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The environmental conditions experienced by hosts are known to affect their
mean parasite transmission potential. How different conditions may affect
the variance of transmission potential has received less attention, but is an
important question for disease management, especially if specific ecological
contexts are more likely to foster a few extremely infectious hosts. Using the
obligate-killing bacterium Pasteuria ramosa and its crustacean host Daphnia
magna, we analysed how host nutrition affected the variance of individual
parasite loads, and, therefore, transmission potential. Under low food, indi-
vidual parasite loads showed similar mean and variance, following a
Poisson distribution. By contrast, among well-nourished hosts, parasite
loads were right-skewed and overdispersed, following a negative binomial
distribution. Abundant food may, therefore, yield individuals causing
potentially more transmission than the population average. Measuring
both the mean and variance of individual parasite loads in controlled exper-
imental infections may offer a useful way of revealing risk factors for
potential highly infectious hosts.

1. Introduction

Both the genetic and environmental context are known to affect the mean
parasite load (and therefore, the potential for transmission), across a range of
host—parasite systems [1]. Few studies however, have explicitly examined
how conditions experienced during infection may affect the variance in trans-
mission potential among individual hosts. Individual variation in parasite
loads has been well described for macroparasites, with 20 per cent of hosts com-
monly found carrying approximately 80 per cent of total parasites [2]. The
implication of this observation, known as the 20-80 rule, is that disease control
can, in principle, achieve an 80 per cent reduction in transmission by identifying
and targeting only the 20 per cent most infectious individuals [3—-5]. Identifying
specific causes of variation in transmission potential among hosts is, therefore,
an important step for successful disease control, but is challenging in the
context of epidemics owing to the difficulty in quantifying individual infectious
loads [6,7].

One alternative is to study infection under a variety of genetic and environ-
mental contexts in controlled experimental conditions, to determine whether
some conditions yield greater variance in individual potential infectiousness.
Here, we analysed data from a tractable host—parasite model system, the fresh-
water planktonic crustacean Daphnia magna and the obligate-killing bacterial
parasite Pasteuria ramosa, to study the genetic and environmental influences
on the distribution of the lifetime transmission potential of each host. A pre-
vious study investigated how the severity of parasitism (measured as the

© 2013 The Authors. Published by the Royal Society under the terms of the Creative Commons Attribution
License http://creativecommons.org/licenses/by/3.0/, which permits unrestricted use, provided the original
author and source are credited.


http://crossmark.crossref.org/dialog/?doi=10.1098/rsbl.2012.1145&domain=pdf&date_stamp=2013-02-13
mailto:pedro.vale@ed.ac.uk
http://dx.doi.org/10.1098/rsbl.2012.1145
http://dx.doi.org/10.1098/rsbl.2012.1145
http://rsbl.royalsocietypublishing.org
http://rsbl.royalsocietypublishing.org

covariance of host and parasite fitness) varied under a range
of temperature and food conditions [8]. Given that all hosts
were followed until death (when all transmission occurs),
here, we present a quantitative analysis of the variance in
individual parasite loads under low and high host nutrition
levels and test for skewed distributions of transmission
potential that reveal highly infectious individual hosts.

2. Material and methods
(a) Experiment

Prior to infection, eight D. magna clones were each kept
under identical conditions in 12 replicate jars (five Daphnia per
jar) for at least two generations, to minimize maternal effects
on the experimental generation (see [8] for details). Female off-
spring from each of the 12 replicate jars were then placed
individually in jars containing artificial pond medium and split
into different food and temperature treatments: high food —
absorbancey — ¢¢5nm = 1.5, low food absorbance, — g5nm = 0.3
of chemostat-grown Chlorella vulgaris microalgae, at 15°C, 20°C
and 25°C. We exposed 5-day-old female Daphnia individually
to P. ramosa for 5 days. Hosts were then transferred to clean
medium and observed daily for signs of infection, evident by
an empty brood chamber and altered coloration 20 days post-
exposure. Daphnia that died during infection were stored at
—20°C. We quantified P. ramosa spores by crushing Daphnia
and counting spores using a CASY Cell Counter Model TT
(Scharfe System GmbH, Reutlingen, Germany).

