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Abstract: The possible loss of whole branches from the tree of life is a dramatic, but
under-studied, biological implication of climate change. The tree of life represents an
evolutionary heritage providing both present and future benefits to humanity, often in
unanticipated ways. Losses in this evolutionary (evo) life-support system represent losses
LQ³HYRV\VWHP´VHUYLFHVDQGDUHTXDQWLILHGXVLQJWKHSK\ORJHQHWLFGLYHUVLW\ 3' PHDVXUH
High species-level biodiversity losses may or may not correspond to high PD losses. If
climate change impacts are clumped on the phylogeny, then loss of deeper phylogenetic
branches can mean disproportionately large PD loss for a given degree of species loss.
Over time, successive species extinctions within a clade each may imply only a moderate
loss of PD, until the last species within that clade goes extinct, and PD drops precipitously.
(PHUJLQJ PHWKRGV RI ³SK\ORJHQHWLF ULVN DQDO\VLV´ DGGUHVV VXFK SK\ORJHQHWLF WLSSLQJ
points by adjusting conservation priorities to better reflect risk of such worst-case losses.
We have further developed and explored this approach for one of the most threatened
taxonomic groups, corals. Based on a phylogenetic tree for the corals genus Acropora, we
identify cases where worst-case PD losses may be avoided by designing risk-averse
conservation priorities. We also propose spatial heterogeneity measures changes to assess
possible changes in the geographic distribution of corals PD.
Keywords: biodiversity; phylogeny; PD; risk analysis; evosystem services; extinction;
tipping points; biotic homogenization; corals; Acropora
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1. Introduction
Human-induced global climate change has been implicated as one important driver in the ongoing
global biodiversity crisis [1±7]. Such studies have documented climate change impacts across the
various levels of biological variation that are FRQYHQWLRQDOO\ HTXDWHG ZLWK ³ELRGLYHUVLW\´ LQFOXGLQJ
genes, species, and ecosystems. Our paper focuses on the impacts of climate change on another
important level of variation²phylogenetic diversity [8,9]. Loss of phylogenetic diversity arises from
the loss, through species extinctions, of evolutionary branches from the tree of life (phylogeny). Based
on a phylogenetic diversity measure, PD (defined below), phylogenetic pattern can be used to assess
expected loss of biodiversity at the level of features or attributes of species. Our first goal in this paper
is to briefly review findings from the relatively small number of studies that have examined climate
change impacts on phylogenetic diversity. We then will focus in more detail on one of those key
taxonomic groups of great interest²the reef-building scleractinian corals. Based on an inferred
phylogenetic pattern for the genus Acropora, we will develop and illustrate some useful phylogenetic
diversity indices for quantifying various aspects of climate-change impacts on phylogenetic diversity.
Our paper is a contribution to this special issue of Biology, with a thematic focus on the impacts of
human-LQGXFHGFOLPDWHFKDQJHRQ³JOREDOELRORJLFDOV\VWHPV´ RU³OLIHVXSSRUWV\VWHPVRIWKHSODQHW´.
The LVVXH¶V overview [10] highlights typical systems-level topics, including interactions, thresholds,
cascading effects, and loss of functions. Our focus on phylogenetic diversity at first may not seem to fit
well into this big-system perspective. The typical rationale for Earth system analyses, integrating
humans and environment, is that analyses of the whole system provide a better understanding of the
system components as well as the whole [11,12]. In contrast, our phylogenetic pattern approach, in
focusing on attributes or features, may appear FORVHU WR D ³UHGXFWLRQLVW´ IRFXV RQ the smaller
components, not the whole system. However, we will argue that our approach in fact contributes to any
complete ³V\VWHPV´approach that is truly integrative and links broadly to human well-being issues.
We develop our argument by first considering recent characterizations of biodiversity in terms of
functions and processes. Earth system science typically focuses on the problem of maintaining
IXQFWLRQLQJV\VWHPV)RUH[DPSOH$XVWUDOLD¶VYLVLRQ statement for Earth system science [13] sees the
³RYHUDUFKLQJ LVVXH´DVKRZWRVHFXUH³DZHOO-functioning and resilient earth system for the indefinite
IXWXUH´ This focus on functioning systems VRPHWLPHV KDV PHDQW WKDW ³Eiodiversity´ has been
re-defined as primarily about functions and processes, giving less emphasis to the attributes and
patterns conventionally used to characterize living variation. For example, a recent proposal for a
V\VWHPLF ³V\VWHPV WKLQNLQJ´  IUDPHZRUN IRU ELRGLYHUVLW\ DQG LWV FRQVHUYDWLRQ [11] defined
biodiversity DV ³DOl life on earth across all levels (genes, population, and species²including humans,
assemblages, ecosystems/landscapes, and the ecosphere) and the ecological, cultural, and evolutionary
SURFHVVHVWKDWVXVWDLQLW´%H\RQGWKHYDJXHUHIHUHQFHWR³DOOOLIH´biodiversity here is characterized in
terms of processes. Thus, the seemingly obvious idea that ³ELRGLYHUVLW\´should be about ³GLYHUVLW\´²
extent of variation [14]²is absent.
This processes perspective is echoed in the new international initiative, ³)XWXUH (DUWK´ [15], on
³(DUWKV\VWHPUHVHDUFK´³%LRGLYHUVLW\ LVDNH\WRGHYHORSPHQWLQWKDWLWSURYLGHVWKHEDVLV IRUIXOO\
functioning ecosystems, which are important for human well-being and economies, and the loss of
biodiversity has been shown to undermine development´. This Future Earth framework also refers to

Biology 2012, 1

908

WKH FKDOOHQJH RI ³LGHQWLI\LQJ WKH OLQNDJHV WR HDUWK V\VWHP IXQFWLRQV DQG SURFesses including
ELRGLYHUVLW\´Again, biodiversity is characterized here through function and process, and in this way is
seen as under-pinnLQJ ³GHYHORSPHQW´ DQG human well-being [16]. Apparent support for this
perspective is found in the argument [11] that a process-based definition of biodiversity is needed
because a traditional focus on attributes and patterns ignores humans ³+LVWRULFDOO\ YLHZV DQG
measurements of biodiversity often focused on characterizing the attributes of observable patterns«
and afforded less attention to processes. Often, these views of biodiversity see humans as separate
from the rest of nature«´
These arguments might seem to imply that an attributes/pattern approach, such as phylogenetic
diversity, does not fit into a systems perspective. However, the reality is that attributes and pattern not
only provide the basic elements used for quantifying variation and therefore ³ELRGLYHUVLW\´ EXW DOVR
provide a fundamental link to human well-being. This link to human well-being is apparent in the
historical rationale for the conservation of biodiversity (living variation): the need to preserve ³RSWLRQ
YDOXHV´ [14,17±20]. Option values of biodiversity reflect the possibility of future, often unanticipated,
human uses and benefits [8,14,17±20]. Thus, the relationship between biodiversity and human
well-being extends well beyond the narrow idea of ³biodiversity´ as supporting functioning systems.
This relationship also extends beyond the observation (noted above) that ³the loss of biodiversity has
been shown to undermine development´ WR LQFOXGH WKH obvious point that loss of biodiversity
sometimes could result from development, and so require trade-offs. Consequently, biodiversity is not
just a cog in the wheel of a functioning Earth system in support of human development. Human
well-being from biodiversity, particularly relating to benefits for future generations, may involve both
trade-offs and synergies with other needs of society. This contrasts with a QDUURZ ³V\VWHPV VFLHQFH´
perspective [16] in which biodiversity DQGVRFLHW\ ³DUH QRWVHSDUDWHGRPDLQVWREHWUDGHGRIIDJDLQVW
RQHDQRWKHU´. These themes are clear when we consider biodiversity measures based on phylogenetic
pattern and phylogenetic diversity. The tree of life represents an evolutionary heritage providing both
present and future benefits to humanity, often in unanticipated ways. Returning to the themes for this
special issue, we can say that losses in this evolutionary ³life-support system´ represent losses in
current and future benefits for humans [18±20]. Thus, both attributes and pattern are central to Earth
system science.
We therefore view phylogenetic diversity as contributing to an inclusive systems science in two
ways. First, phylogenetic SDWWHUQ LV D JRRG SUR[\ IRU WKH ³DWWULEXWHV´ WKDW UHVXOW from evolutionary
processes [8,9], and so is part of a ³life support system´ that provides both current and possible future
benefits from such attributes ³HYRV\VWHP´ VHUYLFHV [18]). Second, phylogenetic diversity is part
of a larger systems approach to sustainability that examines global environmental change and
decision-making, and investigates how we can balance different needs of society [21,22]. An expanded
systems approach requires practical measures and indices of biodiversity. Here we establish measures
and indices reflecting the option values associated with phylogenetic diversity. We choose to apply the
new indices to hard corals because this group is highly threatened, with one-third of existing species
falling into an elevated category of threat under IUCN criteria [23]. Furthermore, the keystone
functional roles of reef-building corals such as Acropora play in coral reef ecosystems are well
established [24]. IQDGGUHVVLQJ³V\VWHPUHVSRQVHVWRFOLPDWHFKDQJH´, it has been reported that ³7KHUH
are already indications of dramatic impacts of global warming at the system level, particularly in the

Biology 2012, 1

909

arctic and for coral reef systems. Mass coral bleaching driven by warmer sea temperatures has killed
vast numbers of corals across the tropics, causing some reefs to lose their ecosystem structure and
functions.´ [25]. We see the quantification coral biodiversity option values as complementing these
studies on ecosystem structure and function.
To develop these arguments, we will first introduce the phylogenetic diversity measure, PD [8,26]
and review studies examining climate change impacts on PD. We then develop the phylogenetic
pattern for Acropora species using a new molecular phylogeny and use this framework to explore a
range of indices based on PD that capture various aspects of change.
2. The Phylogenetic Diversity Measure, PD
The PD measure is based on the assumption that shared ancestry for two species indicates that they
have shared attributes or features. The PD of a subset of species from the phylogenetic tree is
calculated as the minimum total length of all the phylogenetic branches required to connect all those
species on the tree. PD provides a natural way to talk about future uses and benefits provided by
species²the option values of biodiversity. 3'¶V evolutionary process model, where shared ancestry
accounts for shared features, means that PD can be interpreted as counting-up the features represented
by a given set of species (Figure 1); any subset of species that has greater PD will be expected to have
greater feature diversity. In this way, PD values indicate option values at the level of features of
species [8,26].
Figure 1. A hypothetical phylogenetic tree for species a through e. Branch lengths are
shown above branches. The PD is 41 for this set of species (20 + 5 + 4 + 2 + 1 + 5 + 1 + 3).
If species a was lost, 5 units of PD would be lost. Successive losses of species would imply
PD losses of similar magnitude. However, the loss of the last species of the clade would
imply that the deeper branch of 20 units is now lost as well.

