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The incipient sixth mass extinction that started in the Late
Pleistocene has already erased over 300 mammal species and,
with them, more than 2.5 billion y of unique evolutionary history.
At the global scale, this lost phylogenetic diversity (PD) can only be
restored with time as lineages evolve and create new evolutionary
history. Given the increasing rate of extinctions however, can
mammals evolve fast enough to recover their lost PD on a human
time scale? We use a birth–death tree framework to show that
even if extinction rates slow to preanthropogenic background lev-
els, recovery of lost PD will likely take millions of years. These
findings emphasize the severity of the potential sixth mass extinc-
tion and the need to avoid the loss of unique evolutionary
history now.
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As we enter a potential sixth mass extinction (1), triaging
species and prioritizing limited conservation funds grow

increasingly urgent if we wish to preserve biodiversity (2).
However, taxonomic species richness (SR), the most used metric
for measuring biodiversity among researchers, governments, and
managers, is insufficient for these purposes because it implicitly
treats all species equally (3). Functional diversity (FD), a richer
metric that captures species’ ecological adaptations and contri-
butions to ecosystem function is growing in popularity, but it is
difficult to measure and hard to compare between different
taxonomic groups (2–4). Phylogenetic diversity (PD), the amount
of independent evolution within a phylogeny (5), is a comple-
mentary metric that measures lineage history and may be cor-
related to functional trait diversity and evolutionary potential (4,
6, 7, but cf. ref. 8). PD is generally considered a better metric of
biodiversity than SR because it incorporates both SR and phy-
logeny, is less influenced by arbitrary taxonomic decisions, and
provides a powerful metaphor of “national heritage” for con-
servationists (5, 9). Furthermore, unlike FD index values, which
are relative to each idiosyncratic analysis, PD is typically mea-
sured in millions of years of independent evolution (the sum of
all branch lengths connecting a set of species to the root of their
phylogenetic tree), a meaningful common currency that allows
comparisons across a wide range of taxa and studies (2, 5). It is
difficult to understand and measure the FD contribution of every
species in a community, but with the rapid advancement of en-
vironmental DNA methods and computational capabilities, we
could potentially place all those species on the tree of life to
measure their contribution to PD (6, 10).
The incipient sixth mass extinction that started during the Late

Pleistocene has been diagnosed by extremely elevated modern
extinction rates compared with background levels (1). However,
one can also put our current biodiversity crisis in perspective by
estimating the time necessary for global diversity to recover to a
preanthropogenic state (11). Although regional losses in bio-
diversity might be lessened by restoration activities such as spe-
cies reintroductions and rewilding (12), at the global scale, lost

PD can only be restored by time as species evolve and create new
evolutionary history. For example, although as few as 500 indi-
viduals of the critically endangered (CR) pygmy sloth (Bradypus
pygmaeus) remain (13), global PD would recover from the ex-
tinction of this species in less than 2 y (11). This is not to say that
a new species of pygmy sloth would evolve within this time or
that the sloth’s ecological functions would be restored, but that
the 8,900-y loss in unique evolutionary history brought about by
the sloth’s extinction could be countered simply by all 5,418
remaining mammal species existing, and hence evolving, for an
additional 1.64 y. The pygmy sloth, however, is one of the
youngest mammal species, splitting from its congener during a
vicariance event in the Holocene. The extinction of the aardvark
(Orycteropus afer) would cause a much larger drop in PD, over 75
My, because the aardvark is the sole representative of an entire
order. Such deep cuts into the mammal tree are increasingly
likely, given that over one-fifth of current mammal species are
threatened with extinction (14). How much PD will mammals
lose during the ongoing sixth mass extinction, and can they re-
cover this lost biodiversity?

