or data table (b, species data Y). The reported fractions (names as in Table 1) are adjusted R2 statistics (R2

a ).
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269), on the mid-altitude ridges, by a breakpoint in the

convexity variable at 0.585. Group 5 (n5 ¼ 44) contains

the most convex cells (convexity � 3.3); groups 3 and 4

occupy the less convex high-altitude cells. Group 3 (n3¼
42) contains cells located in lower altitude than group 4

(n4¼ 8) (breakpoint at altitude 236.5 m above the lowest

corner of the plot, or 682.8 m above sea level).

The nine species that are statistically significant

indicators of habitat types 1, 4, and 5 are presented in

Appendix B. No statistically significant indicator species

were found for habitat types 2 and 3.

DISCUSSION

The answer to the question about how beta diversity is

maintained in a community depends on our ability to

decompose the variation of diversity into the contribu-

tions of different processes affecting it. Such processes

are potentially numerous (e.g., life history traits,

reproductive and dispersal behavior, soil properties,

climatic variation, etc.), depending on the mechanisms

of interest in a study and data availability. The purpose

of our study was to show that environmental control

was not diametrically opposed to the mechanisms,

including neutral, that generate fine-scaled spatial

variation unexplained by the environmental variables

acting at broad scales. Our results showed that the two

types of processes actually worked together, side by side,

to regulate beta diversity in the Gutian forest plot.

In the present study, we focused on identifying the

effects of topography as well as the spatially structured

processes that do not covary with topography. The

Gutian plot has the roughest terrain among all the plots

that have so far been mapped in tropical forests, and

also in non-tropical areas of China. Topography should

contribute significantly to our understanding of how

diversity is maintained on such a terrain.

Spatial scale (cell size)

PCNM analysis provided a powerful tool for analyz-

ing the spatial variation in species composition (beta

diversity) in the Gutian plot. The PCNM results have

shown that the magnitudes of spatial variation of

richness on the one hand and community composition

on the other are very similar (Fig. 3). In both cases, the

dominant structure is broad-scaled (Fig. 2) even though

the terrain is highly variable. Because community

composition is a less synthetic description of forest cells

than richness, it is more powerful for detecting

significant relationships with PCNM variables (179

significant PCNMs for community composition com-

pared to 66 for richness), but the 66 richness-related

PCNMs are largely a subset of the 179 community-

related PCNMs; the two lists have 56 PCNM variables

in common. This indicates that the unmeasured spatially

structured variables explaining richness also contribute

to the explanation of the variation in species composi-

tion.

A striking finding of our scaling analysis (Table 1) is

that the total proportion of explained variation (or

complementarily the total unexplained variation, frac-

tion [d]) in species richness and community composition

is nearly invariant to changes in sampling scale (cell

size). This is due to the scale-dependent tradeoff between

environmental-control effects (fraction [a þ b]) and the

effect of unobserved variables, including neutral pro-

FIG. 4. Maps of the study plot showing fractions of
variation of richness represented by the fitted values of three
multiple regressions. There are five levels of gray scale in each
panel: (a) [a þ b þ c], fitted values of the regression on the
topographic variables and PCNM base functions; (b) fraction [a
þb], fitted values of the regression on the topographic variables
alone; (c) fraction [c], fitted values of the regression on PCNM
base functions while controlling for the topographic variables.
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cesses, whose effects come out in the pure spatial

structure [c]. The increase in cell size homogenizes

(‘‘averages’’) the effect of topographic variables in

individual cells, thus increasing fraction [a]. In contrast,

the spatially structured variation ([bþ c]) decreases with

scale (cell size). That decrease is due to the fact that as

cell size increases above 20 3 20 m, the PCNMs are

reduced in numbers from 339 for 20 3 20 m cells to 84

for 40340 m cells and 55 for 50350 m cells. The broad-

scaled PCNMs remain the same, but the PCNMs

computed for large cell sizes capture less and less of

the intermediate-scale spatial variation, which is impor-

tant to explain the overall variation of the vegetation

data (Fig. 2).

Environmental control and neutral processes

A large portion (;60%) of the variation of species

richness and community composition in the Gutian plot

is determined by topography and the PCNMs (Fig. 3).

This portion can be further divided into purely

FIG. 5. Maps of the fitted values of the six most significant canonical axes (a–f ) corresponding to the total explained variation
in richness [a þ b þ c], the topographic variation [a þ b], and the spatially structured fraction [c] unexplained by the presently
available topographic variables.
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topographic variation ([a]), the spatially structured

variation ([c]), and a combination of the two ([b]). It is

not surprising to see that much of the topographic

variation is spatially structured because of the strong

south–north altitudinal gradient of the plot and the

obvious spatial patterns in convexity, slope, and aspect

(Fig. 1). It is a salient feature that the spatially

structured component ([b þ c]) explains such a large

proportion of variation in community composition (58%

and 63% in Fig. 3a, b). Component [c] represents the

contributions of unobserved variables that are not

correlated with topography but are spatially structured

plus the spatially structuring effect of community

dynamics. They include soil properties as well as other

habitat and ecological mechanisms such as directional

dispersal of propagules.