A study by Forest et al. [27] nicely demonstrated how PD captures option values. They analyzed a
large plant phylogeny including taxa with a variety of known human uses (medicinal, food, etc.). For
their analyses, they assumed that we did not yet know about these uses, and showed how conserving
species to maximize total PD (say, for given budget) was best way to maximise the chance of
preserving a wide range of uses.
We can interpret various PD calculations as if they were counting-up features. For example, the loss
of a species from a protected set is interpreted as a loss in the total number of features represented by
the set (Figure 1). A family of PD calculations extends conventional species-level indices to the
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feDWXUHV OHYHO )RU H[DPSOH ³3'-HQGHPLVP´ LQGLFDWHV WKH H[WHQW WR ZKLFK HYROXWLRQDU\ IHDWXUHV DUH
restricted to a given region [28,29].
The PD measure has provided a phylogenetic basis for setting conservation priorities among species
or areas [8,9,27], and is regarded ³DVDOHDGLQJPHDVXUHLQTXDQWLI\LQJWKHELRGLYHUsity of a collection
of species´[30] DQGDVWKHSK\ORGLYHUVLW\PHWULFRIFKRLFHLQFRQVHUYDWLRQUHVHDUFK´[31]. PD has also
EHHQFKDUDFWHUL]HGDVD³XQLTXHDQGLPSRUWDQWPHDVXUHRIELRORJLFDOGLYHUVLW\´[32], DQGDV³DUHVRQDQW
V\PERORIWKHFXUUHQWELRGLYHUVLW\FULVLV´[33].
A larger number of species in a set generally implies a larger PD of the set [31,34,35]. Based on this
general relationship, it is sometimes argued that conservation priorities based on maximizing species
richness will also conserve phylogenetic diversity [36], but see [27]. Faith and Williams [37] suggested
that the PD²species relationship could be approximated by a power law curve, and this proposal has
gained support from the empirical work of [31]. This relationship has interesting implications for the
expected magnitude of PD loss for any given amount of species loss. The shape of the curve implies
that initial losses of species, from climate change or other impacts, will mean only small losses in PD,
while later species losses can mean steeper declines in PD.
$Q LPSRUWDQW FRQVLGHUDWLRQ LV WKDW WKLV SRZHU FXUYH UHODWLRQVKLS GHSHQGV RQ ³UDQGRP´ species
losses from the tree. In reality, the amount of actual PD loss depends on whether the species
extinctions are clumped or well-dispersed on the phylogenetic tree (for review and discussion,
see [35,38]). The decoupling of species loss and PD loss has recently been documented [39]. This PD
study demonstrates WKDW ³SK\ORJHQHWLF GLYHUVLW\ DQG VSHFLHV ULFKQHVV DUH GHFRXSOHG DW VPDOO DQG
medium scales and are imperfeFWO\ DVVRFLDWHG DW ODUJH VFDOHV´, and concludes that the results are
³FRQVLVWHQWZLWKH[SHFWHGHDUO\HIIHFWVRIFOLPDWHFKDQJH´.
Faith [18] referred to possible scenarios where phylogenetically clumped impacts, spread out over
time, can mean that initial species losses produce small incremental PD losses, until all descendent
species from a longer branch are lost and the PD falls precipitously (Figure 1). They outlined a form of
phylogenetic risk analysis to guide conservation decisions that try to reduce risk of these worst case
lossHVRU³WLSSLQJSRLQW´RXWFRPHVWe return to this problem below.
3. A Brief Review of Climate Change Impacts on PD
The PD-species power curve relationship suggests that climate change impacts initially (for a small
number of affected species) might imply small PD loss. However, we have noted that the actual extent
of PD loss depends on whether species extinctions are clumped or well-dispersed on the phylogenetic
tree. A number of studies investigating climate change impacts have found relatively small PD losses.
For example, climate change impacts that are spread out over a phylogenetic tree effectively ensure
that most deep branches throughout the tree have at least one surviving descendent [40]. Another study
found small PD loss [38] given species losses were phylogenetically dispersed among plant, bird and
mammal taxonomic groups over continental Europe.
In contrast, some studies have found that species extinction is concentrated on the phylogeny
³FOXPSHG´ UHVXOWLQJLQDGLVSURSRUWLRQDWHORVVRI3'2QHFDXse of such disproportionate loss is the
occurrence of entire clades in the same threatened location or region [41]. For example, this kind of
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phylogenetic clumping for mammals accounts for the finding that several biodiversity hotspots in
southern Asia and $PD]RQLDDUHOLNHO\WRORVH³DQXQH[SHFWHGO\ODUJHSURSRUWLRQRI3'´ [42].
Disproportionate PD loss also may arise when entire clades share the same key trait(s) implying
vulnerability to climate change. For example, Willis et al. [43] used a time series of abundance of
flowering plants to indicate possible human-caused impacts. This study of plants revealed that
reductions in abundance were not randomly distributed across the plant phylogeny, with some plant
families having an over-representation of declining species [43]. This phylogenetic clumping was
attributed to the fact that these families could be characterized as having flowering times that do not
closely track temperature²implying greater vulnerability to climate change. However, sometimes
clumped impacts may reflect a combination of traits and geography. Baillie et al. [44] examined red
list species (reflecting climate change and other threats) and found that ³a number of families have
significantly more threatened species than would be expected on average, while others have far
less«entire evolutionary lineages are likely to go extinct very quickly.´
Climate change impacts may be well-dispersed over a given phylogenetic tree, but reveal hotspots
of clumped impacts at a finer phylogenetic resolution. For example, based on an existing large
phylogenetic tree for corals, Faith et al. [18] observed that, while threatened species appear
well-dispersed on the overall phylogenetic tree, sometimes entire monophyletic groups (existing
families and genera) within the tree fall into IUCN threatened (or near-threatened) classes. These
included all species within the genera Catalaphyllia, Physogyra, and Euphyllia. Faith et al. suggested
that these may represent phylogenetic tipping points given that each group represents the only
descendent taxa of a relatively long phylogenetic branch (see Figure 1). Furthermore, an important
preliminary assessment of PD loss for corals [45] suggests that there is no significant phylogenetic
clumping of extinction risk. On the other hand, this study reports that key traits that possibly relate to
vulnerability were typically shared by close relatives.
These studies raise challenges for the development of PD-based indices that reflect changes in
phylogenetic diversity. The overall impacts from climate change may be phylogenetically dispersed,
and overall PD loss consequently small, but certain parts of the phylogenetic tree nevertheless may
show clumped impacts. This is made more complicated by the fact that ³FOXPSHG´ LPSDFWV FDQ EH
measured in a number of ways, and measures applied to the overall tree may not reflect patterns for
sub-trees [35]. The corals studies referred to above (and others) suggest that the conventional focus on
the complete phylogeny of a group (where the conclusion may be that there is relatively small PD
losses) may conceal the impacts at the finer phylogenetic scale. Further, studies so far suggest that loss
of PD is not the only impact of interest. For example, net losses of PD can be small but nevertheless,
there can be dramatic changes in the geographic distribution of PD [38]. In the sections below, we
describe our study context and then explore PD indices to address these issues.
4. Phylogeny of Acropora ² Rationale and Methods
4.1. Introduction to Acropora as a Model Group for Extinction Risk Studies
The genus Acropora (commonly known as staghorn corals) is an ideal model group for studies
of extinction risk because 50% of Acropora species are predicted to face an elevated risk of
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extinction this century under IUCN categories and criteria [23]. Species in this genus display complex
spatio-temporal patterns and an extensive literature exists on their global ranges [46±49].
Many species of Acropora are described as rare, occurring in small, restricted, isolated and/or disjunct
populations [47,49,50]. In general, species of Acropora are extremely susceptible to coral bleaching [51],
changes in water quality, disease [52,53] and predation (e.g., the corallivorous starfish Acanthaster
planci; and the gastropods Coralliophila abbreviata and Drupella spp.).
Acropora is the largest extant genus of reef-building corals. The genus Acropora was formally
known as Madrepora (Linnaeus 1758) before the name Acropora was introduced by Oken in 1815 and
reintroduced by Verrill in 1901. In 1999, the first full monograph of the genus was published since
Brook (1893) [47]. Under this system, 114 species were described. Although another 250+ species of
Acropora have been described²some are represented by fossil material only, and others are nomina
nuda, meaning they are not officially validated (i.e., some of the species described in [49]); and many
others were placed into synonymy after extensive examination of type material [47]. However, 14 of
the new Acropora species described in [49] have recently been validated [54,55]. In addition, 6 new
species have been described since the 1999) revision [54,56±59].
Currently, the morphological phylogeny portrays the rudis group to be the oldest living lineage and
the echinata group to be the youngest [47]. However some fundamental differences are apparent with
the published molecular phylogenies. For example, mitochondrial DNA suggests the Atlantic
species²A. cervicornis and A. palmata are the basal lineage [60,61] rather than members of the rudis
group, A. longicyathus occurs in a near basal position in the molecular phylogeny [60] despite
EHORQJLQJ WR WKH µPRVW UHFHQWO\ HYROYHG¶ HFKLQDWD JURXS [47]. Most Acropora phylogenies have
included only common and widespread species, however the inclusion of rare species in a new
phylogeny [62], suggest that not all rare species are recently evolved and hence, there is substantial
risk that novel phylogenetic information will be lost if rare and threatened species are driven to
extinction by the end of this century as predicted [23].
For this study, the threatened status of 173 coral species was downloaded from the IUCN Red List
([63], see Tables 1 and 2). For this assessment, nearly all extinction risk assessments were made with
the IUCN criterion that uses measures of population reduction over time [23]. Most reef building
corals do not have sufficient long-term species-specific monitoring data to calculate actual population
trends; thus, to complete the global coral threatened species assessments, a less quantitative (surrogate)
approach was adopted to assess the status of coral species. Specifically, the vast majority of coral
species were assessed under a criterion in which population reductions are HVWLPDWHGIURPWKH³GHFOLQH
in habitat quality.´ They were based therefore on a conservative interpretation of the most current
global and regional estimates of coral reef status in 17 regions across the world [64]. For each species,
a weighted average was calculated by multiplying the area of reef within the species distribution by the
percent of total coral cover loss or the combined percent of total coral cover loss and critically
declining reef [64]. Overall, estimates of habitat loss (in conjunction with life history traits and
susceptibility) are used as a surrogate for population reduction, assuming the generation time of corals
is 10 years [23]. Therefore, rates of population decline for each species have their basis in the rate of
habitat loss within its range adjusted by an assessment of the species-specific response to habitat loss
(i.e., more-resilient species have slower rates of decline).
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In the next sections, our calculations using estimated extinction probabilities will follow the
³SHVVLPLVWLFFDVH´[65] to convert these categories to estimated extinction probabilities (Table 1).
Table 1. Number of species in the different IUCN categories of threat according to [23].
Conversion to extinction probability follows [65].
IUCN Category
Critically Endangered (CE)
Endangered (E)
Vulnerable (V)
Near Threatened (NT)
Least Concern (LC)
Data Deficient (DD)
Not Assessed