Massive Losses of Evolutionary History
We randomly sampled 30 phylogenies from the posterior distri-
bution reported by Faurby (15), which includes all extant and
extinct Late Quaternary mammal species. Combining these trees
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and ranked threat statuses from the International Union for the
Conservation of Nature (IUCN), we calculated the loss of PD
since the Last Interglacial (∼130,000 y ago) and the expected loss
of PD, given probabilities that currently threatened species will
go extinct in the near future (16). Unlike most previous studies,
here, we use the Last Interglacial as a baseline instead of the
present day because it better represents the typical, megafauna-
rich state that existed through much of the Cenozoic (17).
Leaving prehistoric extinctions out of analyses undercounts
biodiversity loss and ignores the many large impacts these ex-
tinctions have had on modern ecology (17). To put global PD
losses in perspective compared with species losses, we randomly
shuffled species’ IUCN statuses 250 times so that taxonomic
losses during simulated extinctions were of the same severity but
random with respect to phylogeny (SI Appendix).
Several unique mammal lineages (notably the endemic South

American orders Litopterna and Notoungulata) were completely
lost during the likely human-linked extinctions of the terminal
Pleistocene and early Holocene (18). These extinctions also
decimated the sloth and anteater, armadillo, odd-toed ungulate,
and elephant lineages, all disproportionately rich in PD (Fig. 1
and SI Appendix, Fig. S1). Human-linked prehistoric extinctions
saddled global mammal diversity with a PD loss of 2 billion y of
unique evolutionary history. Historic extinctions since 1500 CE
caused an additional 500 My of loss, leaving PD levels far worse

than expected, given null expectations of random extinctions
(Fig. 2 and SI Appendix, Table S1). This is partly because pre-
historic and historic extinctions were highly size-biased (19),
devastating large mammals (SI Appendix, Fig. S2), a group
shouldering a disproportionate share of PD. Evolutionary history
has its own intrinsic value (20), but these lost years also represent
a loss of instrumental value in the extinction of unique functional
traits (2, 10). Human-linked extinctions have already left the
world in an atypical state: depauperate of large animals and the
important ecosystem functions and services they provide (17).
If current lineages simply persisted without any new speciation

or extinction, it would take nearly 500,000 y for the ∼5,400
current mammal species to evolve enough new history to restore
net PD to preanthropogenic levels. But there will be new ex-
tinctions. The IUCN’s own definitions for ranks predict the loss
of 99.9% of CR species and 67% of endangered species within
the next 100 y (16), eliminating even more ecosystem functions
and services and further increasing mammals’ already large PD
debt. At the same time, mammals will also continue to diversify;
if every lineage speciated into two distinct lineages, PD could be
restored in half the time. The larger the speciation rate (λ) is
compared with the extinction rate (μ), the shorter the amount of
time (t) that it will take for mammals to naturally evolve back
their lost PD. Given realistic background speciation and extinc-
tion rates, how long would it take mammals to regain this
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Fig. 1. Loss of evolutionary history is variable across mammalian orders. The heights of the bars show the amount of unique evolutionary history attributable
to each mammal order at a preanthropogenic baseline (130,000 y ago). The right-hand y axis shows this same value as a percentage of global mammal PD at
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evolutionary history? Put another way, given a human time scale,
can mammals evolve fast enough to recover from the sixth mass
extinction?
We considered a “best-case” counterfactual model where the