It is important to note that about 40% of the variation

is undetermined (fraction [d] in Fig. 3). Several reasons

may be invoked to explain this high proportion of

unaccounted variation, e.g., other nonspatially struc-

tured biological or environmental factors that were not

measured in the field. Another plausible explanation is

that it may be due to stochastic processes. The latter

explanation has theoretical connection to the neutral

theory of macroecology which assumes that the dynam-

ics of populations are primarily driven by ecological

drift and dispersal, with or without limitation, and are

not habitat dependent. Dispersal has a spatial signature

and produces variation in fractions [c] and [d] whereas

the effect of drift comes out in fraction [d]. It is likely

that the variation decomposition shown in Fig. 3 will be

altered if other environmental (e.g., soil chemistry) or

biological (e.g., species traits) variables are recorded and

included in the analysis (John et al. 2007). However,

given the complexity of the topography of the plot, we

suspect this would not change the finding that stochastic

variation is a significant component of the Gutian plot.

This prediction remains to be tested; we are currently

sampling soil data for that purpose.

In summary, our results suggest that both determin-

istic (topography and other spatially structured envi-

ronmental variables) and stochastic processes are

substantial determinants of the distribution of the tree

diversity in the Gutian plot. This general result seems

robust to the effect of the spatial scale of observation

FIG. 6. Adjusted R2 of the explanation provided by
successive blocks of PCNM eigenfunctions for the variation
captured by fractions [aþ b] and [c] of the species composition
for 20 3 20 m cells. Block 1, PCNMs numbered 1–25, etc.;
Block 14, the last 14 PCNMs, numbered 326–339.

FIG. 7. Map of the 20 3 20 m cells classified into five habitat types (groups 1–5 in different shades of gray) by multivariate
regression tree analysis.
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(Table 1). Overall, the variation accounted for by

topography ([a þ b]) increases with mapping scales,

whereas the purely spatially structured variation ([c]),

which is a signature of neutral processes and the

undetermined variation, decreases, as expected by the

homogenizing effect of large cells.

The topographic factors that control richness and

species composition are similar, with altitude and

convexity playing dominant roles, and slope and aspect

playing weak roles. The results reported in Fig. 6 show,

however, that environmental control (fraction [a þ b])

was correlated to PCNM eigenfunctions describing

broader scales than fraction [c] which corresponds to

unmeasured environmental variables and neutral pro-

cesses. These two sources of variation cannot be

distinguished at the present time.

Habitat types and indicator species

The Gutian plot can be divided into five habitat types

in terms of topographic variation, with the valleys and

ridges characterizing the plot (corresponding to habitats

1 and 2 in Fig. 6). It is, however, interesting to observe

that these types may or may not represent distributions

of unique species composition. For example, two species

are found to be statistically significant indicators of the

valleys (Fig. 6, Appendix B), but no species are good

indicators of the ridges. This result is different from that

of Barro Colorado Island BCI which was classified by

Harms et al. (2001) into six habitat types, with many

species found to have strong habitat associations. An

explanation for the lack of species–habitat association in

some habitats is that the forest is largely secondary and

was disturbed about 50 years ago; the northeast part of

the plot was once burned.

MRT habitat type 1 in the low valleys is significantly

correlated with hygrophilous and shade-tolerant species,

such as Camellia fraterna and Neolitsea aurata var.

chekiangensis, whereas low ridges (habitat type 2) are

always characterized by species such as Schima superba,

Castanopsis eyrei, Pinus massoniana, and similar species

(these were not, however, statistically significant indica-

tors, Appendix B). The cells around high slopes (habitat

types 4 and 5, which include part of the high ridges) were

severely disturbed by fire in the 1960s. As a result, the

average diameter at breast height of individuals in these

disturbed habitats is much smaller; the individuals are

also denser than in other habitats. Therefore the forest

in the high slopes (habitat type 4) is significantly

correlated with pioneer species, such as Quercus serrata

var. brevipetiolata, Lyonia ovalifolia var. hebecarpa, and

Rhododendron mariesii. Sometimes the forest on ridges

(habitat types 4 and 5) and especially on high ridges

(habitat type 5), was more easily disturbed by fire caused

by lightning strokes at the local scale; parts of the high

ridges were also disturbed by fire around high slopes.

Therefore, the vegetation on high ridges (habitat type 5)

is significantly correlated with disturbance-related spe-

cies such as Albizia kalkor, Lindera reflexa, and

Platycarya strobilacea, and is also indicated by Sorbus

folgneri which grows along high-elevation ridge. The

mid-slope (habitat type 3) is the transitional area

between high ridges and low valleys and ridges; no

species was found to be indicative of this habitat, but

most species can grow in that habitat.

Future work

The method of analysis described in this paper will be

used to compare permanent broad-scale stem-mapped

forest plots throughout the world, from different regions

and latitudes. These comparisons will allow us to study

spatial macroecological patterns of tree species along the

latitudinal gradient and test biodiversity theories about

the mechanisms that are important for the maintenance

of biodiversity. The comparisons will focus on impor-

tant questions such as the degree of neutrality of each

forest and the factors controlling beta diversity: are they

the same everywhere, or do they differ with region and

latitude? We will also be able to determine if soil

chemistry data, where available, are correlated and thus

redundant with the topographic variables or if they

bring additional information to explain beta diversity.
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APPENDIX A

Latin names of the 49 families and 159 species found in the Gutianshan plot (Ecological Archives E090-046-A1).

APPENDIX B

Indicator values for the nine significant species found in three multivariate regression tree (MRT) groups, and distribution maps
of individuals of those species (Ecological Archives E090-046-A2).

SUPPLEMENT

R-language code to compute the coordinates of the Gutianshan plot cells for the various cell sizes used in the paper, plot maps
indicating cell positions, compute PCNM eigenfunctions, and plot maps of all PCNM eigenfunctions (Ecological Archives E090-
046-S1).
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APPENDIX A 

Ecological Archives E090-046-A1 

SPECIES LIST OF THE GUTIANSHAN FOREST PLOT, CHINA 
 
Chinese and Latin names of the 49 families and 159 species found in the Gutianshan plot. The 
parenthesis contains the species name abbreviation as well as the number of individuals 
(n. ind. =). The nomenclature follows Zheng (2005). 
 