Number of Acropora
species (n = 173)
2
3
49
22
27
64
6

Percentage of
Acropora species
1.2%
1.7%
28.3%
12.7%
15.6%
37%
3.5%

Conversion to
extinction probability
0.99
0.9
0.8
0.4
0.2
-

4.2. Phylogenetically-Informative Markers
Various markers are available to assess phylogenetic relationships within the Acropora, including
ribosomal DNA (rDNA) and ITS (internal transcribed spacer) sequences [66±68]. However, rDNA
performs suboptimally when testing evolutionary relationships in the Acropora because it is a fast
evolving genus [69], and extremely high rDNA diversity can predate species divergence [70].
Single-copy nuclear markers have also been used in Acropora phylogenetics (e.g., Mini-C [70,71],
Cnox2 [72]; Calmodulin [73]); and an extensive published datasets exists for the Pax-C 46/47 nuclear
intron [60,62]. However extensive intra-individual polymorphisms are observed when this marker is
cloned (i.e., when different alleles are sequenced from a single PCR product from a single individual,
the different alleles can occur in divergent clades), and such genetic heterogeneity greatly complicates
the interpretation of extinction risk.
For the purposes of this study we utilize a single-copy mitochondrial marker, the putative
mitochondrial control region rns-cox3, for which an extensive amount of data is publicly available (via
Genbank, see Table 2). Being maternally inherited, there is one haploid per genome unlike repetitive
markers (such as rDNA) that occur in multiple copies. Further, single-copy mitochondrial introns are
expected to accumulate mutations relatively rapidly providing many potentially phylogenetically
informative characters; lineage sorting is expected to occur relatively rapidly which further benefits the
interpretation of evolutionary relationships [74].
4.3. Molecular Phylogenetic Analysis by Maximum Likelihood Method
Mitochondrial rns-cox3 data with sufficient coverage was available for 65 species and these were
downloaded from Genbank [75] (See Table 2 for species names and source details). A total of 640
positions were included in the final dataset and 1st + 2nd + 3rd coding positions + non-coding
positions were included. All positions with less than 95% site coverage were eliminated. That is, fewer
than 5% alignment gaps, missing data, and ambiguous bases were allowed at any position. For the
purposes of this study, evolutionary analyses were conducted in MEGA5 [76].
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Table 2. Genbank Accession numbers and details of the 65 species included in the Acropora phylogeny.

Species (Authority)
Acropora abrotanoides (Lamarck, 1816)
Acropora aculeus (Dana, 1846)
Acropora acuminata (Verrill, 1864)
Acropora aspera (Dana, 1846)
Acropora austera (Dana, 1846)
Acropora batunai (Wallace, 1997)
Acropora carduus (Dana, 1846)
Acropora caroliniana (Nemenzo, 1976)
Acropora cerealis (Dana, 1846)
Acropora cervicornis (Lamarck, 1816)
Acropora chesterfieldensis (Veron and Wallace, 1984)
Acropora cytherea (Dana, 1846)
Acropora derewanensis (Wallace, 1997)
Acropora digitifera (Dana, 1846)
Acropora divaricata (Dana, 1846)
Acropora donei (Veron and Wallace, 1984)
Acropora elseyi (Brook, 1892)
Acropora florida (Dana, 1846)
Acropora muricata(Dana, 1846)
Acropora gemmifera (Brook, 1892)
Acropora globiceps (Dana, 1846)
Acropora granulosa (Milne Edwards and Haime, 1860)
Acropora horrida (Dana, 1846)
Acropora humilis (Dana, 1846)
Acropora hyacinthus (Dana, 1846)

GENBANK Accession No.
FJ899076.1
aculeus2_39IF
acuminata2_13IF
EU918267
EU918228.1
EU918250.1
carduus1_10IF
EU918264.1
EU918248.1
GQ863996
EU918279.1
cythereaD7hetplasIF
EU918263.1
EF206519
AY026432
donei1_121IF
elseyi2_22IF
AY026435.1
AY026436.1
EU918256.1
EF206434.1
EU918286
horridaIF
EU918282.1
AB361095.1

Source
[77]
[78]
[78]
[62]
[62]
[62]
[78]
[62]
[62]
[79]
[62]
[78]
[62]
[80]
[60]
[78]
[78]
[60]
[60]
[62]
[80]
[62]
[78]
[62]
[81]

Species Group in Wallace 1999
robusta group
latistella group
muricata group
aspera group
rudis group
echinata group
echinata group
loripes group
nasuta group
cervicornis group
loripes group
hyacinthus group
horrida group
humilis group
divaricata group
selago group
echinata group
florida group
muricata group
humilis group
humilis group
loripes group
horrida group
humilis group
hyacinthus group

IUCN status
LC
V
V
V
NT
V
NT
V
LC
CE
LC
LC
V
NT
NT
V
LC
NT
NT
LC
V
NT
V
NT
NT
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Table 2. Cont.

Species (Authority)
Acropora jacquelineae (Wallacew, 1994)
Acropora kimbeensis (Wallace, 1999)
Acropora kirstyae (Veron and Wallace, 1984)
Acropora latistella (Brook, 1891)
Acropora loisetteae (Wallace, 1994)
Acropora lokani (Wallace, 1994)
Acropora longicyathus (Milne Edwards and Haime, 1860)
Acropora loripes (Brook, 1892)
Acropora microphthalma (Verrill, 1859)
Acropora millepora (Ehrenberg, 1834)
Acropora monticulosa (Brüggemann, 1879)
Acropora multiacuta (Nemenzo, 1967)
Acropora nasuta (Dana, 1846)
Acropora intermedia (Dana, 1846)
Acropora palmata (Lamarck, 1816)
Acropora papillare (Latypov, 1992)
Acropora pichoni (Wallace, 1999)
Acropora prolifera (Lamarck, 1816)
Acropora pruinosa (Brook, 1893)
Acropora pulchra (Brook, 1891)
Acropora retusa (Dana, 1846)
Acropora robusta (Dana, 1846)
Acropora rongelapensis (Richards and Wallace, 2004)
Acropora rotumana cf. (Richards, Wallace, Miller, 2010)
Acropora samoensis (Brook, 1891)

GENBANK Accession No.
EU918284.1
EU918268.1
EU918215.1
AY026443.1
EU918273.1
EU918270.1
EU918221.1
EU918205.1
EU918203.1
AY026449.1
EF206471.1
EF206547.1
AY026450.1
AY026451.1
AF505257.1
EU918211.1
EU918236.1
AF507266.1
AB638782.1
EU918230.1
EF206537.1
FJ8990765
EU918210.1
FJ899069.1
AY364093.1

Source
[62]
[62]
[62]
[60]
[62]
[62]
[62]
[62]
[80]
[60]
[80]
[80]
[60]
[60]
[73]
[62]
[62]
[73]
[82]
[62]
[80]
[77]
[62]
[77]
[80]

Species Group in Wallace 1999
loripes group
nasuta group
horrida group
latistella group
selago group
loripes group
echinata group
loripes group
horrida group
aspera group
humilis group
humilis group
nasuta group
robusta group
cervicornis group
aspera group
elegans group
cervicornis group
cf. divaricata group
aspera group
humilis group
robusta group
cf. loripes group
cf. robusta group
humilis group

IUCN status
V
V
V
LC
V
V
LC
NT
LC
LNT
NT
V
NT
LC
CE
V
NT
NOT ASSESSED
DD
LC
V
LC
DD
NOT ASSESSED
LC
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Table 2. Cont.