average global extinction rate drops down to background levels
(21) before mammals are allowed to recover and start evolving
new evolutionary history (Fig. 3). This could happen either be-
cause of a massive, global paradigm shift toward increased
conservation efforts or because human populations have some-
how collapsed to a point at which we are no longer a dominant
and threatening ecological force. Using extinction probabilities
extrapolated from IUCN definitions (16), we examined five
scenarios for when PD was allowed to recover. Mammals could
start recovering immediately or after 20, 50, or 100 y of status
quo conservation efforts. If they started recovering immediately,
only the PD lost during historic and prehistoric extinctions would
need to be recovered. However, if mammals were not allowed to
recover until sometime in the future, there would be a large
chance that many extant species would also go extinct (SI Ap-
pendix, Table S2), creating even more lost PD compared with the
baseline of all species alive at the Last Interglacial. To determine
how large of an effect prehistoric extinctions had (18, 22), we
also measured what would happen if mammals were allowed to
recover from a 1499 CE baseline (i.e., before any “historic” or
potential future extinctions). Using a birth–death tree framework
(23) and a range of preanthropogenic background extinction
rates (21), we then determined the speciation rate necessary to
generate enough new PD through the evolution of new branch
lengths to equal the PD lost during prehistoric and historic
extinctions and potential future extinctions (Fig. 3 and SI
Appendix).
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Fig. 2. Projected extinctions show a greater loss of PD in mammals than
expected, given species loss. The black line shows the percentage of PD and
SR remaining compared with a preanthropogenic baseline (130,000 y ago).
Colored lines show 250 null simulations where extinctions are of equal
magnitude, but random with respect to phylogeny. Lines correspond to the
extinction scenarios labeled with the same color. Results from one randomly
selected phylogenetic tree are shown. Summary results for all trees are
shown in SI Appendix, Table S1, and results using the present day as a
baseline are shown in SI Appendix, Table S5.
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Fig. 3. Diagrammatic explanation of how we modeled the loss and re-
covery of PD. The total PD of a prehistoric tree containing all mammals is
used as a preanthropogenic baseline before (A) a simulated extinction
pulse removes species from the tree proportional to their probability of
extinction (B). IUCN status abbreviations: EN, endangered; EP, extinct in
prehistory (a status added here); LC, least concern; VU, vulnerable. (C )
After the extinction pulse, lineages are allowed to diversify at background
extinction rates until they have generated enough new branch lengths to
restore lost PD (red branches).
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Recovery Times for PD
Although PD losses may be highly variable across clades and
regions, previous studies predict that, globally, expected mammal
PD losses should not be disproportionally severe (24–26, but cf.
ref. 27 in which disproportionate losses of higher taxonomic
units, although not necessarily PD, are predicted). Phylogenetic
traits like lineage age, lineage richness, and evolutionary dis-
tinctiveness (ED) show no significant relationships with extinc-
tion risk (28), and simulations suggest that even though
extinctions may be highly phylogenetically clustered (29), this is
not enough to cause large losses in PD (30). However, when
considering a baseline of the Last Interglacial, we found that
global PD losses were much worse than expected (Fig. 2 and SI
Appendix, Table S1), although losses did vary greatly across dif-
ferent taxonomic groups (SI Appendix, Fig. S3). Although ex-
tinction risk did not show a strong phylogenetic signal in our
data, species that went extinct prehistorically (before 1500 CE)
were significantly larger, older, and more evolutionarily distinct
than other species (SI Appendix, Figs. S2, S4, and S5). Consid-
ering only terrestrial species, extinct megafauna (≥45 kg) were,
on average, 48% older than surviving species and 61% more
evolutionarily distinct. This is partly just a function of size, but
even among large terrestrial mammals, extinct megafauna stood
out. On average, they were 49% older and 57% more evolu-
tionarily distinct than surviving megafauna. This means that
prehistoric and historic extinctions were close to worst-case
scenarios for PD loss, as many of the most phylogenetically
distinct species were lost first, a pattern that has little analog in
the fossil record (31). Even when excluding the strong effect of
these extinct species by using the present day as a baseline like
previous studies (24–26), we still found disproportionate (albeit
much smaller) losses in PD compared with SR in 14 of the 30
phylogenetic trees examined (SI Appendix, Fig. S6 and Table S5).
If the status quo of mammal conservation continues for 50 y

before mammals are allowed to recover, speciating and going
extinct at their average preanthropogenic background rates of
λ = 0.276 and μ = 0.272 (roughly, one to two extinctions per
1,000 y) (21), it would take 5–7 My to restore the PD debt from
prehistoric and historic extinctions (Fig. 4 and SI Appendix, Fig.
S7). Even if background extinction rates effectively slowed to a
stop (μ = 0), speciation rates in mammals would still have to be
about twice as high as their highest levels during the Cenozoic to
restore PD debt within 500,000 y. Rates this high would mean
that all mammals on Earth would have to speciate as fast as the
Lake Victoria and Lake Malawi cichlids (32), the textbook ver-
tebrate clade for extremely rapid evolution, without a single
lineage going extinct. These high rates are not merely due to
using the Late Pleistocene as a baseline. Of the 4,280 My of total
PD debt we expect to have accrued after 50 y of status quo
conservation, less than 60% comes from historic (509 My) and
prehistoric (1,995 My) extinctions. Speciation rates and recovery
times would still be excessive using the modern day as a baseline
by completely ignoring historic and prehistoric extinctions (SI
Appendix, Fig. S8). If the extinction rate fell to its average pre-
anthropogenic level (μ = 0.272), mammals would have to spe-
ciate faster than their highest Cenozoic rate (21) (λ = 0.969) for 1
My just to restore the amount of evolutionary history we are
expected to lose in the next five decades (SI Appendix, Fig. S8).
More realistically, average preanthropogenic speciation rates
suggest a recovery time of 3–5 My (SI Appendix, Fig. S8).

