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Impact of biodiversity loss on production in
complex marine food webs mitigated by
prey-release

Tak Fung1, Keith D. Farnsworth?, David G. Reid3 & Axel G. Rossbergz'4

Public concern over biodiversity loss is often rationalized as a threat to ecosystem
functioning, but biodiversity-ecosystem functioning (BEF) relations are hard to empirically
quantify at large scales. We use a realistic marine food-web model, resolving species over five
trophic levels, to study how total fish production changes with species richness. This complex
model predicts that BEF relations, on average, follow simple Michaelis-Menten curves when
species are randomly deleted. These are shaped mainly by release of fish from predation,
rather than the release from competition expected from simpler communities. Ordering
species deletions by decreasing body mass or trophic level, representing ‘fishing down the
food web’, accentuates prey-release effects and results in unimodal relationships. In contrast,
simultaneous unselective harvesting diminishes these effects and produces an almost linear
BEF relation, with maximum multispecies fisheries yield at ~40% of initial species richness.
These findings have important implications for the valuation of marine biodiversity.

TNational University of Singapore, Department of Biological Sciences, 14 Science Drive 4, Singapore 117543, Singapore. 2 Queen’s University Belfast, School of
Biological Sciences, Belfast BT9 7BL, UK. 3 Fisheries Science Services, Marine Institute, Rinville, Oranmore, County Galway, Ireland. 4 Centre for Environment,
Fisheries and Aquaculture Science (Cefas), Suffolk NR33 OHT, UK. Correspondence and requests for materials should be addressed to T.F.

(email: tflung2000@gmail.com).

| 6:6657 | DOI: 10.1038/ncomms7657 | www.nature.com/naturecommunications 1

© 2015 Macmillan Publishers Limited. All rights reserved.


mailto:tfung2000@gmail.com
http://www.nature.com/naturecommunications

ARTICLE

iodiversity-ecosystem functioning (BEF) relations have

been studied empirically!~” and theoretically®~12, yet our

understanding of these for large marine ecosystems (LME)
remains vague!®. Direct experimental studies in large ecosystems
are prohibitive and the interpretation of comparative analyses in
this context, including the problem of controllin% for
confounding variables, is an issue of ongoing debate*®4-17. On
the other hand, simulation studies have so far been constrained to
small, simple systems that have fewer than 100 species or two
trophic levels®>!111217  Jeaving unanswered the question of how
results could be scaled up, for example to LME.

To overcome these limitations, we use an innovative marine
food-web model that resolves thousands of species over five
trophic levels to study how total fish production (the rate of
production of biomass by all fish species) is expected to change
with fish species richness, a commonly studied BEF relation with
important practical applications. In particular, the model
incorporates omnivory, which is ubiquitous in marine ecosys-
tems'®-20, but hitherto neglected by food-web models used in
BEF studies?!. This feature permits the emergence of complex
network topologies, thus building on previous modelling studies
that use layered food webs with no omnivory and discrete trophic
levels®!. Species were first deleted at random from model food
webs one-by-one, allowing the effects of species composition to
be controlled by averaging over replicate random sequences?>?>.
Random deletions correspond to the case where no species traits
affect the probability of extinction, which is an abstraction in view
of empirical evidence for non-random species loss>4~2°,
Therefore, we also quantify the relationship between total fish
production and fish species richness using deletions in order of
(a) decreasing body mass, (b) decreasing trophic level and (c)
decreasing species population biomass. These correspond to the
observed fisheries practice of targeting fish sgpecies with large
body masses?”?8, high trophic levels®** and large
biomasses®!32, respectively. Furthermore, we also examine
deletions in order of (d) decreasing connectivity (number of
trophic links), to test the hypothesis that the most connected
species are the most important for ecological functioning®.

Using our model, we show that a realistically complex food
web is nevertheless expected to produce a simple BEF curve under
random deletion of species, with the average trend following a
Michaelis—Menten function. We find that release of fish from
predation is the main mechanism shaping BEF relations, in
contrast to previous expectations®® that various forms of
competition would dominate, as in simpler communities®,
Effects of interactions between the deleted species and other
species separated by at least two trophic links—that is, indirect
interactions—largely cancel, resulting in a net effect weaker than
the direct interactions. Furthermore, we find that deletions in
order of decreasing body mass or trophic level amplify prey-
release, leading to greater gains in production following species
loss. Conversely, deletions in order of decreasing biomass resulted
in convex (upward-bending) BEF relations, representing severe
declines in ecosystem functioning even with loss of relatively few
fish species. Deletions in order of decreasing connectivity resulted
in almost linear BEF relations, thus providing partial support for
the hypothesis that removal of the most connected species has the
biggest impact on functioning®>.

Our quantitative predictions of how marine fish production
depends on species richness fill a key knowledge gap in
biodiversity research and ecosystem management. Importantly,
our findings provide a mechanistic understanding of situations
where biodiversity loss can lead to gains in ecosystem function-
ing. As such, they refine our understanding of the generality of
loss of provisioning ecoszrstem services as a main argument for
biodiversity conservation?2.
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Results

Generation of model food webs and their validation. The
Population-Dynamical Matching Model** (PDMM; see Methods,
Supplementary Methods, Supplementary Fig. 1, Supplementary
Table 1) simulates population dynamics in food webs linking
thousands of species. It is used here because it is the only model
capable of generating sufficiently complex food webs that
realistically represent those in LME®®. The PDMM is founded
on well-understood theory®® and earlier applications have
demonstrated its quantitative strengths in describing marine
community structure and dynamics, in particular at higher
trophic levels*>”>38, Ecological model communities are generated
by the PDMM via an assembly algorithm that iteratively
introduces random variant species into a food web. Assembly
is considered complete when species richness no longer
increases on average as new species are introduced: a condition
of saturation in which speciation is balanced by extinction. In
our parameterization (Supplementary Methods), communities
typically reached this point with around 4,000 coexisting species,
of which around 150-300 were fish (taken to be all species
with maturation body mass above 10~ 3kg; see Supplementary
Methods for details).