Species (Authority)
Acropora sarmentosa (Brook, 1892)
Acropora selago (Studer, 1878)
Acropora solitaryensis (Veron and Wallace, 1984)
Acropora spathulata (Brook, 1891)
Acropora speciosa (Quelch, 1886)
Acropora spicifera (Dana, 1846)
Acropora tenella (Brook, 1892)
Acropora tenuis (Dana, 1846)
Acropora tortuosa (Dana, 1846)
Acropora valenciennesi (Milne Edwards and Haime, 1860)
Acropora valida (Dana, 1846)
Acropora vaughani (Wells, 1954)
Acropora walindii (Wallace, 1999)
Acropora yongei (Veron and Wallace, 1984)
Isopora cuneata (Dana, 1846)

GENBANK Accession No.
AY026455.1
selago 1_25IF
AB638798.1
EU918242.1
EU918244.1
AY083881.1
EU918239.1
AY026457.1
EU918238.1
val2_33IF
EU918235.1
EU918224.1
EU918234.1
youngei2_15IF
AY026429.1

Source
[60]
[78]
[82]
[62]
[62]
[61]
[62]
[60]
[62]
[78]
[62]
[62]
[62]
[78]
[60]

Species Group in Wallace 1999
florida group
selago group
divaricata group
aspera group
loripes group
aspera group
elegans group
selago group
horrida group
muricata group
nasuta group
horrida group
elegans group
selago group
Genus Isopora (included as outgroup)

IUCN status
LC
NT
V
LC
V
V
V
NT
LC
LC
LC
V
V
LC
V
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The evolutionary history was inferred by using the Maximum Likelihood method based on the
Kimura 2-parameter model [83] plus a discrete Gamma distribution was used to model evolutionary
rate differences among sites (5 categories (+G, parameter = 0.9062)). The tree with the highest log
likelihood (í2,744.0067) chosen by Bayesian Information Criterion is shown. The bootstap support
values are shown next to the branches based on 1,000 replicates. The tree is drawn to scale, and branch
lengths were measured as the number of substitutions per site. Isopora cuneata is included as
the outgroup.
5. Indices Providing Information about Climate Change Impacts on Aspects of PD
5.1. PD and Probabilities of Extinction ² ³Expected 3'´Calculations
In our brief review, we cited examples where species threats or extinctions were dispersed on the
phylogenetic tree, so that consequent loss of PD was relatively small, for the given level of species
loss. Based on our estimated phylogeny for the Acropora corals (Figure 2), we can conclude that we
have a similar case of phylogenetically dispersed threats. However, the Acropora phylogeny suggests
the need to move beyond the standard summary of PD loss over whole trees. For Acropora, a finer
phylogenetic scale is of interest, because some parts of the tree show clumped threats. In one part of
the tree (Figure 3), the three Acropora species found in the Caribbean form a monophyletic group, and
two fall into the critically endangered category, while the third is not yet assessed (Figure 2).
How do we best measure the potential impact on PD, including the loss of deeper branches, given
the clumped impacts in this part of the tree? Here, we will consider indices that convert the IUCN
threat categories (Table 1) to extinction probabilities. Higher threat categories are assigned higher
probabilities of extinction [65,84]. Mooers et al. [65] discussed several possible transformations of
category to extinction probability, and analyzed the sensitivity of conservation priorities to choice of
WUDQVIRUPDWLRQ +HUH ZH ZLOO FRQVHUYDWLYHO\ DGRSW WKH ³SHVVLPLVWLF´ WUDQVIRUPDWLRQ WR H[WLQFWLRQ
probabilities [65] (Table 1).
One existing priority-setting approach based on extinction probabilities is the EDGE program
³HYROXWLRQDULO\ GLVWLQFW DQG JOREDOO\ HQGDQJHUHG´  [84]. EDGE takes phylogeny into account in its
calculations of priority scores for threatened species. A given species gains a credit, or partial
contribution, from a given ancestral branch equal to 1/n, where n is the number of descendants of that
branch. The total of these credits over all ancestral branches is then multiplied by the estimated
extinction probability for the species for a final score. Species with higher scores receive higher
conservation priority²they have ancestral branches with relatively few other descendants, and have
highly threatened status.
The EDGE programme has promoted the practical use of phylogeny in conservation priority setting.
However, it has been noted [85] that the method could be improved by incorporating existing
PD-EDVHG PHWKRGV WKDW LQFRUSRUDWH SUREDELOLWLHV ³H[SHFWHG 3'´  DV GHVFULEHG E\ [86]. A key
advantage over conventional EDGE calculations is that complementarity among species is accounted
for effectively.

Biology 2012, 1
Figure 2. Acropora phylogeny inferred by Maximum Likelihood analysis with bootstrap
support values indicated next to branches. The IUCN categories are provided for each
species are colour coded (see inset to figure).
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Figure 3. Subset of the larger tree (Figure 2) showing the three Acropora species found in
the Caribbean. Relevant branch lengths are shown below branch, in italics. Bold numbers
indicate probabilities of extinction, with probability for a deeper branch equal to product of
probabilities of descendants.

Here, the complementarity value of a given species reflects the degree to which related species do
not already ensure the persistence of shared branches. A phylogenetically distinctive species that is
only moderately threatened nevertheless may be given high conservation priority because it has high
complementarity²there are no closely related secure species to ensure the persistence of its ancestral
branches. The importance RI FRPSOHPHQWDULW\ LQ ³H[SHFWHG 3'´ FDOFXODWLRQV has been illustrated for
forest songbirds in the genus Myadestes [85] where the ³([SHFWHG 3' FDOFXODWLRQV ZRXOG MXVWLI\ D
relatively high conservation priority for Myadestes obscures, reflecting not only its increased
extinction risk but also its elevated importance, given the expected loss of sister species, in
UHSUHVHQWLQJWKHXQLTXH3'RIWKLVJHQXV´
We will illustrate this approach by examining two parts of the phylogeny of Figure 2, re-drawn in
Figure 4. Suppose two species that are currently near-threatened, A. nasuta and A. pichoni, are
competing for conservation priority. In each case, we will focus on the protecting the left-most branch
shown in Figure 4 (the more ancestral branches to these are assumed secure, Figure 2). If we apply
standard EDGE methods, A. pichoni would gain a large credit for its left-most ancestral branch (1/3,
given the 3 descendants of that branch). A. nasuta has smaller credit for its left-most branch (1/4,
given 4 descendants). The EDGE score then would be produced by multiplying these credit values by
the estimated probability of extinction of the species. Here, near-threatened species, A. nasuta and
A. pichoni, have the same probability, and A. pichoni gains EDGE priority, because it has greater credit
for its ancestral branch (Figure 4).
In contrast, expected PD calculations take into account the degree of threat to fellow descendants of
any ancestral branch. For A nasuta, two of these species are vulnerable, with probabilities of extinction
of 0.8 (Figure 2). The total probability of loss of the deep branch is 0.10. For A. pichoni, the sister
species are quite secure, including one species of least concern (Figures 2 and 4). The total probability
of loss of the deep branch in this case is a much smaller value of 0.03. Therefore priority for A. nasuta
would result in much greater gain in the expected persistence of phylogenetic diversity. In contrast,
A. pichoni has relatively secure sister species, and so its ancestral PD is already well protected. It can
be assigned lower priority. This example illustrates how the EDGE methods provide weaker priority
setting when the objective is to maximize persistence of phylogenetic diversity.
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Figure 4. Two subsets of the larger phylogenetic tree (Figure 2). Two species that are
currently near-threatened, A. nasuta and A. pichoni, are competing for conservation
priority. Numbers indicate probabilities of extinction, with probability for a deeper branch
equal to product of probabilities of descendants. A. pichoni has relatively secure sister
species, while A. nasuta does not. Priority for A. nasuta would imply greater gain in
expected PD.