Lagged Functional Recovery Times
Functional recovery from the sixth mass extinction would likely
take even longer than PD recovery. We estimated mass distri-
butions of future mammals using simulated birth–death trees
and a neutral Brownian motion model of evolution on log-
transformed weight with rates conditioned on the full trees
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(Fig. 4B). Currently, median mammal body mass (72.7 g) is 14%
lower than its preanthropogenic level of 84.3 g. Stopping ex-
tinctions right now (μ = 0) could restore PD within 500,000 y,
given a very high speciation rate (SI Appendix, Fig. S7), but it
would still take 4–5 My before median body mass returned to its
pre-Pleistocene extinction level (SI Appendix, Fig. S9). If all ex-
tinctions stopped 50 y from now, it could take over 7 My for body
sizes to recover (SI Appendix, Fig. S9). Although Faith (5)
originally developed PD as a measure of the total number of
features in an assemblage, PD is now often implicitly treated as
equivalent to the range of trait values in an assemblage (33, 34)
(i.e., functional richness, a component of FD). Prioritizing PD is
generally a reasonable method for conserving FD (4), but re-
storing one does not always restore the other (24, 33, 35). This is
partly because, even if traits are perfectly phylogenetically con-
served, not all evolutionary time is equal. For example, one could
say that losing 500 My of PD is roughly equivalent to losing a
monotypic phylum (27). However, because the expected variance
of traits evolving through Brownian motion increases linearly
with time, a 1-My-old clade with 500 species would have only 1/
250th of the expected trait variance of a pair of sister species that
split apart 250 Mya despite both clades having the same rate of
trait evolution and representing 500 My of PD (36). Even if PD is
equal, for trait diversity, recovery at short time scales and high
speciation rates is not equivalent to recovery at long time scales
and lower speciation rates. This means that given neutral evo-
lution, the unique traits of threatened, phylogenetically isolat-
ed taxa (10) cannot be easily replaced by short, rapid bursts
of speciation, greatly prolonging the time needed for full
functional recovery.
Even recovering such a large amount of PD through a rapid

burst of speciation is highly unlikely. This is made clear by ex-
amining the expected number of species generated if PD lost
during prehistoric and historic extinctions and the next 50 y was
restored (Fig. 4C). To generate this much PD within 500,000 y
and with an average background extinction rate (μ = 0.272), new
lineages would have to rapidly split, creating many functionally
similar species on short branches. The world would have over
22,000 mammal species, 6,000 of them rats (Muroidea) (Fig. 4C).
The existence of a strict carrying capacity for SR is debatable
even at local scales (37); however, it seems unlikely that the
globe could support almost fourfold the number of species that
it harbored during the Late Pleistocene without some major
geographical alterations. More reasonable speciation rates are
likely those where the Earth maintains a taxonomic diversity
close to its current level (λ ≈ 0.276), leading to a recovery time
of 5–7 My. Even then, each order’s proportional contribution
to global PD could change greatly in the future. After 50 y of
status quo conservation, rodents are predicted to show a large
increase in proportional PD. Bats, eulipotyphlans, carnivorans,
opossums, rabbits and pikas, and hyraxes are expected to make
smaller gains (SI Appendix, Fig. S10). All other orders are pre-
dicted to decrease in their proportional contribution to global
PD. Primates and many Australasian marsupials could show
large losses.