1. 松科  Pinaceae 
  (1) 马尾松 Pinus massoniana Lamb. (PinMas, n. ind. = 2061) 
2. 杉科  Taxodiaceae 
  (2) 杉木 Cunninghamia lanceolata (Lamb.) Hook. (CunLan, n. ind. = 9) 
3. 杨梅科  Myricaceae 
  (3) 杨梅 Myrica rubra Sieb. et Zucc. (MyrRub, n. ind. = 907) 
4. 胡桃科  Juglandaceae 
  (4) 化香 Platycarya strobilacea Sieb. et Zucc. (PlaStr, n. ind. = 89) 
5. 桦木科  Betulaceae 
  (5) 雷公鹅耳枥 Carpinus viminea Wall. (CarVim, n. ind. = 6) 
6. 壳斗科  Fagaceae 
  (6) 米槠 Castanopsis carlesii (Hemsl.) Hayata (CasCar, n. ind. = 83) 
  (7) 甜槠 Castanopsis eyrei (Champ. ex Benth.) Tutch. (CasEyr, n. ind. = 12405) 
  (8) 栲树 Castanopsis fargesii Franch. (CasFar, n. ind. = 1231) 
  (9) 钩栲(钩栗) Castanopsis tibetana Hance (CasTib, n. ind. = 258) 
  (10) 青冈(青冈栎) Cyclobalanopsis glauca (Thunb.) Oerst. (CycGla, n. ind. = 1620) 
  (11) 小叶青冈(岩青冈) Cyclobalanopsis gracilis (Rehd. et Wils.) Cheng et T. Hong (CycGra, 

n. ind. = 7) 
  (12) 细叶青冈(青栲) Cyclobalanopsis myrsinaefolia (Bl.) Oerst. (CycMyr, n. ind. =375) 
  (13) 石栎 Lithocarpus. glaber (Thunb.) Nakai (LitGla, n. ind. = 1313) 
  (14) 短柄枹(短柄枹栎) Quercus serrata Thunb. var. brevipetiolata (Alph. DC.) Nakai (QueSer, 

n. ind. = 3508) 
  (15) 乌冈栎 Quercus phillyraeoides A. Gray (QuePhi, n. ind. = 10) 
7. 榆科  Ulmaceae 
  (16) 紫弹树(黄果朴) Celtis biondii Pamp. (CelBio, n. ind. = 24) 
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8. 桑科  Moraceae 
  (17) 葨芝(构棘) Maclura cochinchinensis (Lour.) Corner kudo et Masam. (MacCoc, 

n. ind. = 7) 
  (18) 天仙果 Ficus erecta Thunb. var. beecheyana (Hook. et Arn.) King (FicEre, n. ind. = 7) 
9. 小檗科  Berberidaceae 
  (19) 阔叶十大功劳 Mahonia bealei (Fort.) Carr. (MahBea, n. ind. = 3) 
10. 木兰科  Magnoliaceae 
  (20) 黄山木兰 Magnolia cylindrica Wils. (MagCyl, n. ind. = 16) 
  (21) 乳源木莲 Manglietia yuyuanensis Law (ManYuy, n. ind. = 16) 
  (22) 野含笑 Michelia skinnneriana Dunn (MicSki, n. ind. = 243) 
  (23) 披针叶茴香(披针叶八角、莽草、红毒茴) Illicium lanceolatum A. C. Smith (IllLan, 

n.  ind. = 51) 
11. 蜡梅科  Calycanthaceae 
  (24) 柳叶蜡梅 Chimonanthus salicifolius S. Y. Hu (ChiSal, n. ind. = 7835) 
12. 樟科  Lauraceae 
  (25) 浙江樟 Cinnamomum chekiangense Nakai (CinChe, n. ind. = 319) 
  (26) 香桂(细叶香桂) Cinnamomum subavenium Miq. (CinSub, n. ind. =1958) 
  (27) 乌药 Lindera aggregata (Sims) kosterm. (LinAgg, n. ind. = 13) 
  (28) 山胡椒 Lindera glauca (Sieb. et Zucc.) Bl. (LinGla, n. ind. = 34) 
  (29) 山橿 Lindera reflexa Hemsl. (LinRef, n. ind. = 53) 
  (30) 豹皮樟 Litsea coreana Levl. var. sinensis (Allen) Yang et P. H. Huang (LitCor, 

n. ind. = 585) 
  (31) 山鸡椒(山苍子) Litsea cubeba (Lour.) Pers. (LitCub, n. ind. = 17) 
  (32) 黄丹木姜子 Litsea elongata (Wall. ex Nees) Benth. et Hook.f. (LitElo, n. ind. = 44) 
  (33) 黄绒润楠 (黄桢楠) Machilus grijsii Hance (MacGri, n. ind. = 449) 
  (34) 华东楠(薄叶润楠) Machilus leptophylla Hand.-Mazz. (MacLep, n. ind = 1) 
  (35) 刨花楠 Machilus pauhoi Kanehira (MacPau, n. ind. = 2) 
  (36) 红楠 Machilus thunbergii Sieb. et Zucc. (MacThu, n. ind. = 1384) 
  (37) 浙江新木姜子 Neolitsea aurata (Hayata) Koidz. var. chekiangensis (Nakai) Yang et P. H. 