We generated 20 model food webs from 20 independent runs
of the PDMM assembly algorithm. These were verified by
comparison with empirical data from large marine shelf
communities, representing 10 key ecological properties
(Table 1, Supplementary Methods, Supplementary Figs 2-5,
Supplementary Tables 2-6). These properties cover biodiversity
patterns, size structure and trophic structure.

BEF relations under random species deletions. Simulated BEF
relations were obtained from each of the 20 PDMM food webs by
sequentially deleting randomly chosen fish species, with simula-
tion of population dynamics of the diminished food web after
each deletion until a dynamic equilibrium was reached. Biomass
production summed over all fish species, P, was used as a measure
of ecosystem functioning. Biodiversity of a food web was quan-
tified by fish species richness expressed as a proportion @ of the
initial number of fish species.

To sample the variety of possible responses, 10 random
deletion sequences were evaluated for each of the 20 model food

Table 1 | Validation of model food webs.

Property Range of model Range of
values empirically

derived values

Phytoplankton species richness 2,559-2,961 268-1,700

Fish species richness 148-280 192-314

Dietary diversity of fish species 6.17-8.05 6-14

Diet-partitioning exponent for 0.509-0.644 0.21-0.66

fish species36

Maturation body mass of 1014710201 10-15-10 869

phytoplankton species (kg)

Maturation body mass of 10 —3:0-10247 10 —30-10254

fish species (kg)

Trophic level of fish species 2.03-5.53 2-4.53

Slope of diversity spectrum 0.149-0.491 0.163-0.460

Slope of biomass —0.536-0.0234 —0.25-0.025

size-spectrum

Biomass density of fish 1013090160 10-10190—228

species (kgm ™ 2)

Range of values of 10 key properties for the 20 PDMM food webs used, compared with

empirically derived ranges pertaining to temperate shelf communities. In calculating the slopes

of the diversity spectra, a lower bound of 1kg was used for 16 of the 20 food webs, whereas a

lower bound of 3-35kg was used for the remaining four webs.
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webs, to produce an ensemble of 200 simulated BEF relations
(Fig. 1a, Supplementary Figs 6 and 7). Each random deletion
sequence consists of repeatedly choosing a fish species randomly,
deleting it and then simulating community dynamics to a new
equilibrium; this is continued until no fish species remain. We
found moderate variation in total fish biomass production P for
each of 300 intervals of @ evenly spaced between 0 and 1
(CV=0.17, increasing as ¢ declined; Supplementary Fig. 8). This
confirms empirical studies suggesting a strong influence of
community composition on BEF relations>>*°, The variation was
mainly due to differences among food webs (Supplementary
Methods, Supplementary Fig. 9). Additional variation attributable
to random sequences was relatively small and only dominated for
low @ <0.1 (Supplementary Fig. 9).

To reveal patterns beyond the idiosyncratic changes identified
above, mean total fish production was computed across the
simulations for each value of @ and the resulting curves smoothed
using LOESS (Methods; Fig. 1b, black and orange lines). This
analysis showed that mean production declines with each species
deleted and that this decline becomes steeper as fewer species
remain in the community, that is, the BEF relation is concave.
This is consistent with previous results using smaller systems!>>,
suggesting some generality across scales. The model predicts that
one-quarter of the initial species richness is sufficient to maintain
half of the initial production (Fig. 1b), implying that, on average,
initial biodiversity loss only has minor impacts on production.
However, this proportion translates to an average of 47 fish
species for the 20 food webs, which is far more than the few
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Figure 1 | Predicted total fish biomass production against normalized fish
species richness for random deletions. (a) Ten sample random deletion

sequences for one model food web; the different colours represent separate
sequences. (b) Point-wise means (black), s.e. values (grey), LOESS smooth
of the point-wise means (orange) and two fitted curves as indicated in the
legend, based on the 200 random deletion sequences for all 20 food webs.

species often found to maintain half of functioning in small-scale
experiments’. The grey region in Fig. 1b denotes the s.e. values
for the mean production values from simulations, which is an
appropriate measure of uncertainty in these average values.
Supplementary Figure 10 instead shows the s.d. values, which
measure the variation in production values from the means.

In addition, we tested how well two parsimonious curves, each
given by two parameters, fitted the smoothed BEF relation
(non-linear least-square fits). An excellent fit (Fig. 1b, light blue
dashed line) was obtained with the saturating Michaelis—Menten
(MM) functional form>? given by P=A®/(®+ B), with
R>>0.999 and a root mean square (r.m.s.) approximation
error of only 0.35gm ~2year ~! (with A=154gm 2 year ~ |,
B=0.533). A non-saturating power-law of the form P=C®P
gave a worse fit to the smoothed relationship (Fig. 1b, dark
blue dashed line), with R*=0.987 and an rm.s. error of
3.01gm~2year ~! (C=105gm~2 year ~!, D=0.559), which
is an order of magnitude larger. This suggests that with
hypothetical higher species richness the BEF relation would
indeed saturate. This result confirms conclusions drawn
previously from a meta-analysis of experiments using smaller,
simpler systems>> and extends them to LME.

Theoretically, an MM curve has been derived analytically for
conceptually simple community models since the 1970s'%3%41, In
this study, we find that an analytical model that is much simpler
than the complex PDMM is able to reproduce the MM BEF
relation derived from the PDMM (Supplementary Methods). This
result is unexpected, in particular, because the analytical model
assumes linear (Holling type I) consumer functional responses
(Supplementary Methods), whereas our more complex simulation
model assumes non-linear, extended Holling type II consumer
functional responses (Methods). In practice, the difference between
the two functional response types could have been small because
the average satiation level*? (which varies from 0 to 1) of all fish
species in each of the 20 complex model food webs did not exceed
0.384, which could have constrained their type II functional
responses mostly to the approximately linear portions. Knowledge
that relations between richness and biomass production in LME
tend to follow MM curves, and are therefore largely determined by
only two parameters, will greatly facilitate prediction of the effects
of ongoing large changes in biodiversity.