Avoiding a Mass Extinction
Is there any way to avoid the grim predictions of our model and
speed recovery of PD and FD? The preferential extinction of
older lineages seen in the Late Pleistocene and early Holocene is
rare in the deeper fossil record (31), making mechanistic com-
parisons with past extinction events uncertain. Although the size
bias of recent extinctions could lead to a “Lilliput effect” where
small, surviving species rapidly evolve into vacant niches (38), the
correlation between genetic substitution rates and high di-
versification rates necessary for this pattern have not been found
in mammals (39). In general, mammals may not have the ele-
vated speciation rates (21) shown by other taxa after mass

extinctions (40). However, even with strong selection for mam-
mals to fill vacant niche space, recovery times on the order of
millions of years are probably realistic. The maximum body mass
of terrestrial mammals took over 10 My to first evolve from
horse-sized to elephant-sized (41).
The results reported here show that it is unlikely that mam-

mals can evolve fast enough to restore their lost PD on any kind
of time scale relevant to humans. Just the PD that mammals are
expected to lose in the next few decades would realistically take
millions of years to recover (SI Appendix, Fig. S8). Even after this
PD recovery, FD (SI Appendix, Fig. S9) would likely remain
highly altered for millions of years more. The lost evolutionary
history from previous and ongoing extinctions is already affecting
ecosystems (42), a trend that will likely only get worse. If any-
thing, our grim predictions of long recovery times are conser-
vative. Unlike our best-case scenario model, there is little reason
to expect that humans will be able to bring extinction rates down
to background levels within the next century with a rising human
population and increasing anthropogenic climate change. The
only real option to speed PD recovery is to save unique evolu-
tionary history before it is already lost. In addition to increasing
overall conservation efforts, we should use available PD methods
to prioritize action for evolutionarily distinct species and dedi-
cate more research to exploring PD’s relationship with FD and
ecosystem services (4, 7). If we could momentarily stop extinc-
tions for mammals, we would save as much evolutionary history
in the next 100 y as what our ancestors lost in the last 100,000 y
(SI Appendix, Table S1). Extinction is part of evolution, but the
unnatural rapidity of current species losses forces us to address
whether we are cutting off twigs or whole branches from the tree
of life.

Materials and Methods
We developed a counterfactual model to investigate how fast current
mammal species would have to evolve to replace the amount of evolutionary
history they have already lost and are expected to lose during the ongoing
sixth mass extinction. This model assumes a best-case scenario, where the
average global extinction rate formammals drops down to background levels
(21) before they are allowed to recover and start evolving new evolutionary
history (Fig. 3). Using a birth–death tree framework (23) and a combination
of simulations and algebraic solutions, we iteratively determined the speci-
ation rate (λ) necessary to recover lost PD with a given time span (t) and
extinction rate (μ). Both λ and μ were measured in lineages per species per
million years, and t was measured in millions of years.

Mammal phylogenies and body mass data came from a prerelease
(version 1.1) of the PHYLACINE database (15). Average background di-
versification rates for mammals were from Alroy (21). Extinction proba-
bilities for extant species were based on studies by Mooers et al. (16) and
Isaac et al. (43). To partition expected PD (44) fairly among taxa, we de-
veloped a missing PD metric, expected ED, a probabilistic version of ED
(45). To facilitate the use of the expected ED metric, we created an R
package (“mallorn”) that can quickly calculate expected ED and expected
PD (10.5281/zenodo.1286923, available at https://megapast2future.github.
io). All analyses were carried out in R version 3.4 (46). Detailed information
on data and methods is provided in SI Appendix. The complete data and
code necessary to replicate this analysis are archived at Zenodo (doi.org/
10.5281/zenodo.1286876).

ACKNOWLEDGMENTS. We thank the editor and two anonymous reviewers
for their thorough comments and Emilio Berti, Arne Mooers, Daniel
Rabosky, Anthony Barnosky, and John Alroy for helpful and enlightening
discussions. This work was funded as part of the Carlsberg Foundation
Semper Ardens project MegaPast2Future (Grant CF16-0005) and a VILLUM
Investigator project funded by VILLUM FONDEN (Grant 16549). S.F. was
supported by the Swedish Research Council (Grant 2017-03862) and a
Wallenberg Academy Fellowship from the Knut and Alice Wallenberg
Foundation (awarded to Alexandre Antonelli, principal investigator).

11266 | www.pnas.org/cgi/doi/10.1073/pnas.1804906115 Davis et al.