Huang (NeoAur, n. ind. = 9098) 
  (38) 檫木 Sassafras tzumu (Hemsl.) Hemsl. (SasTzu, n. ind. = 4) 
13. 虎耳草科  Saxifragaceae 
  (39) 中国绣球 Hydrangea chinensis Maxim. (HydChi, n. ind. = 58) 
  (40) 长圆叶鼠刺(矩形叶鼠刺、牛上桐) Itea oblonga Hand.-Mazz. (IteObl, n. ind. = 1334) 
14. 海桐花科  Pittosporaceae 
  (41) 海金子(崖花海桐) Pittosporum illicioides Makino (PitIll, n. ind. = 52) 
15. 金缕梅科  Hamamelidaceae 
  (42) 灰白蜡瓣花 Corylopsis glandulifera Hemsl. var. hypoglauca (Cheng) H.T. Chang 

(CorGla, n. ind. = 3343) 
  (43) 杨梅叶蚊母树 Distylium myricoides Hemsl. (DisMyr, n. ind. = 3466) 
  (44) 枫香 Liquidambar formosana Hance (may include 含缺萼枫香 L. acalycina H.T. Chang) 

(LiqFor, n. ind. = 38) 
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  (45) 檵木 Loropetalum chinense (R. Br.) Oliv. (LorChi, n. ind. = 4461) 
16. 蔷薇科  Rosaceae 
  (46) 尖嘴林檎(光萼林檎) Malus leiocalyca S. Z. Huang (MalLei, n. ind. = 161) 
  (47) 中华石楠 Photinia beauverdiana Schneid. (PhoBea, n. ind. = 34) 
  (48) 光叶石楠 Photinia glabra (Thrnb.) Maxim. (PhoGla, n. ind. = 780) 
  (49) 小叶石楠 Photinia parvifolia (Pritz.) Schneid. (PhoPar, n. ind. = 39) 
  (50) 石楠 Photinia serrulata Lindl. (PhoSer, n. ind. = 18) 
  (51) 浙闽樱 Prunus schneideriana Koehne (may include 迎春樱 Prunus discoidea Yü et Li) 

(PruSch, n. ind. = 46) 
  (52) 刺叶桂樱 Prunus spinulosa Sieb. et Zucc. (PruSpi, n. ind. = 43) 
  (53) 石斑木 Raphiolepis indica (Linn.) Lindl. (may include 含大叶石斑木 R. major Card.) 

(RapInd, n. ind. = 1993) 
  (54) 掌叶覆盆子 Rubus chingii Hu (RubChi, n. ind. = 2) 
  (55) 石灰花楸 Sorbus folgneri (Schneid.) Rehd. (SorFol, n. ind. = 420) 
17. 豆科  Leguminosae 
  (56) 山合欢 Albizia kalkora (Roxb.) Prain (AlbKal, n. ind. = 454) 
  (57) 黄檀 Dalbergia hupeana Hance (DalHup, n. ind. = 261) 
  (58) 美丽胡枝子 Lespedeza Formosa (Vog.) Koehne (LesFor, n. ind. = 2) 
18. 芸香科  Rutaceae 
  (59) 臭辣树 Evodia fargesii Dode (EvoFar, n. ind. =12) 
  (60) 岭南花椒 Zanthoxylum austrosinense Huang (ZanAus, n. ind. = 3) 
19. 苦木科  Simaroubaceae  
  (61) 苦木 Picrasma quassioides (D. Don.) Benn. (PicQua, n. ind. = 6) 
20. 大戟科  Euphorbiaceae 
  (62) 酸味子 Antidesma japonicum Sieb. et Zucc. (AntJap, n. ind. = 13) 
  (63) 算盘子 Glochidion puberum (Linn.) Hutch. (GloPub, n. ind. = 14) 
  (64) 青灰叶下珠 Phyllanthus glaucus Wall. ex Muell.-Arg. (PhyGla, n. ind. = 2) 
  (65) 白木乌桕(白乳木) Sapium japonicum (Sieb. et Zucc) Pax et Hoffm. (SapJap, n. ind. = 5) 
  (66) 木油桐 Vernicia montana Lour. (VerMon, n. ind. = 1) 
21. 交让木科  Daphniphyllaceae 
  (67) 虎皮楠 Daphniphyllum oldhamii (Hemsl.) Rosenth. (DapOld, n. ind. = 2716) 
22. 漆树科  Anacardiaceae 
  (68) 南酸枣 Choerospondias axillaris (Roxb.) Burtt et Hill (ChoAxi, n. ind. = 16) 
  (69) 白背麸杨 Rhus hypoleuca Champ. ex Benth. (RhuHyp, n. ind. = 199) 
  (70) 野漆树(野漆) Toxicodendron succedaneum (Linn.) O. Kuntze (ToxSuc, n. ind. = 335) 
23. 冬青科Aquifoliaceae 
  (71) 厚叶冬青 Ilex elmerrilliana S. Y. Hu (IleElm, n. ind. = 402) 
  (72) 榕叶冬青 I. ficoidea Hemsl. (IleFic, n. ind. = 409) 
  (73) 大叶冬青 I. latifolia Thunb. (IleLat, n. ind. = 80) 
  (74) 木姜叶冬青 I. litseaefolia Hu et Tang (IleLit, n. ind. = 156) 
  (75) 小果冬青 I. micrococca Maxim. (IleMic, n. ind. = 26) 
  (76) 毛冬青 I. pubescens Hook. et Arn. (IlePub, n. ind. =105) 