Analysis of mechanisms underlying the MM curve. The mean
change in P resulting from the deletion of a randomly chosen
species reflects the direct loss of production by that species plus
the indirect response in production of the remaining species. If
the direct loss was the only contribution, that is, if dynamic
responses by other species did not affect P on average, then the
mean BEF relation would necessarily be linear, because the mean
direct effect is P divided by the number of extant species. The
characteristic non-linear saturating form of the BEF relation is
therefore entirely due to indirect effects, consistent with previous
studies®*12. As a first step towards understanding the
mechanisms underlying the shape of the BEF relation in our
model, we separated the mean direct and indirect effects of the
deletion of each species in the random deletion experiments
(Fig. 2a). The figure also displays analytic approximations for the
magnitudes of the direct and indirect contributions to the change
in P, derived in Supplementary Methods from the MM form of
the BEF relationship. The differences between simulations
and these approximations result from occasional secondary
extinctions of fish species (on average, one in four species
deletions caused a secondary extinction; Supplementary
Methods).

To further understand the driving mechanisms for the non-
linear BEF relation, we resolve the indirect contribution into
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Figure 2 | Components of total change in fish biomass production following random species deletions. Panel (a) splits the total change in production (P)
into the production lost from the deleted species and responses from other species. In panel (b) the responses from other species are further split
into those from prey and predators of the deleted species, as well as from species that were neither prey nor predators. Shown are point-wise means
(thin lines) with s.e. values (pale colours) and LOESS smoothers (thick lines), based on the 200 random deletions for all 20 food webs. Dashed lines

in panel (a) are analytic approximations.

those from four categories of species, defined by their trophic
relationship with the deleted species: (a) prey but not predator,
(b) predator but not prey, (c) neither predator nor prey and (d)
predator and prey. Contributions from the last category tended to
be very small (Supplementary Fig. 11) and are not considered
further. The total contributions from the three other categories,
averaged over all 200 deletion sequences, are plotted in Fig. 2b
against the proportion of species remaining, ®. Interestingly, the
average total contribution from prey of the deleted species tended
to be much larger than that from those species that were neither
prey nor predators (Fig. 2b). This is critically important: the latter
category includes all those fish species that are mainly in a true or
‘apparent’ competitive relation with the deleted species. Compe-
titive release therefore plays only a minor role in shaping the BEF
relation in large complex food webs, despite its recognized
importance for simpler communities®*>*4, The contribution
from species that were predators of the deleted species was
intermediate in magnitude between contributions from species
that were prey of the deleted species and those that were neither
prey nor predators (Fig. 2b). This contribution was negative and
its smaller magnitude in comparison with the contribution from
prey of the deleted species can be explained by inefficient transfer
of energy from prey to predators. Previous modelling studies of
marine communities have frequently demonstrated prey-release
following depletion of g)redators, using EwE (Ecopath with
Ecosim) and Atlantis*>*®, However, these models did not fully
resolve the communities to species level and also did not examine
the consistency of this effect on BEF relations as species are
sequentially deleted.

Decomposing the fish community’s response to species
deletion even further, we show in Fig. 3 the sum of positive
changes in production of fish species with different degrees of
separation from the deleted species, as well as the sum of negative
changes. Remarkably, species that were neither predators nor
prey of the deleted species responded with larger positive and
negative gross changes in production than prey and predators
(Fig. 3). Contributions from fish species at four degrees of
separation were largest, with a sharp decrease in contributions
from species at higher degrees of separations. This could reflect
more fish species with increasing degree of separation (each fish
species is typically connected to many other species; Table 1),
until nearly all fish species have been accounted for. The sum of
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Figure 3 | Contributions to mean total change in production by species
with different minimum numbers of trophic links from deleted species,
for random deletions. Considering all undeleted species with positive
(above x-axis) and negative (below x-axis) changes in production following
a random species deletion, the contributions to the mean total change in
production from species that are a minimum of one (grey), two (pink),
three (green), four (blue) and five (orange) trophic links away from the
deleted species. Results are based on the 200 random deletions for all 20
food webs.

the absolute positive and negative gross changes in production for
species that were neither predator nor prey is typically at least an
order of magnitude greater than the net change shown in Fig. 2b;
the positive and negative changes mostly cancel each other.

Effect of interaction asymmetry for BEF relations. Our ran-
dom-deletion study demonstrates that while realistically complex
food webs produce MM—shalped BEF curves as empirically found
for single trophic systems>°, the underlying mechanism is
entirely different. For communities consisting of just one trophic
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level, the main structuring mechanisms are various forms of
competition or their absence (niche differentiation)*4, even when
other interactions, for example facilitation by ecosystem
engineers, also play a role?”. Such competitive interactions are
typically mediated through shared limiting resources, such as
light, nutrients or food, and are therefore approximately
symmetric. If competition is perfectly symmetric, then one can
show mathematically (Supplementary Methods) that this leads to
an increase in community production with each species added
and a loss of production with each species deleted. Thus, the BEF
relation is predictably positive in any instance. With approximate
symmetry, one can expect the relation to be positive in the
majority of instances.

When direct predator-prey interactions dominate in shaping
BEF relations, as is the case here, this interaction symmetry is lost.
Consequently, even though production declines for random
deletion sequences on average, there are many instances where
deletions lead to an increase in production—22% of deletions in
our simulations (Fig. 1a, Supplementary Figs 6 and 7). In these
complex food webs, a positive association between biodiversity
and production is therefore not as inevitable as for competitive
communities.