D
ow

nl
oa

de
d 

by
 g

ue
st

 o
n 

Ju
ly

 7
, 2

02
1 

http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
https://megapast2future.github.io/
https://megapast2future.github.io/
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.1804906115/-/DCSupplemental
http://doi.org/10.5281/zenodo.1286876
http://doi.org/10.5281/zenodo.1286876
www.pnas.org/cgi/doi/10.1073/pnas.1804906115


1. Barnosky AD, et al. (2011) Has the Earth’s sixth mass extinction already arrived?
Nature 471:51–57.

2. Lean C, Maclaurin J (2016) The value of phylogenetic diversity. Biodiversity
Conservation and Phylogenetic Systematics, eds Pellens R, Grandcolas P (Springer, Cham,
Germany), pp 19–37.

3. Cianciaruso MV (2011) Beyond taxonomical space: Large-scale ecology meets func-
tional and phylogenetic diversity. Front Biogeogr 3:87–90.

4. Mazel F, et al. (2018) Prioritizing phylogenetic diversity captures functional diversity
unreliably. Nat Commun 9:2888.

5. Faith DP (1992) Conservation evaluation and phylogenetic diversity. Biol Conserv 61:
1–10.

6. Huang S, Stephens PR, Gittleman JL (2012) Traits, trees and taxa: Global dimensions of
biodiversity in mammals. Proc Biol Sci 279:4997–5003.

7. Veron S, Davies TJ, Cadotte MW, Clergeau P, Pavoine S (2017) Predicting loss of
evolutionary history: Where are we? Biol Rev Camb Philos Soc 92:271–291.

8. Winter M, Devictor V, Schweiger O (2013) Phylogenetic diversity and nature conser-
vation: Where are we? Trends Ecol Evol 28:199–204.

9. Cadotte MW, Jonathan Davies T (2010) Rarest of the rare: Advances in combining
evolutionary distinctiveness and scarcity to inform conservation at biogeographical
scales. Divers Distrib 16:376–385.

10. Redding DW, Mooers AØ (2015) Ranking mammal species for conservation and the
loss of both phylogenetic and trait diversity. PLoS One 10:e0141435.

11. Purvis A, Hector A (2000) Getting the measure of biodiversity. Nature 405:212–219.
12. Svenning JC, et al. (2016) Science for a wilder Anthropocene: Synthesis and future

directions for trophic rewilding research. Proc Natl Acad Sci USA 113:898–906.
13. Voirin B (2015) Biology and conservation of the pygmy sloth, Bradypus pygmaeus.

J Mammal 96:703–707.
14. International Union for Conservation of Nature (2016) IUCN Red List of Threatened

Species. Version 2016-3. Available at www.iucnredlist.org. Accessed March 17, 2017.
15. Faurby S, et al. (July 10, 2018) PHYLACINE 1.2: The phylogenetic atlas of mammal

macroecology. Ecology, in press.
16. Mooers AØ, Faith DP, Maddison WP (2008) Converting endangered species categories

to probabilities of extinction for phylogenetic conservation prioritization. PLoS One 3:
e3700.

17. Malhi Y, et al. (2016) Megafauna and ecosystem function from the Pleistocene to the
Anthropocene. Proc Natl Acad Sci USA 113:838–846.

18. Sandom C, Faurby S, Sandel B, Svenning JC (2014) Global late Quaternary megafauna
extinctions linked to humans, not climate change. Proc Biol Sci 281:20133254.

19. Dirzo R, et al. (2014) Defaunation in the Anthropocene. Science 345:401–406.
20. Vucetich JA, Bruskotter JT, Nelson MP (2015) Evaluating whether nature’s intrinsic

value is an axiom of or anathema to conservation. Conserv Biol 29:321–332.
21. Alroy J (2009) Speciation and extinction in the fossil record of North American

mammals. Speciation and Patterns of Diversity, eds Butlin R, Bridle J, Schluter D
(Cambridge Univ Press, Cambridge, UK), pp 301–322.

22. Turvey ST (2009) In the shadow of the megafauna: Prehistoric mammal and bird
extinctions across the Holocene. Holocene Extinctions, ed Turvey ST (Oxford Univ
Press, Oxford), pp 17–40.

23. Mooers A, Gascuel O, Stadler T, Li H, Steel M (2012) Branch lengths on birth-death
trees and the expected loss of phylogenetic diversity. Syst Biol 61:195–203.