 Appendices and supplement, p. 4 

  (77) 冬青 I. chinensis Sims (IleChi, n. ind. = 303) 
  (78) 铁冬青 I. rotunda Thunb. (IleRot, n. ind. = 197) 
  (79) 香冬青 I. suaveolens (Lévl.) Loes. (IleSua, n. ind. = 55) 
  (80) 尾叶冬青 I. wilsonii Loes. (IleWil, n. ind. = 31) 
24. 卫矛科  Celastraceae 
  (81) 矩叶卫矛(矩圆叶卫矛) Euonymus oblongifolius Loes. et Rehd. (EuoObl, n. ind. = 14) 
  (82) 大果卫矛 E. myrianthus Hemsl. (EuoMyr, n. ind. = 1) 
  (83) 肉花卫矛 E. carnosus Hemsl. (EuoCar, n. ind. = 18) 
25. 省沽油科  Staphyleaceae 
  (84) 野鸦椿 Euscaphis japonica (Thunb.) Kanitz (EusJap, n. ind. = 114) 
26. 槭树科  Aceraceae 
  (85) 紫果槭 Acer cordatum Pax (AceCor, n. ind. = 541)  
  (86) 橄榄槭 A. olivaceum Fang et P. L. Chiu (AceOli, n. ind. = 3) 
  (87) 三峡槭 A. wilsonii Rehd. (AceWil, n. ind. = 1) 
27. 清风藤科  Sabiaceae 
  (88) 垂枝泡花树 Meliosma flexuosa Pamp. (MelFle, n. ind. = 12) 
  (89) 红枝柴 M. oldhamii Maxim. (MelOld, n. ind. = 1146) 
28. 鼠李科  Rhamnaceae 
  (90) 光叶毛果枳椇 Hovenia trichocarpa Chun et Tsiang var. rubusta (Nakai et Y. Kimura ) Y. 

L. Chen et P. K. Chou (HovTri, n. ind. = 4) 
  (91) 长叶冻绿(长叶鼠李) Rhamnus crenata Sieb. et Zucc. (RhaCre, n. ind. = 54) 
29. 杜英科  Elaeocarpaceae 
  (92) 华杜英 Elaeocarpus chinensis (Gardn. et Champ.) Hook. f. ex Benth. (ElaChi, n. ind. = 22) 
  (93) 杜英 E. decipiens Hemsl. (ElaDec, n. ind. = 566) 
  (94) 薯豆 E. japonicus Sieb. et Zucc. (ElaJap, n. ind. = 228) 
  (95) 猴欢喜 Sloanea sinensis (Hance) Hemsl. (SloSin, n. ind. = 43) 
30. 椴树科  Tiliaceae 
  (96) 浆果椴 Tilia endochrysea Hand.-Mazz. (TilEnd, n. ind. =1) 
31. 梧桐科  Sterculiaceae 
  (97) 密花梭罗(密花梭罗树) Reevesia pycnantha Ling (ReePyc, n. ind. = 25) 
32. 山茶科  Theaceae 
  (98) 黄瑞木 Adinandra millettii (Hook. et Arn.) Benth et Hook. f. (AdiMil, n. ind. = 664) 
  (99) 浙江红山茶(浙江红花油茶) Camellia chekiang-oleosa Hu (CamChe, n. ind. = 8314) 
  (100) 毛花连蕊茶 C. fraterna Hance (CamFra, n. ind. = 4134) 
  (101) 尖连蕊茶 C. cuspidata (Kochs) Wright ex Gard. (CamCus, n. ind. = 29) 
  (102) 红淡比(杨桐) Cleyera japonica Thunb. (CleJap n. ind. = 484) 
  (103) 细枝柃 Eurya loquaiana Dunn (EurLoq, n. ind. = 19) 
  (104) 格药柃(隔药柃) E. muricata Dunn (EurMur, n. ind. = 6610) 
  (105) 窄基红褐柃 E. rubiginosa H. T. Chang var. attenuata H. T. Chang (EurRub, 

n. ind. = 2769) 
  (106) 木荷 Schima superba Gardn. et Champ. (SchSup, n. ind. = 8514) 
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  (107) 厚皮香 Ternstroemia gymnanthera (Wight et Arn. ) Sprague (may include 含亮叶厚皮香 
T. nitida Merr.) (TerGym, n. ind. = 3175) 

  (108) 小果石笔木 Tutcheria microcarpa Dunn (TutMic, n. ind. = 35) 
33. 大风子科  Flacourtiaceae 
  (109) 山桐子 Idesia polycarpa Maxim. (IdePol, n. ind. = 28) 
  (110) 柞木 Xylosma racemosum (Sieb. et Zucc.) Miq. (XylRac, n. ind. = 1) 
34. 瑞香科  Thymelaeaceae 
  (111) 北江荛花 Wikstroemia monnula Hance (WikMon, n. ind. = 56) 
35. 蓝果树科  Nyssaceae 
  (112) 蓝果树 Nyssa sinensis Oliv. (NysSin, n. ind. = 7) 
36. 八角枫科  Alangiaceae 
  (113) 毛八角枫 Alangium kurzii Craib (AlaKur, n. ind. =33) 
37. 桃金娘科  Myrtaceae 
  (114) 赤楠 Syzygium buxifolium Hook. et Arn. (SyzBux, n. ind. = 3427) 
38. 五加科  Araliaceae 
  (115) 楤木 Aralia chinensis Linn. (AraChi, n. ind. = 15) 
  (116) 树参 Dendropanax dentiger (Harms) Merr. (DenDen, n. ind. = 4) 
39. 山茱萸科  Cornaceae 
  (117) 四照花 Dendrobenthamia japonica (DC.) Fang var. chinensis (Osborn) Fang (DenJap, 

n. ind. = 1) 
40. 杜鹃花科  Ericaceae 
  (118) 毛果南烛 Lyonia ovalifolia (Wall.) Drude var. hebecarpa (Franch.ex Forb. et Hemsl.) 