With these lessons in mind, we now consider the Caribbean species (Figure 3). Two of the species,
A. cervicornis and A. palmata, are critically endangered, and the third species, A. prolifera LV ³QRW
DVVHVVHG´ For purposes of this example, we will consider a future scenario in which A. palmata is also
designated critically endangered. The probability of loss of any terminal branch for critically
endangered species is 0.99, based on WKH ³SHVVLPLVWLF FDVH´ [65] for the conversion of the IUCN
categories to extinction probabilities (Table 1). The probability of loss of the longer deep branch of
length 35 (Figure 3) can be estimated as 0.99 × 0.99 × 0.99 = 0.97, assuming independent probabilities
of extinction. This is the standard assumption for EDGE and expected PD methods. However, we note
that the co-distribution of these 3 species in the heavily affected Caribbean region may mean that the
probability of loss of the deeper branch is even higher.
In this example, we can use expected PD calculations to derive an expected PD loss. This is the sum
of each branch length times its corresponding probability of loss. The total expected PD loss is 82.29
branch length units = 32(0.99) + 17(0.98) + 35(0.97). We can see that the contribution of the deeper
branch (0.97 times length of 34 = 33.0) to this expected PD loss is a high proportion of the total
expected loss of 82.29. This calculation provides one simple index of the expected PD loss for
phylogenetically-clumped impacts in a portion of a phylogenetic tree.
A more informative index in practice would reflect the changes in expected PD loss that could be
achieved under a particular candidate conservation action, for a given species or set of species. We
extend the basic formulae [85,87], following the approach of [86,88], where the expected-PD change
value for a set of species, S, is given by:
  ሺሻ ൌ ȁሺ ሺͳሻ െ  ሺͲሻሻȁ
ExpectedPD(0) is the expected PD value, with extinction probabilities from current IUCN
categories), and expectedPD(1) is the value when the probabilities are converted to a smaller value as a
result of a conservation action. We will calculate an expected PD change value for the set of three
Caribbean species (Figure 3). Here, expectedPD(0) is the expected PD calculation for this part of the
tree, with extinction probabilities from current IUCN categories of 0.99 for each species. The
expectedPD(1) is the value when the probabilities are converted to a smaller value²e.g., an extinction
probability for the ³near-threatened category (0.4). Because the change value reflects a change in
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expected PD as a consequence of changes in extinction probability for just these species, we do not
have to calculate the expected PD for the entire tree.
This index reflects more than just the consequence of individual-species PD losses and can be
applied to provide a score for conservation action for a region, as illustrated here for the Caribbean
Acropora. When we assume that conservation action can change the extinction probabilities to those
for the near-threatened category (0.4; Table 1), we have:
  ሺሻ ൌ ห൫͵ʹሺͲǤͶሻ  ͳሺͲǤͳሻ  ͵ͷሺͲǤͲሻ െ ͵ʹሺͲǤͻͻሻ  ͳሺͲǤͻͺሻ  ͵ͷሺͲǤͻሻ൯ห
ൌ ͶǤ
The improvement in expected PD, of 64.67 branch length units, is large compared to the original
expected PD loss of 82.29. This improvement occurs even with an outcome where the species are still
near-threatened.
5.2. Phylogenetic Risk Analysis
It has been argued that the focus of expected-PD assessments on finding JRRG RXWFRPHV ³RQ
DYHUDJH´ PD\QRWEHWKHEHVWZD\WRDYRLGSRVVLEOH³worst-case´ losses of PD [85] and that alternative
risk aversion approaches for ³phylogenetic risk analysis´ are needed. Faith [85] presented a
hypothetical example where the conservation option that best increased expected PD nevertheless
implied a high probability of high PD loss, compared to other conservation options. An alternative
conservation option would better avoid worst-case losses of PD, with only a small decrease in
expected PD. We will explore this problem for a real phylogeny, again focusing on one portion of the
larger corals tree (Figure 5).
Figure 5. Subset of the larger phylogenetic tree (Figure 2). Relevant branch lengths are
shown below branch, in italics. Estimated probabilities of extinction (following Table 1)
for branches and for species are shown above the branches. Extinction probability for a
deeper branch is the product of probabilities of descendants.

Suppose we have some conservation budget that allows for either of two actions. A. batunai could
be protected to the extent that its current probability of extinction of 0.8 could be reduced to a
probability of extinction of 0.6. A. abrotonoides alternatively could be protected to the extent that its
probability of extinction of 0.2 could be reduced to a probability of extinction of 0.0 (Figure 5). In
order to maximize expected PD, we calculate the current expected PD and the change in expected PD
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for each alternative conservation action. Then we choose the conservation option with the greatest
gain. The change in expected PD is the sum of all branch lengths, each multiplied by the change in the
probability of extinction of the given branch. The conservation option focused on A. batunai would
imply a change in expected PD of 22.6 (113 × 0.2; Figure 2). The alternative option focused on A.
abrotonoides would imply a greater increase in expected PD (change value) of 24.1 (0.2 × 66 + 0.2 ×
0.2 × 154 + .032 × 150 = 13.2 + 6.2 + 4.7; Figure 5). Maximizing expected PD therefore points to the
option focused on A. abrotonoides. This choice, however, leaves open the high probability (0.8) that
the relatively long branch leading to A. batunai will be lost. On average, the choice of A. abrotonoides
may be a good one; however, choosing the best average outcome in this case is not sufficiently risk
averse regarding the worst case loss of the relatively long branch of length 113 (Figure 5). If the
A. abrotonoides conservation option is not selected, the probability of a PD loss as high as 113 is
only 0.04. However, the possibility that maximizing an expected diversity outcome may not be
sufficiently risk averse regarding possible worst case losses may be an important issue for conservation
of corals PD; there are many cases where a threatened species is similar to A. batunai in being the sole
descendent of a moderately long branch.
No procedure for phylogenetic risk analysis was provided by [85]. However, expected PD
calculations are flexible enough to be used to address this problem. While there seems to be no one
formula that would provide a simple protocol for phylogenetic risk analyses, the best general guideline
is to proceed as follows: nRPLQDWH FODVVHV RI ³ZRUVW FDVH´ 3' ORVV RXWFRPHV, and then assess the
current probability of occurrence of these larger PD losses. Conservation options then can be assessed
according to implied changes in these probabilities of worst-case losses, using the normal calculations
for expected PD.
5.3. Phylogenetic Spatial Homogeneity and Heterogeneity Analyses
Our review of studies of climate change impacts on PD pointed to a notable case where PD loss was
relatively small, but there were dramatic projected changes in the geographic distribution of PD [38].
This study suggested that ³the tree of life faces a trend towards homogeQL]DWLRQDFURVVWKHFRQWLQHQW´
but these changes were not quantified. Measures of PD homogenization (or the opposite: PD spatial
heterogeneity) would be useful for tracking changes over time and for making comparisons among
taxonomic groups and among regions.
The term ³biotiFKRPRJHQL]DWLRQ´refers to the increase in the biotic similarity of different localities
in a region, and is now recognized as a major issue in biodiversity science (for review, see [89]).
Typically, the focus is on the species level, but these indices suggest analogous measures of PD
homogenization. Olden et al. [89] describe several species-OHYHOFDOFXODWLRQV³WD[RQRPLFhomogenization
is calculated using species presence or absence data to examine the degree of similarity in community
composition, and can be quantified using any one of a suite of similarity indices, diversity indices,
cluster analyses or ordination approaches´
Olden et al. [89] noted that most homogeneity analyses use the Jaccard measure to calculate
dissimilarity among localities. The Jaccard measure has a much-used phylogenetic counterpart based
on PD [90]. The dissimilarity of two places/communities in this case reflects the count of the number
of branches found (represented) in one place but not the other (see also [91]). This phylogenetic
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dissimilarity provides a simple PD-based spatial heterogeneity measure. Consider two localities or
ecosystems, i and j. Let DPD(i,j) be the PD dissimilarity. We define the PD heterogeneity of the
region, HPD1, as the average value of DPD(i,j) over all i and j.
This measure may be useful for understanding changes in the PD distribution of corals as a result of
possible climate change impacts. The geographic distribution of corals has been described based
on 141 different eco-regions or ecosystems [92]. TKHVH FDQ GHILQH ³ORFDOLWLHV´ IRU 3' VSDWLDO
heterogeneity assessments. Would loss of endangered coral species increase or decrease the global PD
spatial heterogeneity? The three critically endangered species (Figures 2 and 3) are only found in the
Caribbean ecosystem types. This implies that a total branch length of 35 + 32 + 17 = 84 currently
contributes to the PD dissimilarity of a Caribbean ecosystem to other global ecosystems. If the three
Caribbean species were lost, the PD dissimilarity of a Caribbean ecosystem to other global ecosystems
would appear to be smaller, contributing to a smaller HPD1. However, this extreme case where all
Acropora are lost from the region has further implications. Those three species are the only Acropora
species in the Caribbean. Consequently, not only those relatively short branches counted above but
also the branch uniting all Acropora (Figure 2) is lost from the Caribbean ecosystem types. This loss of
the deeper branch increases the PD dissimilarity of a Caribbean ecosystem to other global ecosystems,
which have retained one or more Acropora species. Thus, the HPD1 measure would indicate an
increase in spatial heterogeneity in this extreme case. In general, HDP1 could indicate lower
heterogeneity for initial losses of species and branches and then greater heterogeneity as some
ecosystems lose deeper branches while other ecosystems retain them.
A possible limitation of HPD1 is that species and branches that are rare²for corals, found in few
ecosystems²contribute to relatively few dissimilarities, among all i and j, and so will not have much
influence on the overall value. Loss of rare PD therefore typically will not be reflected as a large
change in HPD1.
We suggest an alternative phylogenetic spatial heterogeneity measure that is more sensitive to
changes in rare species, including the loss of rare PD. We follow other workers (e.g., [93] in creating a
phylogenetic version of a general measure of diversity and evenness, developed by Hill [94]:
୯

ௌ

ൌ

ଵΤሺଵି୯ሻ

୯
൬  ൰
ୀଵ

We follow the notation in Chao et al. [93], where qD is the effective number of species, S is the
number of species, and pi is the proportional abundance of the ith species. The parameter q can be
varied in order to give more or less weight to the most abundant features GHILQLQJ D UDQJH RI ³+LOO
QXPEHUV´ When the qD LQGH[YDOXH LV ODUJHWKH³HIIHFWLYHQXPEHURIVSHFLHV´ LV large, and we have
greater heterogeneity.
Chao et al. [93] extended this fundamental measure of diversity and evenness to PD:




ܽ 
ܲ ܦൌ ൝ ܮ ቀ ቁ ൡ
ܶ

ଵΤሺଵିሻ

ୀଵ

Li is the length of branch i from the phylogenetic tree, and a i is the total abundance of all species
descended from branch I (T is the total of all a i). When q is 0, the measure is equivalent to PD.
Chao et al. [93] offered no general phylogenetic model as a rationale for this measure. However, the
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basic rationale for PD²branch lengths as counting features (Section 2)²provides a simple
justification for this PD-based ³Hill numberV´ IUDPHZRUN. It can be interpreted as equivalent to
applying the standard species-level Hills measure, but with features (as indicated by PD) substituted
for species.
For Chao et al., the abundance of a branch is the summed abundance over descendant species. Here,
we generalize WKLVPHDVXUHWRFRYHUWKHFDVHZKHUH³DEXQGDQFH´UHIOHFWVJHRJUDSKLFDEXQGDQFH²that
is, some measure of geographic range or rarity. We will consider number of localities (or ecosystems
in the case of corals) containing a given branch as the abundance measure for that branch. This differs
from the Chao et al. formulation in that the abundance for a branch is not the sum but the union over
the abundance of descendants. We then define:
୬