24. Fritz S, Purvis A (2010) Phylogenetic diversity does not capture body size variation at
risk in the world’s mammals. Proc R Soc B 277:2435–2411.

25. Huang S, Davies TJ, Gittleman JL (2011) global extinctions impact regional biodiversity

in mammals. Biol Lett 8:222–225.
26. Jono CMA, Pavoine S (2012) Threat diversity will erode mammalian phylogenetic

diversity in the near future. PLoS One 7:e46235.
27. Purvis A, Agapow P-M, Gittleman JL, Mace GM (2000) Nonrandom extinction and the

loss of evolutionary history. Science 288:328–330.
28. Arregoitia LDV, Blomberg SP, Fisher DO (2013) Phylogenetic correlates of extinction

risk in mammals: Species in older lineages are not at greater risk. Proc R Soc B 280:

20131092.
29. Turvey ST, Fritz SA (2011) The ghosts of mammals past: Biological and geographical

patterns of global mammalian extinction across the Holocene. Philos Trans R Soc Lond

B Biol Sci 366:2564–2576.
30. Parhar RK, Mooers AØ (2011) Phylogenetically clustered extinction risks do not sub-

stantially prune the tree of life. PLoS One 6:e23528.
31. Huang D, Goldberg EE, Roy K (2015) Fossils, phylogenies, and the challenge of pre-

serving evolutionary history in the face of anthropogenic extinctions. Proc Natl Acad

Sci USA 112:4909–4914.
32. Valente LM, Savolainen V, Vargas P (2010) Unparalleled rates of species diversification

in Europe. Proc Biol Sci 277:1489–1496.
33. Kelly S, Grenyer R, Scotland RW (2014) Phylogenetic trees do not reliably predict

feature diversity. Divers Distrib 20:600–612.
34. Letten AD, Keith DA, Tozer MG (2014) Phylogenetic and functional dissimilarity does

not increase during temporal heathland succession. Proc Biol Sci 281:20142102.
35. Mazel F, Mooers AØ, Riva GVD, Pennell MW (2017) Conserving phylogenetic diversity

can be a poor strategy for conserving functional diversity. Syst Biol 66:1019–1027.
36. Letten AD, Cornwell WK (2015) Trees, branches and (square) roots: Why evolutionary

relatedness is not linearly related to functional distance. Methods Ecol Evol 6:

439–444.
37. Cornell HV (2013) Is regional species diversity bounded or unbounded? Biol Rev Camb

Philos Soc 88:140–165.
38. Berv JS, Field DJ (2018) Genomic signature of an avian Lilliput effect across the K-Pg

extinction. Syst Biol 67:1–13.
39. Goldie X, Lanfear R, Bromham L (2011) Diversification and the rate of molecular

evolution: No evidence of a link in mammals. BMC Evol Biol 11:286.
40. Alroy J (2008) Colloquium paper: Dynamics of origination and extinction in the ma-

rine fossil record. Proc Natl Acad Sci USA 105:11536–11542.
41. Smith FA, et al. (2010) The evolution of maximum body size of terrestrial mammals.

Science 330:1216–1219.
42. Galetti M, et al. (2018) Ecological and evolutionary legacy of megafauna extinctions.

Biol Rev Camb Philos Soc 93:845–862.
43. Isaac NJB, Turvey ST, Collen B, Waterman C, Baillie JEM (2007) Mammals on the EDGE:

Conservation priorities based on threat and phylogeny. PLoS One 2:e296.
44. Witting L, Loeschcke V (1995) The optimization of biodiversity conservation. Biol

Conserv 71:205–207.
45. Redding DW, Mazel F, Mooers AØ (2014) Measuring evolutionary isolation for con-

servation. PLoS One 9:e113490.
46. R Development Core Team (2015) R: A Language and Environment for Statistical

Computing. (R Foundation for Statistical Computing, Vienna), Version 3.4. Available

at www.R-project.org. Accessed July 1, 2017.

Davis et al. PNAS | October 30, 2018 | vol. 115 | no. 44 | 11267

EC
O
LO

G
Y

D
ow

nl
oa

de
d 

by
 g

ue
st

 o
n 

Ju
ly

 7
, 2

02
1 

http://www.iucnredlist.org
http://www.R-project.org