Non-random deletion sequences. Deletions in order of
decreasing body mass or decreasing trophic level both resulted in
an increasing average production trend at high richness levels,
before average production started to decline (Fig. 4a). When fish
species were deleted in order of decreasing maturation body mass,
the contributions from prey of the deleted species are inflated
relative to the null random-deletion case (Supplementary
Fig. 12a). The same result was found when species were deleted
in order of decreasing trophic level (Supplementary Fig. 12b). In
contrast, deletions in order of decreasing biomass or connectivity
led to average production declining more quickly relative to the
null scenario, with a convex shape for the BEF relation in the
former case (Fig. 4b).

Unselective multispecies fishing. In view of the strong depen-
dence of BEF relations on the way in which species are deleted,
the question arises as to what kind of relations will emerge for
scenarios where fish species are harvested simultaneously rather
than sequentially. We therefore also investigated the case of

unselective multispecies fisheries, which has been studied in
fisheries science?® and has been used to approximate fishing
regimes for the North and Celtic Sea demersal fish
communities®®. Experiments were performed on each of the 20
model food webs where all fish species experienced a constant
harvesting rate H, which varied in each experiment from
0.06 to 8year ~! in increments of 0.02year ~! (Methods). At
H=8year !, no fish species survived in any of the 20 webs. The
relation between @ and mean total fish production in these fished
webs is shown in Fig. 5, which follows a linear trend with
declining biodiversity. We also include in Fig. 5 the mean values
of fisheries yields corresponding to the fishing regimes applied
(total fish biomass x H). Mean yield reaches the highest values at
around @ = 0.4, where around 60% of fish species are extirpated.
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Figure 5 | Predicted mean total fish biomass production and yield
against normalized fish species richness for multispecies fishing.
Production-richness relations are shown for random deletions and the case
where all fish species are unselectively harvested at the same rate, with this
rate increased from 0.06 to 8 year ~ ' in increments of 0.02 year ~. In
addition, the relation between multispecies yield and richness is shown. For
each relation, point-wise means (thin lines), s.e. values (pale colours) and
LOESS smoothers (thick lines) are presented, based on results from all 20
food webs. The two dotted horizontal lines mark the initial total fish
biomass production and 50% of this value.
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Figure 4 | Predicted mean total fish biomass production against normalized fish species richness for ordered deletions. Production-richness relations
are shown for (a) random deletions and deletions by decreasing body mass and trophic level (TL), and (b) random deletions and deletions by decreasing
biomass and connectivity. For each relation, point-wise means (thin lines), s.e. values (pale colours) and LOESS smoothers (thick lines) are presented,

based on the 20 ordered deletions for all 20 food webs. The two dotted horizontal lines mark the initial total fish biomass production and 50% of this value.
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Discussion

Natural communities are generally thought of as complex systems
with high interconnectedness of constituent components, yet
previous models have fallen short of capturing the reticulate and
adaptive nature of dynamic food webs in LME. Earlier
mechanistic studies of BEF in food webs have focused on webs
with a small number of species assigned to discrete trophic
levels! 112, In such models, low trophic complementarity, that is,
high overlap between species in their roles as consumers and
resources, leads to high resource- and consumer-mediated
competition and saturating or even hump-shaped BEF
relationships!'2. For these simple discrete trophic level (layered)
models, effective competitive (or ‘trophic niche’) overlaps as
defined by Bastolla et al.*® and Chesson & Kuang> are always
positive, leading to a consistently negative effect of competition
on abundance and production. However, in realistically complex
non-layered food webs with many species and omnivory,
appropriately defined effective competitive overlaps can be
either positive or negative®®. This explains the incoherent
responses of indirectly connected species following random
species deletions, which we report here (Figs 2b and 3). As a
result, competition plays a much smaller role in determining
BEF relations than direct predator-prey interactions.
Furthermore, because a predator—prey pair has fundamentally
asymmetric trophic effects on each other, production decreases
only on average with each deletion of a random species, not in
each instance as symmetric competitive models suggest
(Supplementary Methods). In future work, there is a need to
quantify the degree of symmetry in real competitive systems,
especially at larger scales, to test the appropriateness of symmetry
assumptions in competition models.

We found that using ordered instead of random deletion
sequences qualitatively changed the shapes of the BEF relations
(Fig. 4). This is consistent with results using simpler food-web
models®>!, but our results are valuable in specifying how the BEF
relations are expected to change in LME, which is a priori unclear
due to their greater complexity. Deletions by decreasing
maturation body mass or trophic level increased the effects of
prey-release (Supplementary Fig. 12). This was because species
with a larger maturation body mass or trophic level were
generally able to feed on more species, representing a greater
range of body masses achieved during growth, which increases
the size range of prey that can be consumed. In contrast, deletions
by decreasing biomass or connectivity both led to a steeper
decline in production relative to random deletions. The
underlying reason is that species with higher biomasses or that
are more connected also tend to have higher production
(Supplementary Fig. 13), such that species with high production
tend to be removed first in both scenarios. This resulted
in a sharply increasing, convex BEF relation (up to the pristine
biodiversity) for deletions in order of decreasing biomass.
A similar pattern has been found in observational studies of
pollination by bee species®?, dung burial by dung beetles>?,
biomass of coral reef fish species®!” and biomass of deep-sea
nematodes'®!”. The cause of the sharply increasing, convex deep-
sea nematode biomass trend has been postulated to be mutualistic
interactions!%; in contrast, the convex functioning trends found in
the other three studies are more likely to be explained by the
highest functioning species being the most extinction-prone’ /%,
such that species with the highest functioning are lost first—this is
also how convex relationships between richness and production
can be generated in our model food webs. In addition, our model
results for deletions in order of decreasing connectivity are
consistent with expectations from topological models®>. Our
results confirm that upward-bending BEF relations can arise
when traits defining extinction risk and functioning overlap,

6

using an explicitly mechanistic model. In this case, the loss in
functioning dominates gains from prey-release (Supplementary
Fig. 13), a finding that is a priori unclear and cannot simply be
extrapolated from studies using simpler systems.