୧ ୯
ʹ ൌ   ൌ ൝ ୧ ቀ ቁ ൡ


ଵΤሺଵି୯ሻ

୯

୧ୀଵ

Our notation is the same as above, except that we use ri to refer to the use of a range-type count as our
abundance measure. When HPD2 is large, the effective amount of PD is large, and we have greater
heterogeneity. We will explore the application of the measure for q equal to 1. The Hill number is
undefined for q = 1, but, following [93,94], it is defined by a limit as q approaches 1, yielding:
୬

୧
୧
ʹ ൌ   ൌ  ቌെ  ୧ ቀ ቁ  ቀ ቁቍ


ଵ

୧ୀଵ

We now will apply this measure to the Caribbean species, using counts of the number of ecosystems
containing a branch/species as the basis for abundance of that branch/species (Figure 6). For this
example, we do not have information on the numbers of ecosystems for all other species and branches
from the overall tree (Figure 2). However, we can illustrate properties of the method by considering an
additional branch of length 32 that is found in a large number of ecosystems.
Figure 6. Subset of the larger tree (Figure 2) with the three Acropora species endemic to
the Caribbean. Relevant branch lengths are shown below the branch, in italics. Numbers in
bold at the top of the branches indicates the number of ecosystems in which the species or
branch is represented (present) (according to [92]).
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We begin by considering a case where the number of ecosystems for A cervicornis has dropped
from 8 (Figure 6) to just 2 (scenario A in Table 3). The value of HPD2 is calculated as follows:
ʹ ൌ  ൭െ͵ʹ ൬
െ ͵ʹ ൬

ʹ
ʹ
ͺ
ͺ
ͻ
ͻ
൰  ൬
൰ െ ͳ ൬
൰  ൬
൰ െ ͵ͷ ൬
൰  ൬
൰
ʹͳͳͷ
ʹͳͳͷ
ʹͳͳͷ
ʹͳͳͷ
ʹͳͳͷ
ʹͳͳͷ

ͷͲ
ͷͲ
൰  ൬
൰ቇ ൌ Ǥ
ʹͳͳͷ
ʹͳͳͷ

Now we compare this value of HPD2 to the value obtained for scenarios B and C (Table 3). In
scenario B, A cervicornis becomes even rarer (present in only 1 ecosystem). HPD2 goes down,
reflecting lower spatial PD heterogeneity. In contrast, in scenario C, the common species, at the end of
a branch also of length 32, is now absent from one of its 50 ecosystems. HPD2 goes up, reflecting
higher spatial PD heterogeneity. Thus, these simple scenarios suggest that HPD2 provides a measure
of phylogenetic spatial heterogeneity that is sensitive to reductions in abundance of rare
species/branches. This captures an important aspect of geographic homogenization from climate
change impacts, and may provide a basis for the monitoring of PD change that complements the
conventional monitoring of PD losses.
Table 3. Scenarios of species loss from coral ecosystems, based on the partial tree of
Figure 6. Column Li has branch lengths, including a hypothetical branch of length 32 from
another part of the tree. Columns A, B, and C correspond to 3 scenarios for number of
ecosystems for each species/branch. The bottom row reports, for each scenario, the
corresponding HPD2 value.
Li
32
17
35
HPD2

A
2
8
9
67.7

B
1
8
9
64.6

C
2
8
9
68.2

6. Discussion
In our Introduction, we argued that phylogenetic diversity can contribute in two ways to a more
inclusive earth systems science. First, we argued that phylogenetic pattern is a good proxy for the
³features´ WKDW UHVXOW IURP HYROXWLRQDU\ SURFHVVHV DQG VR LV SDUW RI D ³OLIH VXSSRUW V\VWHP´ WKDW
provides both current and possible future benefits. This reflects a long-standing rationale for the
conservation of diversity [17]. The PD measure and its extended calculations introduced here are
specifically designed to capture these phylogenetically-based option values of biodiversity. This
perspective contrasts with a recent review and commentary on the conservation of phylogenetic
diversity [95], which failed to recognize PD as a measure of feature diversity and associated option
values. The result was an incoherent framework, with no clear rationale for the conservation of
phylogenetic diversity and little basis for distinguishing among the large number of existing
phylogenetic indices.
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We noted that our focus on PD and option values complements standard systems approaches that
largely focus on biodiversity links to ecosystem functions. Corals conservation highlights these
complementary perspectives. Here, addressing the conservation of option values implied a focus on the
entire phylogeny for that group (or sometimes hotspots of clumped threats within the phylogenetic
tree). In contrast, a functioning coral ecosystem in a given place will be concerned with the subset of
local taxa. This defines a portion of the larger phylogeny. Indeed, the most effective measure of
biodiversity for assessments of ecosystem functions may be PD applied within ecosystems (see
e.g., [96]). We have not addressed within-ecosystem PD analyses in this paper, but see the integration
of whole-tree PD analyses and within-ecosystem PD analyses as a key challenge for an inclusive
systems approach to sustainability.
This links to our second argument, that indices of change in phylogenetic diversity should assist in
planning and decision-making for sustainability [97]. We see phylogenetic diversity conservation as
contributing to a larger systems approach to sustainability ³UHJLRQDOVXVWDLQDELOLW\DQDO\VLV´[21]) that
investigates how we can balance different needs of society. These efforts will be progressed by
efficient algorithms that can calculate best-possible changes in expected PD for large phylogenies, and
integrated with human-environment factors, including conservation opportunity costs [98].
Our study has echoed some common themes from systems science, and perhaps has neglected some
other important themes. On the one hand, we show that core systems ideas relating to tipping points
and risN DQDO\VLV H[WHQG WR ³HYRV\VWHPV´. On the other hand, our study did not explore the various
uncertainties associated with these assessments. Naturally, phylogenetic diversity itself is recognition
of inherent uncertainties regarding which species and which features will provide uses and benefits for
future generations. However, use of phylogenetic pattern introduces other uncertainties. For example,
as demonstrated here for Acropora, molecular data were not available for all species. Consequently,
the species tree was based on a subset of the entire Acropora diversity. While the positioning of clades
in the current phylogenetic topology is consistent with other published phylogenies [60,62], the
inferred phylogeny is likely to be refined when additional species are included. PD assessments must
take these uncertainties into account [99±101]. We hope that an inclusive systems approach, and
availability of quantitative indices for phylogenetic diversity assessment, will promote new studies that
overcome some of these uncertainties.
References
1.
2.
3.
4.

Kappelle, M.; van Vuuren, M.M.I.; Baas, P. Effects of climate change on biodiversity: A review
and identification of key research issues. Biodiv. Conserv. 1999, 8, 1383±1397.
Parmesan, C.; Yohe, G. A globally coherent fingerprint of climate change impacts across natural
systems. Nature 2003, 421, 37±42.
Koh, L.P.; Dunn, R.R.; Sodhi, N.S.; Colwell, R.K.; Proctor, H.C.; Smith, V.S. Species
co-extinctions and the biodiversity crisis. Science 2004, 305, 1632±1634.
Botkin, D.B.; Saxe, H.; Araujo, M.B.; Betts, R.; Bradshaw, R.H.W.; Cedhagen, T.; Chesson, P.;
Dawson, T.P.; Etterson, J.R.; Faith, D.P.; et al. Forecasting the effects of global warming on
biodiversity. Bioscience 2007, 57, 227±236.

Biology 2012, 1
5.
6.

7.
8.
9.
10.

11.
12.

13.

14.

15.

16.

17.

18.

19.
20.
21.

22.

927

Kannan, R.; James, D.A. Effects of climate change on global biodiversity: A review of key
literature. Trop. Ecol. 2009, 50, 31±39.
Barnosky, A.D.; Matzke, N.; Tomiya, S.; Wogan, G.O.U.; Swartz, B.; Quental, T.B.;
Marshall, C.; McGuire, J.L.; Lindsey, E.L.; Maguire, K.C.; et al. +DV WKH (DUWK¶V VL[WK PDVV
extinction already arrived? Nature 2011, 471, 51±57
Bellard, C.; Bertelsmeier, C.; Leadley, P.; Thuiller, W.; Courchamp, F. Impacts of climate change
on the future of biodiversity. Ecol. Lett. 2012, 15, 365±377.
Faith, D.P. Conservation evaluation and phylogenetic diversity. Biol. Conserv. 1992a, 61, 1±10.
Mace, G.M.; Gittleman, J.L.; Purvis, A. Preserving the tree of life. Science 2003, 300, 1707±1709.
Special Issue "Biological Implications of Climate Change". Available online:
http://www.mdpi.com/journal/biology/special_issues/implications_climate (accessed on 11
December 2012).
Sterling, E.J.; Gomez, A.; Porzecanski, A.L. A systemic view of biodiversity and its conservation:
Processes, interrelationships, and human culture. Bioessays 2010, 32, 1090±1098.
Rockström, J.; Steffen, W.; Noone, K.; Persson, A.; Chapin, F.S.; Lambin, E.F.; Lenton, T.M.;
Scheffer, M.; Folke, C.; Schellnhuber, H.J.; et al. A safe operating space for humanity. Nature
2009, 461, 472±475.
$XVWUDOLDQ $FDGHP\ RI 6FLHQFH 7R OLYH ZLWKLQ (DUWK¶V OLPLWV $XVWUDOLDQ $FDGHP\ RI 6FLHQFH:
Canberra, Australia. Available online: http://www.science.org.au/natcoms/nc-ess/documents/essreport2010.pdf (accessed on 11 December 2012).
Faith, D.P. Biodiversity. In The Stanford Encyclopedia of Philosophy, Fall 2008 ed.; Stanford
University: Stanford, CA, USA, 2007. Available online: http://plato.stanford.edu/archives/
fall2008/entries/biodiversity (accessed on 29 June 2012).
Future Earth ² Research for Global Sustainability: Draft Research Framework. Available online:
http://www.icsu.org/future-earth/whats-new/4th-transition-team-meeting/documents-2/researchframework (accessed on 11 December 2012).
Sterman, J.D. Sustaining sustainability: Creating a systems science in a fragmented academy and
polarized world. In Sustainability Science: The Emerging Paradigm and the Urban Environment;
Springer: New York, NY, USA, 2012; pp. 21±58.
International Union for Conservation of Nature World Conservation Strategy: Living Resource
Conservation for Sustainable Development; International Union for Conservation of Nature and
Natural Resources (IUCN): Gland, Switzerland, 1980.
Faith, D.P.; Magallón, S.; Hendry, A.P.; Conti, E.; Yahara, T.; Donoghue, M.J. Evosystem
Services: An evolutionary perspective on the links between biodiversity and human-well-being.
Curr. Opin. Environ. Sustain. 2010, 2, 1±9.
Faith, D.P. Biodiversity and ecosystem services: Similar but different. Bioscience 2012, 62, 785.
Faith, D.P. Common ground for biodiversity and ecosystem services: The "partial protection"
challenge. F1000 Res. 2012, 1, 30.
Faith, D.P. Regional Sustainability Analysis; CSIRO: Canberra, Australia, 1995. Available online:
http://australianmuseum.net.au/document/Biodiversity-and-regional-sustainability-analysis/
(accessed on 11 December 2012).
Faith, D.P. Biodiversity transcends services. Science 2010, 330, 1744±1745.