Chun (LyoOva, n. ind. = 419) 
  (119) 美丽马醉木 Pieris formosa (Wall.) D. Don (PieFor, n. ind. = 1259) 
  (120) 马醉木 P. japonica (Thunb.) D. Don ex G. Don (PieJap, n. ind. = 2) 
  (121) 麂角杜鹃 Rhododendron latoucheae Franch. (RhoLat, n. ind. = 2805) 
  (122) 满山红 R. mariesii Hemsl. et Wils. (RhoMar, n. ind. = 1741) 
  (123) 马银花 R. ovatum (Lindl.) Planch. ex Maxim. (RhoOva, n. ind. = 10791) 
  (124) 映山红(杜鹃) R. simsii Planch. (RhoSim, n. ind. = 4810) 
  (125) 乌饭树(乌饭) Vaccinium bracteatum Thunb. (VacBra, n. ind. = 2326) 
  (126) 短尾越橘(小叶乌饭) V. carlesii Dunn (VacCar, n. ind. = 1803) 
  (127) 江南越橘(米饭花) V. mandarinorum Diels (VacMan, n. ind. = 2232) 
41. 紫金牛科  Myrsinaceae 
  (128) 朱砂根 Ardisia crenata Sims (ArdCre, n. ind. = 2) 
42. 柿树科  Ebenaceae 
  (129) 浙江柿 Diospyros glaucifolia Metc. (DioGla, n. ind. = 140) 
  (130) 罗浮柿 D. morrisiana Hance (DioMor, n. ind. = 53) 
43. 山矾科  Symplocaceae 
  (131) 薄叶山矾 Symplocos anomala Brand (SymAno, n. ind. = 253) 
  (132) 山矾 S. sumuntia Buch.-Ham. ex D. Don (SymSum, n. ind = 56) 
  (133) 白檀 S. paniculata (Thunb.) Miq. (SymPan, n. ind. = 9) 
  (134) 四川山矾 S. setchuensis Brand (SymSet, n. ind. = 17) 
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  (135) 老鼠矢 S. stellaris Brand (SymSte, n. ind. = 629) 
44. 野茉莉科  Styracaceae 
  (136) 拟赤杨(赤杨叶) Alniphyllum fortunei (Hemsl.) Makino (AlnFor, n. ind. = 247) 
  (137) 垂珠花 Styrax dasyanthus Perk. (may include 可能含赛山梅 S. confusus Hemsl. and 

和白花龙 S. faberi Perk.) (StyDas, n. ind. = 113) 
  (138) 红皮树 S. suberifolius Hook. et Arn. (StySub, n. ind. = 3) 
  (139) 郁香安息香(郁香野茉莉) S. odoratissimus Champ. (StyOdo, n. ind. = 537) 
45. 木犀科  Oleaceae 
  (140) 尖叶白蜡树 Fraxinus szaboana Lingelsh. (FraSza, n. ind = 513) 
  (141) 宁波木犀(华东木犀) Osmanthus cooperi Hemsl. (OsmCoo, n. ind = 185) 
46. 紫草科  Boraginaceae 
  (142) 厚壳树 Ehretia acuminata R. Br. (EhrAcu, n. ind. =1) 
47. 马鞭草科  Verbenaceae 
  (143) 紫珠(珍珠枫) Callicarpa bodinieri Lévl. (CalBod, n. ind. = 3) 
  (144) 老鸦糊 C. giraldii Hesse ex Rehd. (CalGir, n. ind. = 2) 
  (145) 红紫珠 C. rubella Lindl. (CalRub, n. ind. = 1) 
  (146) 大青 Clerodendrum cyrtophyllum Turcz. (CleCyr, n. ind. = 28) 
  (147) 海州常山 C. trichotomum Thunb. (CleTri, n. ind. = 3) 
  (148) 豆腐柴 Premna microphylla Turcz. (PreMic, n. ind. = 21) 
48. 茜草科Rubiaceae 
  (149) 栀子 Gardenia jasminoides Ellis (GarJas, n. ind. = 204) 
  (150) 日本粗叶木 Lasianthus japonicus Miq. (may include 可能含榄绿粗叶木 L. japonicus 

var. lancilimbus (Merr.) Lo) (LasJap, n. ind. = 14) 
  (151) 海南槽裂木 Pertusadina hainanensis (How) Ridsdale (PerHai, n. ind. = 75) 
  (152) 茜树(山黄皮) Aidia cochinchinensis Lour. (AidCoc, n. ind. = 9) 
  (153) 鸡仔木 Sinoadina racemosa (Sieb. et Zucc.) Ridsdale (SinRac, n. ind. = 10) 
  (154) 密毛乌口树(白花苦灯笼) Tarenna mollissima (Hook. et Arn.) Robins. (TarMol, 

n. ind. = 146) 
  (155) 狗骨柴 Diplospora dubia (Lindl.) Masam. (DipDub, n. ind. = 93) 
49. 忍冬科  Caprifoliaceae 
  (156) 宜昌荚蒾 Viburnum erosum Thunb. (VibEro, n. ind. = 352) 
  (157) 具毛常绿荚蒾(毛枝常绿荚蒾) V. sempervirens K. Koch var. trichophorum Hand.-Mazz. 