The time to reach a new equilibrium after a species deletion
varied from 0.3 to 28,500 years in simulations, with a median of
22.5 years. In real marine ecosystems with heavy fishing pressure,
there may be insufficient time in between species extinctions to
allow the full effects of an extinction to be manifested. This could
qualitatively alter the shapes of the BEF relations found>*>>%; for
example, a saturating curve may become more linear due to
weaker prey-release effects. In addition, we did not examine
species invasions, which are common in coastal marine
ecosystems>. Future studies could use the model food webs
that we have generated to examine BEF relations under increasing
species richness, representing species invasions.

We also found that when all fish species were simultaneously
harvested in our model food webs, simulating the efforts of
unselective multispecies fisheries, the BEF relation obtained was
flatter than that in the random deletion null case (Fig. 5). Large
species with low population growth rates typically became extinct
first with increasing harvesting rate H (Supplementary Fig. 14),
consistent with empirical findings that the largest species are the
most sensitive to fishing pressure?’-?8, This might have been
expected to result in greater production than the null case due to
greater release of prey from predation, as in the case where fish
species were sequentially deleted in order of decreasing body
mass (Fig. 4a). However, with multispecies fishing, the prey
species are fished simultaneously, thus suppressing their response
to a decrease in predation. In addition, we found that multispecies
sustainable yield peaked when around 60% of fish species have
been lost (Fig. 5). This is higher than the percentages of collapsed
species (with<10% of their unfished biomass) predicted to
correspond to near-maximal multispecies yields by analyses of a
suite of marine ecosystem models parameterized for 31
ecosystems, which included examination of the unselective
fishing scenario®® (~30-40%). The peak in yield at a lower
percentage predicted by these models could be because they are
not fully species-resolved, unlike the model we used. This could
have resulted in an underestimate of the positive effect of prey-
release on functioning and yield, such that yield peaks when fewer
species have collapsed.

We caution that our study has focused only on production and
the abstraction of trophic interactions from communities,
resulting in narrowing of the functional scope. For example,
standing stock biomass, a commonly used measure of ecosystem
functioning, could be considered in addition to biomass
production. Although average biomass density follows largely
the same trends as average production in our model, it decreases
more quickly with deletions by decreasing body mass than for
random deletions, in contrast to average production
(Supplementary Fig. 15). The underlying reason is that species
with large body masses have the slowest growth rates but tend to
have large biomasses when unexploited (Supplementary Methods,
Supplementary Fig. 2), so their preferential removal leads to
declines in biomass that are greater than declines in production.
Thus, simultaneous maintenance of biomass and production
under targeted deletions of large species requires conservation of
more species than if production was considered in isolation.
Consideration of more types of functioning would increase the
required number of species further, as would inclusion of
different timescales, more locations and other types of environ-
mental change®.

The results presented help to inform policy-makers on
situations where arguments for biodiversity conservation based
on BEF relations for provisioning ecosystem services®”>® may be
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weakened. Our analyses suggest that such situations are likely to
be common for complex food webs. Thus, other arguments for
biodiversity  conservation should be considered more
prominently>®-¢!. These include conservation of biodiversity to
promote the stabilitsy of ecosystems and hence the steady flow of
ecosystem services’’. In addition, there is an argument for
conserving biodiversity for its own sake®®, which is a
fundamentally non-utilitarian viewpoint that might be viewed as
distinct from the argument that biodiversity should be conserved
because of the aesthetic enjoyment that it provides to humans.

Methods
Generation and validation of model food webs. The PDMM?>%, used here to
predict BEF relations, simulates population dynamics in complex food webs linking
thousands of species. Each model species is characterized in terms of its maturation
body mass, its trophic niche as a consumer and as a resource, and its time-
dependent population biomass. Consumer functional responses are of Holling type
II (saturating), modified to describe prey-switching. Intra- and inter-specific
competition among producers is described by Lotka-Volterra dynamics (see
Supplementary Methods for a full model description). Access to the C++ code by
which the PDMM is implemented can be arranged through A.G.R. on request.
The 20 model food webs were generated using 20 independent runs of the
PDMM assembly algorithm, with values of 10 essential ecological properties
compared with those of real large marine shelf communities (Table 1,
Supplementary Methods, Supplementary Tables 2-6). We verified that all our
statistical results were robust with the sample size of 20—essentially the same
results were obtained with only 10 model webs. Simulated BEF relations were
obtained by sequentially and randomly deleting fish species from each of the model
food webs, with simulation of the population dynamics of the resulting webs until
dynamic equilibria were reached. We quantified biomass production for each
species population as the product of biomass intake (or consumption) rate and
assimilation efficiency, after a food web had reached a population-dynamical
equilibrium. In reality, ongoing environmental fluctuations will prevent ecological
communities from ever reaching such equilibria. However, the equilibrium
condition is used here for easy comparison with both theory®>!1:12 and
experiments!>°, The sum of biomass production of all fish species was used as a
measure of ecosystem functioning, whereas the proportion of fish species
remaining in a community was used to measure biodiversity.

BEF relations under random deletions. Ten random deletion sequences were
evaluated for each of the 20 model food webs, resulting in a total of 200 simulated
BEF relations. Mean total fish production P as a function of proportion of species
remaining ¢ was computed by first averaging results for each of 300 equally spaced
intervals in @ between 0 and 1. This number of intervals was chosen because it
ensures that each food web contributes at most one production value (averaged
over 10 random deletion sequences) to each interval, so that each of the 300
averages is taken over production values that are independent. The BEF curve was
then smoothed using a second degree polynomial LOESS smoother, with the span
parameter chosen to minimize the corrected Akaike information criterion®?. In
addition, the smoothed relationship was fitted by two rival functions—a saturating
Michaelis-Menten (MM) function and a non-saturating power-law function—
using the Gauss—Newton non-linear least squares algorithm, as implemented in
R%. Both functions have two parameters. Explicitly, the MM function is given by

AP
= 1
®+B M
and the power-law function by
P=CaP, @

where A, B, C and D are the fitted parameters. Goodness-of-fit was assessed using
the R? statistic as well as the root mean square error.