Biology 2012, 1

928

23. Carpenter, K.E.; Abrar, M.; Aeby, G.; Aronson, R.B.; Banks, S.; Bruckner, A.; Chiriboga, A.;
Cortes, J.; Delbeek, J.C.; DeVantier, L.; et al. One-third of reef-building corals face elevated
extinction risk from climate change and local impacts. Science 2008, 321, 560±563.
24. Hughes, T.P.; Baird, A.H.; Bellwood, D.R.; Card, M.; Connolly, S.R.; Folke, C.; Grosberg, R.;
Hoegh-Guldberg, O.; Jackson, J.B.C.; Kleypas, J.; et al. Climate change, human impacts, and the
resilience of coral reefs. Science 2003, 301, 929±933.
25. Mooney, H.; Larigauderie, A.; Cesario, M.; Elmquist, T.; Hoegh-Guldberg, O.; Lavorel, S.; Mace,
G.M.; Palmer, M.; Scholes, R.; Yahara, T. Biodiversity, climate change, and ecosystem services.
Cur.Opin. Environ. Sust. 2009, 1, 46±54.
26. Faith, D.P. Systematics and conservation: On predicting the feature diversity of subsets of taxa.
Cladistics 1992, 8, 361±373.
27. Forest, F.; Grenyer, R.; Rouget, M.; Davies, T.J.; Cowling, R.M.; Faith, D.P.; Balmford, A.;
Manning, J.C.; Proches, S.; van der Bank, M.; et al. Preserving the evolutionary potential of floras
in biodiversity hotspots. Nature 2007, 445,757±760.
28. Faith, D.P. Phylogenetic diversity: A general framework for the prediction of feature diversity. In
Systematics and Conservation Evauation; Clarendon Press: Oxford, UK, 1994; pp. 251±268.
29. Faith, D.P.; Reid, C.A.M.; Hunter, J. Integrating phylogenetic diversity, complementarity, and
endemism for conservation assessment. Conserv. Biol. 2004, 18, 255±261.
30. Bordewich, M.; Semple, C. Budgeted nature reserve selection with biodiversity feature loss and
arbitrary split systems. J. Math. Biol. 2012, 64, 69±85.
31. Morlon, H.; Dylan, W.; Schwilk, J.A.; Bryant, P.A.; Marquet, A.G.; Rebelo, C.T.; Bohannan,
B.J.M.; Green, J.L. Spatial patterns of phylogenetic diversity. Ecol. Lett. 2010, 14, 141±149.
32. Smith, M.A.; Fisher, B.L. Invasions, DNA barcodes, and rapid biodiversity assessment using ants
of Mauritius. Front. Zool. 2009, 6, 31.
33. Davies, T.J.; Buckley, L.B. Phylogenetic diversity as a window into the evolutionary and
biogeographic histories of present-day richness gradients for mammals. Phil. Trans. R. Soc. B
2011, 366, 2414±2425.
34. Nee, S.; May, R.M. Extinction and the loss of evolutionary history. Science 1997, 278, 692±694.
35. Parhar, R.K.; Mooers, A.O. Phylogenetically clustered extinction risks do not substantially prune
the tree of life. PLoS One 2011, 6, e23528.
36. Rodrigues, A.S.L.; Gaston, K.J. Maximising phylogenetic diversity in the selection of networks of
conservation areas. Biol. Conserv. 2002, 105, 103±111.
37. Faith, D.P.; Williams, K.J. Phylogenetic diversity and biodiversity conservation. In McGraw-Hill
Yearbook of Science and Technology; McGraw-Hill: New York, NY, USA, 2006; pp. 233±235.
38. Thuiller, W.; Lavergne, S.; Roquet, C.; Boulangeat, I.; Lafourcade, B.; Araujo, M.B. Consequences
of climate change on the tree of life in Europe. Nature 2011, 470, 531±534.
39. Potter, K.M.; Woodall, C.W. Trends over time in tree and seedling phylogenetic diversity indicate
regional differences in forest biodiversity change. Ecol. Appl. 2012, 22, 517±531.
40. Yesson, C.; Culham, A. A phyloclimatic study of cyclamen. BMC Evol. Biol. 2006, 6, 72.
41. Sander, J.; Wardell-Johnson, G. Fine-scale patterns of species and phylogenetic turnover in a
global biodiversity hotspot: Implications for climate change vulnerability. J. Vege. Sci. 2011, 22,
766±780.

Biology 2012, 1

929

42. Huang, S.; Davies, T.J.; Gittleman, J.L. How global extinctions impact regional biodiversity in
mammals. Biol. Lett. 2011, doi:10.1098/rsbl.2011.0752.
43. Willis, C.G.; Ruhfel, B.; Primack, R.B.; Miller-Rushing, A.J.; Davis, C.D. Phylogenetic patterns
RIVSHFLHVORVVLQ7KRUHDX¶VZRRGVDUHGULYHQE\FOLPDWHFKDQJH Proc. Natl. Acad. Sci. U. S. A.
2008, 105, 17029±17033.
44. Baillie, J.E.M.; Hilton-Taylor, C.; Stuart, S.N. IUCN Red List of Threatened Species. A Global
Species Assessment; IUCN: Gland, Switzerland and Cambridge, UK, 2004; p. 191.
45. Huang, D. Threatened reef corals of the world. PLoS One 2012, 7, e34459.
46. Veron, J.E.N.; Wallace, C.C. Scleractinia of Eastern Australia, Part V. Family Acroporidae.
AIMS Monograph Series 1984, 6, 485.
47. Wallace, C.C. Staghorn Corals of the World: A Revision of the Genus Acropora; CSIRO
Publishing: Melbourne, Australia, 1999.
48. Veron, J.E.N. A biogeographic database of hermatypic corals. Aust. Inst. Marine Sci. Monogr.
Ser. 1993, 10, 433.
49. Veron, J.E.N. Corals of the World; Australian Institute of Marine Science: Townsville, Australia,
2012. Available online: http://coral.aims.gov.au/ (accessed on 11 December 2012).
50. Wallace, C.C.; Richards, Z.; Suharsono. Regional distribution patterns of Acropora in Indonesia
and their use in conservation. Indones. J. Coast. Mar. Res. 2001, 1, 40±58.
51. Marshall, P.A.; Baird, A.H. Bleaching of corals on the Great Barrier Reef: Differential
susceptibilities among taxa. Coral Reefs 2000, 19, 155±163.
52. Sutherland, K.P.; Porter, J.; Torres, C. Disease and immunity in Caribbean and Indo-Pacific
zooxanthellate corals. Mar. Ecol. Prog. Ser. 2004, 266, 273±302.
53. Bruno, J.F.; Selig, E.R.; Casey, K.S.; Page, C.A.; Willis, B.L.; Harvell, C.D.; Sweatman, H.;
Melendy, A.M. Thermal stress and coral cover as drivers of coral disease outbreaks. PLoS Biol.
2007, 5, e124.
54. Wallace, C.C.; Done, B.J.; Muir, P.R. Revision and catalogue of worldwide staghorn corals of
Acropora and Isopora (Scleractinia: Acroporidae) in the Museum of Tropical Queensland. Mem.
Queensl. Mus. Nat. 2012, 57, 1±255.
55. International Commission of Zoological Nomenclature. Coral taxon names published in 'Corals of
the world' by J.E.N. Veron (2000): Potential availability confirmed under Article 86.1.2.
Bull. Zool. Nom. 2011, 68, 162±166.
56. Ditlev, H. New scleractinian corals (Cnidaria: Anthozoa) from Sabah, North Borneo. Description
of one new genus and eight new species, with notes on their taxonomy and ecology. Zool. Meded.
Leiden 2003, 77, 193±219.
57. Richards, Z.T.; Wallace, C.C. Acropora rongelapensis sp. nov., a new species of Acropora from
the Marshall Islands (Scleractinia: Astrocoeniina: Acroporidae). Zootaxa 2004, 590, 1±5.
58. Claereboudt, M.R. Reef Corals and the Coral Reefs of the Gulf of Oman; Al-Roya Publishing:
Muscat, Oman, 2006; p. 344.
59. Wallace, C.C.; Phongsuwan, N.; Muir, P.R. A new species of staghorn coral, Acropora sirikitiae
sp. Nov. (Scleractinia: Astrocoeniina: Acroporidae) from western Thailand. Phuk. Mar. Biol.
Cent. Res. Bull. 2012, 71, 117±124.