(VibSem, n. ind = 3) 
  (158) 茶荚蒾(饭汤子) V. setigerum Hance (VibSet, n. ind = 1) 
  (159) 水马桑 Weigela japonica Thunb. var. sinica (Rehd.) Bailey (WeiJap, n. ind = 1) 
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APPENDIX B 

Ecological Archives E090-046-A2 

INDICATOR SPECIES OF THE MRT GROUPS 

 The indicator values for the 9 significant indicator species found in three of the multivariate 
regression tree (MRT) groups (habitats) are presented in Table B1: groups 1, 4, and 5. MRT 
groups 2 and 3 do not have statistically significant indicator species at the Sidak-corrected 5% 
significance level. Fig. B1 shows distribution maps of individuals of those indicator species in (a) 
MRT group 1, (b) group 4, and (c) group 5. 
 

TABLE B1. Indicator values and Sidak-corrected probabilities (Prob) for the species that are 
significant indicators of MRT groups.  

______________________________________________________________________________ 
 
Species name n. ind.† Species Indicator value Prob‡ 
with # in Appendix A  abbreviation (IndVal) 
______________________________________________________________________________ 
 
MRT group 1 
 
 #37 Neolitsea aurata var. chekiangensis 9098 NeoAur 0.399 0.057 
 #100 Camellia fraterna 4134 CamFra 0.455 0.009 
 
MRT group 4 
 
 #14  Quercus serrata var. brevipetiolata 3508 QueSer 0.518 0.033 
 #118  Lyonia ovalifolia var. hebecarpa 419 LyoOva 0.514 0.027 
 #122  Rhododendron mariesii 1741 RhoMar 0.674 0.002 
 
MRT group 5 
 
 #4  Platycarya strobilacea 89 PlaStr 0.375 0.030 
 #29  Lindera reflexa 53 LinRef 0.328 0.033 
 #55  Sorbus folgneri 420 SorFol 0.474 0.034 
 #56  Albizia kalkora 454 AlbKal 0.465 0.027 
______________________________________________________________________________ 
Notes: 
† Number of individuals in the Gutian plot. 
‡ Probability associated with the indicator value of the species in the given MRT group. 



#100 Camellia fraterna#37 Neolitsea aurata var. chekiangensis

#118 Lyonia ovalifolia

#14 Quercus serrata

#122 Rhododendron mariesii

(a) MRT group 1

(b) MRT group 4
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#55 Sorbus folgneri

#4 Platycarya strobilacea #29 Lindera reflexa

#56 Albizia kalkora

(c) MRT group 5

Fig. B1. Distribution, in the Gutian plot, of the species that are statistically sig-
nificant indicators of three of the MRT groups: (a) group 1 (2 species), (b) gro-
up 4 (3 species), and (c) group 5 (4 species). Dot size is proportional to the
DBH of the trees.
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SUPPLEMENT 

Ecological Archives E090-046-S1 

CREATE AND MAP THE PCNM EIGENFUNCTIONS 
 
 This supplement contains R-language code to compute the coordinates of the Gutianshan 
plot cells for the various cell sizes used in the paper, plot maps indicating cell positions, compute 
PCNM eigenfunctions, and plot maps of all PCNM eigenfunctions, with instructions interspersed. 
 
# Load the following functions to the R console. 
 
# Function ‘makeXY’ creates the X and Y coordinates of individual cells  
# for the five cell sizes used in the paper. 
 
makeXY <- function(cell.size=2) 
# 
# Set the value of 'cell.size' for the Gutian plot as follows: 
# For cells of size   cell.size 
#          10 x 10        1 
#          20 x 20        2 
#          40 x 40        3 
#          50 x 50        4 
#         100 x100        5 
{ 
no.cells <- c(2400,600,150,96,24) 
map.size <- matrix(c(60,40,30,20,15,10,12,8,6,4),5,2,byrow=TRUE) 
colnames(map.size) <- c("N.columns","N.rows") 
XY <- matrix(0,no.cells[cell.size],2) 
colnames(XY) <- c("X","Y") 
count <- 1 
for(i in 1:map.size[cell.size,1]) { 
   for (j in 1:map.size[cell.size,2]) { 
      XY[count,1] <- i 
      XY[count,2] <- j 
      count <- count+1 
      } 
   } 
return(XY) 
} 
 
# Function ‘pcnm’ creates PCNM eigenfunctions from a geographic distance 
# matrix among cells. It is part of the 'spacemakeR' library written by  
# Stéphane Dray, Université Claude Bernard Lyon I. 
# To use other functions of 'spacemakeR', load the library from the page  
# http://biomserv.univ-lyon1.fr/~dray/software.php 
 
"pcnm" <- 
function(matdist,thresh=give.thresh(as.dist(matdist))) 
{ 
    matdist <- as.matrix(matdist) 
            mattrunc <- ifelse(matdist >thresh, 4*thresh,matdist) 
    wa.old <- options()$warn 
    options(warn = -1) 
    mypcnm <- cmdscale(mattrunc,k=min(dim(matdist))-1,eig=TRUE) 
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    eq0 <- apply(as.matrix(mypcnm$eig/max((mypcnm$eig))),1,function(x) 
identical(all.equal(x, 0), TRUE)) 
    inf0 <- ifelse(mypcnm$eig<0,TRUE,FALSE) 
    res <- list() 
    res$values <- mypcnm$eig[!(eq0|inf0)] 
    res$vectors <- mypcnm$points[,!(eq0|inf0)] 
    res$vectors <- sweep(res$vectors,2,sqrt(res$values),"/") 
    options(warn = wa.old) 
    return(res) 
} 
 