The mean change in P resulting from random deletion of a species is the net
effect of the direct loss of production by that species and the indirect responses in
production from the remaining (undeleted) species. To understand the
mechanisms underlying the shape of the BEF relation found, we first quantified the
mean direct and indirect effects of the deletion of a single species in our
simulations. To obtain a deeper understanding, we further partitioned the indirect
effects into contributions from four categories of species, defined by their trophic
relationship with the deleted species: species that were prey of the deleted species
but not predators; predators but not prey; neither predators nor prey; and both
predators and prey. Species were considered to be in a predator—prey relationship if
the prey contributed > 1% to the biomass of the predator’s diet®*.

When drawing the relationships described, the mid-point of each @ interval is
plotted on the x-axis.

BEF relations under ordered deletions. The random deletion scenario controls
for the effects of species composition, but assumes species have equal extinction

probabilities. However, fish species could have different extinction probabilities
based on traits that affect vulnerability to extinction. Notably, there is evidence of
preferential targeting of fish species with larger body masses?”2%, higher trophic
levels?®30 and larger biomasses®"*2. To examine how these different trait-based
extinction scenarios affect the shape of the BEF relation, we repeated the
experiments but with fish species deleted according to decreasing maturation body
mass, trophic level and biomass, and used the results in each case to derive a
corresponding relationship between fish species richness and total fish production.
The trophic level of a fish species is calculated as 1 plus the weighted mean of the
trophic levels of all its prey species, with the weights being the proportional
contribution of each prey species to its total consumption of biomass per year.
Previous modelling studies have suggested that targeted removal of the most
connected species in an ecological network results in large effects on food-web
structure3®. Therefore, to test this hypothesis, we also performed experiments
where species were deleted in order of decreasing connectivity, defined as the
number of species consumed by plus the number of species that consume a
species.

BEF relations under unselective multispecies harvesting. In the preceding
scenarios, fish species are deleted sequentially, to quantify BEF relations across the
spectrum of possible biodiversity levels. Such deletions could represent sequential
targeting of species by fisheries, with the biomass of each species driven to zero or
close to zero before another species is targeted. However, fisheries often cause
mortality of multiple species at once, for example by using trawls or purse seines®.
Therefore, we also performed experiments on each of the 20 food webs where all
fish species experience a constant harvesting rate H, defined as the rate of removal
of the total biomass of a fish species population by fishing. H was varied in the
experiments from 0.06 year ~ ! to 8 year ~ ! in increments of 0.02 year ~ L. The lower
limit reflects the lowest value of H found from fishing regimes in the Celtic and
North Seas3>, whereas the upper limit ensures removal of all fish species in all webs.
In each experiment, fishing was applied to all fish species in a model food web until
a new community equilibrium was reached, at which point the fish species richness
and total fish production were both recorded. All species with a maturation body
mass above 10 ~ 3 kg were considered fish species (see Supplementary Methods for
a detailed justification and discussion). The recorded richness and production
values from all experiments were then used to derive the average BEF relation, as in
the sequential deletion scenarios. In addition, the sustainable yield in each
experiment was calculated as the equilibrium total fish biomass multiplied by H.
These yields were then used together with the richness values to produce a
relationship between richness and mean yield.

References

1. Schwartz, M. W. et al. Linking biodiversity to ecosystem function: implications
for conservation ecology. Oecologia 122, 297-305 (2000).

2. Balvanera, P. et al. Quantifying the evidence for biodiversity effects on
ecosystem functioning and services. Ecol. Lett. 9, 1146-1156 (2006).

3. Cardinale, B. J. et al. Effects of biodiversity on the functioning of trophic groups
and ecosystems. Nature 443, 989-992 (2006).

4. Worm, B. et al. Impacts of biodiversity loss on ocean ecosystem services.
Science 314, 787-790 (2006).

5. Schmid, B. et al. Biodiversity, Ecosystem functioning, and Human Wellbeing
14-29 (Oxford University Press, Oxford, 2009).

6. Mora, C. et al. Global human footprint on the linkage between biodiversity and
ecosystem functioning in reef fishes. PLoS ONE 9, 1000606 (2011).

7. Gamfeldt, L. et al. Marine biodiversity and ecosystem functioning: what’s
known and what’s next? Peer]. PrePrints 2, €249v1 (2014).

8. Tilman, D., Lehman, C. L. & Thomson, K. T. Plant diversity and ecosystem
productivity: Theoretical considerations. Proc. Natl Acad. Sci. USA 94,
1857-1861 (1997).

9. Thébault, E. & Loreau, M. Food-web constraints on biodiversity-ecosystem
functioning relationships. Proc. Natl Acad. Sci. USA 100, 14949-14954
(2003).

10. Wilson, W. G. et al. Biodiversity and species interactions: extending Lotka-
Volterra community theory. Ecol. Lett. 6, 944-952 (2003).

11. Ives, A. R, Cardinale, B. J. & Snyder, W. E. A synthesis of subdisciplines:
predator-prey interactions, and biodiversity and ecosystem functioning. Ecol.
Lett. 8, 102-116 (2005).

12. Poisot, T., Mouquet, N. & Gravel, D. Trophic complementarity drives the
biodiversity-ecosystem functioning relationship in food webs. Ecol. Lett. 16,
853-861 (2013).