Biology 2012, 1

930

60. Van Oppen, M.J.H.; McDonald, B.J.; Willis, B.L.; Miller, D.J. The evolutionary history of the
coral genus Acropora (Scleractinia, Cnidaria) based on a mitochondrial and a nuclear marker:
Reticulation, incomplete lineage sorting, or morphological convergence? Mol. Biol. Evol. 2001,
18, 1315±1329.
61. Márquez, L.M.; van Oppen, M.J.H.; Willis, B.L.; Reyes, A.; Miller, D.J. The highly cross-fertile
coral species, Acropora hyacinthus and A. cytherea, constitute statistically distinguishable
lineages. Mol. Ecol. 2002, 11, 1339±1349.
62. Richards, Z.T.; van Oppen, M.J.H.; Wallace, C.C.; Willis, B.L.; Miller, D.J. Some rare Indo-Pacific
coral species are probable hybrids. PLoS One 2008, 3, e3240.
63. The IUCN red list of threatened species. Available online: http://www.iucnredlist.org/ (accessed
on 11 December 2012).
64. Status of the Coral Reefs of the World: 2004; Wilkinson, C., Ed.; Global Coral Reef Monitoring
Network and Australian Institute of Marine Science: Townsville, Qld, Australia, 2004.
65. Mooers, A.O.; Faith, D.P.; Maddison, W.P. Converting endangered species categories to
probabilities of extinction for phylogenetic conservation prioritization. PLoS One 2008, 3, e3700.
66. Ordorico, D.M.; Miller, D.J. Variation in the ribosomal internal transcribed spacers and 5.8S
rDNA among five species of Acropora (Cnidaria; Scleractinia): Patterns of variation consistent
with reticulate evolution. Mol. Biol. Evol. 1997, 14, 465±473.
67. Van Oppen, M.J.H.; Willis, B.L.; van Rheede, T.; Miller, D.J. Spawning times, reproductive
compatibilities and genetic structuring in the Acropora aspera group: Evidence for natural
hybridisation and semi-permeable species boundaries in corals. Mol. Ecol. 2002, 11, 1363±1376.
68. Márquez, L.M.; Miller, D.J.; MacKenzie, J.B.; van Oppen, M.J.H. Pseudogenes Contribute to the
Extreme diversity of nuclear ribosomal DNA in the Hard Coral Acropora. Mol. Biol. Evol. 2003,
20, 1077±1086.
69. Wei, N.V.; Wallace, C.C.; Dai, C.F.; Moothien Pillay, K.R.; Chen, C.A. Analysis of the roboomal
internal transcribed spacers (ITS) and the 5.8S Gene indicate that extremely high rDNA
heterogeneity is a unique feature in the scleractinian coral genus Acropora (Scleractinia:
Acroporidae). Zool. Stud. 2006, 45, 404±418.
70. Vollmer, S.V.; Palumbi, S.R. Testing the utility of internally transcribed spacer sequences in coral
phylogenetics. Mol. Ecol. 2004, 13, 2763±2772.
71. Wang, W.; Omori, M.; Hayashibara, T.; Shimoike, K.; Hatta, M.; Sugiyama, T.; Fujisawa, T.
Isolation and characterization of a mini-collagen gene enconding a nematocyst capsule protein
from a reef-building coral, Acropora donei. Gene 1995, 152, 195±200.
72. Hayward, D.C.; Catmul, J.; Reece-Hoyes, J.S.; Berghammer, H.; Dodd, H.; Hann, S.J.; Miller,
D.J.; Ball, E.E. Gene structure and larval expression of cnox-2Am from the coral Acropora
millepora. Dev. Genes Evol. 2001, 211, 10±19.
73. Vollmer, S.V.; Palumbi, S.R. Hybridization and the evolution of coral reef diversity. Science
2002, 296, 2023±2025.
74. Tavare, S. Lines of descent and genealogical processes, and their application in population
genetics models. Theor. Pop. Biol. 1984, 26, 119±164.
75. Nucleotide. Available online: http://www.ncbi.nlm.nih.gov/nuccore/ (accessed on 11 December
2012).

Biology 2012, 1

931

76. Tamura, K.; Peterson, D.; Peterson, N.; Stecher, G.; Nei, M.; Kumar, S. MEGA5: Molecular
evolutionary genetics analysis using maximum likelihood, evolutionary distance, and maximum
parsimony methods. Mol. Biol. Evol. 2011, 28, 2371±2739.
77. 5LFKDUGV =7 :DOODFH && 0LOOHU '- $UFKHW\SDO µHONKRUQ¶ FRUDO GLVFRYHUHG LQ WKH 3DFLILF
Ocean. Syst. Biol. 2010, 8, 281±288.
78. Fleury, I.M.S. Genetic Isolation and spawning times of some mass-spawning Acropora species:
Coincidence or correlation? Ph.D. Thesis, Zoological Institute of Basel: Basel, Switzerland, 2004.
79. Hemond, E.M.; Vollmer, S.V. Genetic diversity and connectivity in the threatened staghorn coral
(Acropora cervicornis) in Florida. PLoS One 2010 5, e8652.
80. Wolstenholme, J.K.; Wallace, C.C.; Chen, C.A. Species boundaries within the Acropora humilis
species group (Cnidaria; Scleractinia): A morphological and molecular interpretation of evolution.
Coral Reefs 2003, 22, 155±166.
81. Suzuki, G; Hayashibara, T.; Shirayama, Y.; Fukami, H. Evidence of species-specific habitat
selectivity of Acropora corals based on identification of new recruits by two molecular markers.
Mar. Ecol. Prog. Ser. 2008, 355, 149±159.
82. Suzuki, G.; Fukami, H. Evidence of genetic and reproductive isolation between two morphs of a
subtropical coral Acropora solitaryensis in the non-reef region of Japan. Zool. Sci. 2012, 29, 134±140.
83. Kimura, M. A simple method for estimating evolutionary rate of base substitutions through
comparative studies of nucleotide sequences. J. Mol. Evol. 1980, 16, 111±120.
84. Isaac, N.J.B.; Turvey, S.T.; Collen, B.; Waterman, C.; Baillie, J.E.M. Mammals on the EDGE:
Conservation priorities based on threat and phylogeny. PLoS One 2007, 2, e296.
85. Faith, D.P. Threatened species and the preservation of phylogenetic diversity (PD): Assessments
based on extinction probabilities and risk analysis. Conserv. Biol. 2008, 22, 1461±1470.
86. Witting, L.; Loeschcke, V. The optimization of biodiversity conservation. Biol. Conserv. 1995,
71, 205±207.
87. Faith, D.P. Phylogenetic diversity and conservation. In Conservation Biology: Evolution in
Action; Carroll, S.P., Fox, C., Eds.; Oxford University Press, New York, NY, USA, 2008; pp. 99±115.
88. :HLW]PDQ0/7KH1RDK¶V$UNSUREOHPEconometrica 1998, 66, 1279±1298.
89. Olden, J.D.; Poff, N.L.; Marlis, R.; Douglas, M.E.; Douglas, K.; Fausch, D. Ecological and
evolutionary consequences of biotic homogenization. Tr. Ecol. Evol. 2004, 19, 18±24.
90. Lozupone, C.; Knight, R. UniFrac: A new phylogenetic method for comparing microbial
communities. Appl. Envir. Microbiol. 2005, 71, 8228±8235.
91. Nipperess, D.A.; Faith, D.P.; Barton, K. Resemblance in phylogenetic diversity among ecological
assemblages. J. Veg. Sci. 2010, 21, 809±820.
92. Veron, J.E.N.; Turak, E.; DeVantier, L.M.; Stafford-Smith, M.G.; Kininmonth, S. Coral Geographic,
version 1.1. Available online: http://www.coralgeographic.com (accessed on 7 June 2012).
93. Chao, A.; Chiu, C.; Jost, L. Phylogenetic diversity measures based on Hill numbers. Phil. Trans.
R. Soc. B 2010, 365, 3599±3609.
94. Hill, M.O. Diversity and evenness: A unifying notation and its consequences. Ecology 1973, 54,
427±432.
95. Winter, M.; Devictor, V.; Schweiger, O. Phylogenetic diversity and nature conservation: Where
are we? Tr. Ecol. Evol. 2012, in press.

Biology 2012, 1

932

96. Srivastava, D.S.; Cadotte, M.W.; Andrew, A.; MacDonald, M.; Marushia, R.G.; Mirotchnick, N.
Phylogenetic diversity and the functioning of ecosystems. Ecol. Lett. 2012, 15, 637±648.
97. Walker, P.A.; Faith, D.P. Diversity-PD: Procedures for conservation evaluation based on
phylogenetic diversity. Biodiv. Lett. 1994, 2, 132±139.
98. %LOOLRQQHW $ 6ROXWLRQ RI WKH JHQHUDOL]HG 1RDK¶V $UN SUREOHP Syst. Biol. 2012,
doi:10.1093/sysbio/sys081.
99. May-Collado, L.J.; Agnarsson, I. Phylogenetic analysis of conservation priorities for aquatic
mammals and their terrestrial relatives, with a comparison of methods. PLoS One 2011, 6,
e22562.
100. Swenson, N.G. Phylogenetic resolution and quantifying the phylogenetic diversity and dispersion
of communities. PLoS One 2009, 4, e4390.
101. Jones, R.T.; Robeson, M.S.; Lauber, C.L.; Hamady, M.; Knight, R.; Fierer, N. A comprehensive
survey of soil acidobacterial diversity using pyrosequencing and clone library analyses. ISME J.
2009, 3, 442±453.
© 2012 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/).