 
 
### Set the value of parameter 'cell.size' for the chosen cell size 
 
For cells of size 10 x 10 m, set cell.size = 1 
For cells of size 20 x 20 m, set cell.size = 2 
For cells of size 40 x 40 m, set cell.size = 3 
For cells of size 50 x 50 m, set cell.size = 4 
For cells of size 100x100 m, set cell.size = 5 
 
 
### Run the 'makeXY' function to create the file of cell coordinates 
# Example for the set of 20x20 cells -- 
 
XY20 = makeXY(cell.size=2) 
 
### Compute a distance matrix from the file of cell coordinates 
# Example for the set of 20x20 cells -- 
 
XY20.D = dist(XY20) 
 
### Run the 'pcnm' function to obtain the PCNM eigenfunctions. 
# King's connexions (first vertical, horizontal, and diagonal links):  
# the truncation threshold ‘thresh’ is sqrt(2). 
# Example for the set of 20x20 cells -- 
 
Gutian.pcnm20 = pcnm(XY20.D,thresh=1.4143) 
 
# For rook's connexions (vertical and horizontal edges only), use thresh=1 
instead of thresh=sqrt(2). 
 
 
### Plot maps of the points 
 
# For 10 x 10 m cells 
 
plot(XY10[,1], XY10[,2], asp=1, xlab="Easting", ylab="Northing")   
text(XY10[,1], XY10[,2], labels=c(1:2400), pos=3, cex=0.7, offset=0.3)  
mtext(text="2400 cells, 10 m x 10 m", side=1, line=4, cex=1.2, font=1)  
 
# For 20 x 20 m cells 
 
plot(XY20[,1], XY20[,2], asp=1, xlab="Easting", ylab="Northing")   
text(XY20[,1], XY20[,2], labels=c(1:600), pos=3, cex=0.8, offset=0.5)  
mtext(text="600 cells, 20 m x 20 m", side=1, line=4, cex=1.2, font=1)  
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# For 40 x 40 m cells 
 
plot(XY40[,1], XY40[,2], asp=1, xlab="Easting", ylab="Northing")   
text(XY40[,1], XY40[,2], labels=c(1:150), pos=3, cex=0.8, offset=0.5)  
mtext(text="150 cells, 40 m x 40 m", side=1, line=4, cex=1.2, font=1)  
 
# For 50 x 50 m cells 
 
plot(XY50[,1], XY50[,2], asp=1, xlab="Easting", ylab="Northing")   
text(XY50[,1], XY50[,2], labels=c(1:96), pos=3, cex=0.8, offset=0.5)  
mtext(text="96 cells, 50 m x 50 m", side=1, line=4, cex=1.2, font=1)  
 
 
### Plot maps of all PCNM eigenfunctions to a PDF file 
 
# For 10 x 10 m cells: 1351 PCNM base function maps, using grey scales 
 
library(ade4) 
 
pdf(file="PCNM maps, 10x10 cells.pdf",width=15,height=15,family="Times", 
pointsize=20) 
# 
for(i in 1:ncol(Gutian.pcnm10$vectors)) { 
# 
s.value(XY10, Gutian.pcnm10$vectors[,i], method="greylevel", csize=0.20, 
clegend=0, grid=FALSE, include.origin=FALSE, addaxes = FALSE) 
# 
title(paste("PCNM #",i,"\nGrey scale:  high negative (white)  to  high 
positive (black)"), line=-2) 
# 
   } 
dev.off() 
 
 
# For 20 x 20 m cells: 339 PCNM base function maps, using grey scales 
 
library(ade4) 
 
pdf(file="PCNM maps, 20x20 cells.pdf",width=15,height=15,family="Times", 
pointsize=20) 
# 
for(i in 1:ncol(Gutian.pcnm20$vectors)) { 
# 
s.value(XY20, Gutian.pcnm20$vectors[,i], method="greylevel", csize=0.43, 
clegend=0, grid=FALSE, include.origin=FALSE, addaxes = FALSE) 
# 
title(paste("PCNM #",i,"\nGrey scale:  high negative (white)  to  high 
positive (black)"), line=-2) 
# 
   } 
dev.off() 
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# For 40 x 40 m cells: 84 PCNM base function maps, using grey scales 
 
library(ade4) 
 
pdf(file="PCNM maps, 40x40 cells.pdf",width=15,height=15,family="Times", 
pointsize=20) 
# 
for(i in 1:ncol(Gutian.pcnm40$vectors)) { 
# 
s.value(XY40, Gutian.pcnm40$vectors[,i], method="greylevel", csize=0.9, 
clegend=0, grid=FALSE, include.origin=FALSE, addaxes = FALSE) 
# 
title(paste("PCNM #",i,"\nGrey scale:  high negative (white)  to  high 
positive (black)"), line=-2) 
# 
   } 
dev.off() 
 
 
# For 50 x 50 m cells: 55 PCNM base function maps, using grey scales 
 
library(ade4) 
 
pdf(file="PCNM maps, 50x50 cells.pdf",width=15,height=15,family="Times", 
pointsize=20) 
# 
for(i in 1:ncol(Gutian.pcnm50$vectors)) { 
# 
s.value(XY50, Gutian.pcnm50$vectors[,i], method="greylevel", csize=1.15, 
clegend=0, grid=FALSE, include.origin=FALSE, addaxes = FALSE) 
# 
title(paste("PCNM #",i,"\nGrey scale:  high negative (white)  to  high 
positive (black)"), line=-2) 
# 
   } 
dev.off() 
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