13. Cardinale, B. J. et al. Biodiversity loss and its impact on humanity. Nature 486,
59-67 (2012).

14. Holker, F. et al. Comment on ‘Tmpacts of biodiversity loss on ocean ecosystem
services’. Science 316, 1285c (2007).

15. Murawski, S., Methot, R. & Tromble, G. Biodiversity loss in the ocean: How bad
is it? Science 316, 1281 (2007).

16. Danovaro, R. et al. Exponential decline of deep-sea ecosystem functioning
linked to benthic biodiversity loss. Curr. Biol. 18, 1-8 (2008).

| 6:6657 | DOI: 10.1038/ncomms7657 | www.nature.com/naturecommunications 7

© 2015 Macmillan Publishers Limited. All rights reserved.


http://www.nature.com/naturecommunications

ARTICLE

17.

18.

19.

20.

2

—

2

N

23.

24.

25.

26.

27.

28.

29.

30.

3

—

32.

33.

34.

35.

3

=2

3

Q

3

el

3

o

40.

4

—_

42.
43.
44.
45.
46.
47.

48.
. Bastolla, U., Lissig, M., Manrubia, S. C. & Valleriani, A. Biodiversity in model

4

Nel

Mora, C., Danovaro, R. & Loreau, M. Alternative hypotheses to explain why
biodiversity-ecosystem functioning relationships are concave-up in some
natural ecosystems but concave-down in manipulative experiments. Sci. Rep. 4,
5427 (2014).

Link, J. Does food web theory work for marine ecosystems? Mar. Ecol. Prog.
Ser. 230, 1-9 (2002).

Dunne, J. A., Williams, R. J. & Martinez, N. D. Network structure and
robustness of marine food webs. Mar. Ecol. Prog. Ser. 273, 291-302 (2004).
Riede, J. O. et al. Scaling of food-web properties with diversity and complexity
across ecosystems. Adv. Ecol. Res. 42, 139-170 (2010).

. Loreau, M. From Populations to Ecosystems: Theoretical Foundations for a New

Ecological Synthesis (Princeton University Press, Princeton, 2010).

. Srivastava, D. S. & Vellend, M. Biodiversity-ecosystem function research:

Is it relevant to conservation? Annu. Rev. Ecol. Evol. Syst. 36, 267-294
(2005).

Dulffy, J. E. Why biodiversity is important to the functioning of real-world
ecosystems. Front. Ecol. Environ. 7, 437-444 (2009).

Solan, M. et al. Extinction and ecosystem function in the marine benthos.
Science 306, 1177-1180 (2004).

Naeem, S. Expanding scales in biodiversity-based research: challenges and
solutions for marine systems. Mar. Ecol. Prog. Ser. 311, 273-283 (2006).
Bracken, M. E. S,, Friberg, S. E., Gonzalez-Dorantes, C. A. & Williams, S. L.
Functional consequences of realistic biodiversity changes in a marine
ecosystem. Proc. Natl Acad. Sci. USA 105, 924-928 (2008).

Dulvy, N. K., Sadovy, Y. & Reynolds, J. D. Extinction vulnerability in marine
populations. Fish Fish. 4, 25-64 (2003).

Reynolds, J. D., Dulvy, N. K., Goodwin, N. B. & Hutchings, J. A. Biology of
extinction risk in marine fishes. Proc. R. Soc. B 272, 2337-2344 (2005).
Pauly, D., Christensen, V., Dalsgaard, J., Froese, R. & Torres, F. Fishing down
marine food webs. Science 279, 860-863 (1998).

Christensen, V. et al. Hundred-year decline of North Atlantic predatory fishes.
Fish Fish. 4, 1-24 (2003).

. McIntyre, P. B, Jones, L. E., Flecker, A. S. & Vanni, M. J. Fish extinctions

alter nutrient recycling in tropical freshwaters. Proc. Natl Acad. Sci. USA 104,
4461-4466 (2007).

Sethi, S. A,, Branch, T. A. & Watson, R. Global fishery development patterns
are driven by profit but not trophic level. Proc. Natl Acad. Sci. USA 107,
12163-12167 (2010).

Montoya, J. M., Pimm, S. L. & Solé, R. V. Ecological networks and their
fragility. Nature 442, 259-264 (2006).

Rossberg, A. G., Ishii, R., Amemiya, T. & Itoh, K. The top-down mechanism for
body-mass—abundance scaling. Ecology 89, 567-580 (2008).

Fung, T., Farnsworth, K. D., Shephard, S., Reid, D. G. & Rossberg, A. G. Why
the size structure of marine communities can require decades to recover from
fishing. Mar. Ecol. Prog. Ser. 484, 155-171 (2013).

. Rossberg, A. G. Food Webs and Biodiversity: Foundations, Models, Data (Wiley,

Hoboken, 2013).

. Shephard, S. et al. Size-selective fishing drives species composition in the Celtic

Sea. ICES ]. Mar. Sci. 69, 223-234 (2012).

. Shephard, S. et al. Modelling recovery of Celtic Sea demersal fish community

size-structure. Fish Res. 140, 91-95 (2013).

. Bell, T. et al. A linear model method for biodiversity-ecosystem functioning

experiments. Am. Nat. 174, 836-849 (2009).

Harvey, E., Séguin, A., Nozais, C., Archambault, P. & Gravel, D. Identity effects
dominate the impacts of multiple species extinctions on the functioning of
complex food webs. Ecology 94, 169-179 (2013).

. Vandermeer, J. H. The community matrix and the number of species in a

community. Am. Nat. 104, 73-83 (1970).

Hartvig, M., Andersen, K. H. & Beyer, J. E. Food web framework for
size-structured populations. J. Theor. Biol. 272, 113-122 (2011).

Worm, B. & Duffy, J. E. Biodiversity, productivity and stability in real food
webs. Trends Ecol. Evol. 18, 628-632 (2003).

Harpole, W. S. & Tilman, D. Non-neutral patterns of species abundance in
grassland communities. Ecol. Lett. 9, 15-23 (2006).

Baum, J. K. & Worm, B. Cascading top-down effects of changing oceanic
predator abundances. J. Anim. Ecol. 78, 699-714 (2009).

Smith, M. D., Fulton, E. A. & Day, R. W. An investigation into fisheries
interaction effects using Atlantis. ICES J. Mar. Sci. 72, 275-283 (2014).
Tilman, D. et al. The influence of functional diversity and composition on
ecosystem processes. Science 277, 1300-1302 (1997).

Worm, B. et al. Rebuilding global fisheries. Science 325, 578-585 (2009).

ecosystems, I: coexistence conditions for competing species. J. Theor. Biol. 235,
521-530 (2005).

50. Chesson, P. & Kuang, J. J. The interaction between predation and competition.
Nature 456, 235-238 (2008).

. Gross, K. & Cardinale, B. J. The functional consequences of random vs. ordered
species extinctions. Ecol. Lett. 8, 409-418 (2005).

52. Larsen, T. H., Williams, N. M. & Kremen, C. Extinction order and altered
community structure rapidly disrupt ecosystem functioning. Ecol. Lett. 8,
538-547 (2005).

53. Tilman, D. et al. Diversity and productivity in a long-term grassland
experiment. Science 294, 843-845 (2001).

54. Cardinale, B. J. et al. The functional role of producer diversity in ecosystems.
Am. J. Bot. 98, 572-592 (2011).

55. Byrnes, J. E., Reynolds, P. L. & Stachowicz, J. J. Invasions and extinctions
reshape coastal marine food webs. PLoS ONE 2, €295 (2007).

56. Isbell, F. et al. High plant diversity is needed to maintain ecosystem services.
Nature 477, 199-202 (2011).

57. WRI. Millennium Ecosystem Assessment. Ecosystems and Human Well-being:
Biodiversity Synthesis (World Resources Institute, 2005).

58. IPBES. IPBES Draft Work Programme 2014-2018 (IPBES, 2013).

59. McCann, K. S. The diversity-stability debate. Nature 405, 228-233 (2000).

60. McCauley, D. J. Selling out on nature. Nature 443, 27-28 (2006).

61. Mace, G. M., Norris, K. & Fitter, A. H. Biodversity and ecosystem services: a
multilayered relationship. Trends Ecol. Evol. 27, 19-26 (2012).

62. Hurvich, C. M., Simonoff, J. S. & Tsai, C.-L. Smoothing parameter selection in
nonparametric regression using an improved Akaike information criterion. J. R.
Stat. Soc. Series. B Stat. Methodol. 60, 271-293 (1998).

63. R Development Core Team. R: A Language and Environment for Statistical
Computing (R Foundation for Statistical Computing, 2010).

64. Drossel, B., McKane, A. J. & Quince, C. The impact of nonlinear functional
responses on the long-term evolution of food web structure. J. Theor. Biol. 229,
539-548 (2004).

65. King, M. Fishing gear and methods. Fisheries Biology, Assessment and
Management 65-78 (Wiley-Blackwell, 1995).

5

—

e}

Acknowledgements

We thank Dr Rudolf Rohr (University of Fribourg) for discussion on global stability of
symmetric Lotka-Volterra systems (Supplementary Methods). T.F. is being supported by
the National University of Singapore grant WBS R-154-000-551-133. In addition, T F.,
K.D.F, D.GR. and A.G.R. acknowledge funding from a Beaufort Marine Research
Award, carried out under the Sea Change Strategy and the Strategy for Science Tech-
nology and Innovation (2006-2013), with the support of the Marine Institute, funded
under the Marine Research Sub-Programme of the Irish National Development Plan
2007-2013. T.F. also acknowledges funding by a Sir Walter William Adrian MacGeough
Bond Post-PhD Publication Support Fellowship. Furthermore, A.G.R. acknowledges
funding from the European Community’s Seventh Framework Programme (FP7/2007-
2013) under grant agreements no. 289257 (MYFISH) and no. 308392 (DEVOTES). Last,
A.G.R. acknowledges funding from the UK Department of Environment, Food and Rural
Affairs (M1228).

Author contributions

T.F., A.GR. and K.D.F. conceived and designed the research; T.F. and A.G.R. performed
the simulations; A.G.R. provided model code; and T.F. and A.G.R. analysed data from the
simulations. All authors made substantial contributions to discussing the results and
writing the manuscript.

Additional information
Supplementary Information accompanies this paper at http://www.nature.com/
naturecommunications

Competing financial interests: The authors declare no competing financial interests.

Reprints and permission information is available online at http://npg.nature.com/
reprintsandpermissions/

How to cite this article: Fung, T. et al. Impact of biodiversity loss on production in
complex marine food webs mitigated by prey-release. Nat. Commun. 6:6657

doi: 10.1038/ncomms7657 (2015).

This work is licensed under a Creative Commons Attribution 4.0
EY International License. The images or other third party material in this

article are included in the article’s Creative Commons license, unless indicated otherwise

in the credit line; if the material is not included under the Creative Commons license,

users will need to obtain permission from the license holder to reproduce the material.

To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

| 6:6657 | DOI: 10.1038/ncomms7657 | www.nature.com/naturecommunications

© 2015 Macmillan Publishers Limited. All rights reserved.


http://www.nature.com/naturecommunications
http://www.nature.com/naturecommunications
http://npg.nature.com/reprintsandpermissions/
http://npg.nature.com/reprintsandpermissions/
http://creativecommons.org/licenses/by/4.0/
http://www.nature.com/naturecommunications

	Impact of biodiversity loss on production in complex marine food webs mitigated by prey-release
	Introduction
	Results
	Generation of model food webs and their validation
	BEF relations under random species deletions
	Analysis of mechanisms underlying the MM curve
	Effect of interaction asymmetry for BEF relations
	Non-random deletion sequences
	Unselective multispecies fishing

	Discussion
	Methods
	Generation and validation of model food webs
	BEF relations under random deletions
	BEF relations under ordered deletions
	BEF relations under unselective multispecies harvesting

	Additional information
	Acknowledgements
	References