(b) Analysis

When the number of parasites is randomly distributed among
hosts, the distribution of parasite loads is expected to follow a
Poisson distribution with a variance equal to its mean: ¢* = .
A simple way to account for sources of heterogeneity among
hosts is to consider a mixture of Poisson distributions with differ-
ent means, for example with the commonly used negative
binomial distribution. The variance ¢” of a negative binomial
depends on both the mean w and the dispersion parameter k:

o*= u+ p*a, wherea = 1/k.

When a is close to 0 (in practice k > 20), the negative binomial
distribution reduces to a Poisson, and we can see from the above
equation that the variance equals the mean again. For this reason,
the sample variance-to-mean ratio (d?/u, also called the index
of dispersion) is classically used as a measure of heterogeneity
(how long the ‘tail’ of the distribution is): it varies from zero
for uniformly distributed parasites (zero variance), takes a
value of 1 when the number of parasites is randomly distributed
(Poisson distribution), or is higher than unity when parasites are
aggregated (negative binomial distribution; [2,9]). We used the
maximume-likelihood method to estimate the mean w and dis-
persion parameter k of negative binomial distributions on our
experimentally measured spore counts for low and high food
treatments [10]. Significance of heterogeneities and aggregation
(Hy: a=0 or o*/u>1) was tested by likelihood ratio tests
between negative binomial and Poisson distributions. We further
calculated the goodness of fit of each distribution as the squared
correlation coefficient r* between the observed and predicted cumu-
lative distribution functions. Within each food treatment we further
tested whether host genotype or temperature treatments affected
the distributions significantly using a tree-based modelling approach
(see the electronic supplementary material). Analyses of the data
were carried out in R (R Development Core Team, www.R-project.
org). The raw data used in the analyses may be found in the Dryad
data depository (http:/ /dx.doi.org/10.5061/dryad.f1338).
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Figure 1. (a) Distribution of individual parasite loads across all hosts. Inset:
the total transmission spores released by hosts, ranked by their infectiousness.
The vertical black line indicates the fraction of total transmission caused by
the 20% most infectious hosts under homogeneous transmission (dashed
line), under a Poisson distribution with the same mean (full line), or
under the actual over-dispersed data shown in (a). Note that dashed and
full lines overlap. (b) Estimated probability distributions for the low and
high food and temperature treatments. Detailed analysis in the electronic
supplementary material.

3. Results

We exposed 541 individual Daphnia to P. ramosa and 229
(42%) developed infection. The probability of becoming
infected varied between host genotypes (x7= 65.93,
p < 0.001).

Under limiting food, the mean parasite load of each host
was lower (Fp195 = 525.03, p < 0.001; figure 1) and the var-
iance-to-mean ratio was closer to 1 (table 1). A negative
binomial distribution did not fit the data better than a
Poisson at low food (x3=1.0781, p=0.2991; table 1). By
contrast, well-fed hosts produced on average more trans-
mission-stage spores per individual (table 1 and figure 1),
and the distribution of individual parasite loads showed evi-
dence of higher aggregation relative to poorly fed hosts
(shown by the higher variance-to-mean ratio; table 1).
Accordingly, individual parasite loads under abundant
food were well described by a negative binomial distribu-
tion (r2=0.991; table 1), which fit the data significantly
better than a Poisson distribution (3 = 160.04, p < 0.0001).
The potential consequences of this aggregation are apparent
when ranking hosts by their contribution to the total trans-
mission: the most infectious 20 per cent of hosts produced
approximately 45% of the total parasite transmission spores
(figure 1a, inset). While not as extreme as the 20—80 rule, this
more than double the expectation under a homogeneous trans-
mission distribution.

Within each food treatment, fitting separate distributions
for each temperature treatment significantly improved the
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s2/m, variance to mean ratio; k, maximum-likelihood estimate of negative binomial dispersion parameter; \, maximum-likelihood estimation of Poisson distribution parameter; s.e. are standard errors of the estimated parameters;

Table 1. Summary statistics and maximum-likelihood model fits of the distribution of individual infectiousness potential. (n, number of hosts; w, mean number (x 10°) of parasite spores per hosts on the day of death; s%, variance;
LL, log-likelihood of distribution fits to the data; ALL, difference in log-likelihood of the two model fits; p, probability that there is no difference between model fits.)
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Why do some hosts transmit more? The mean parasite
E load per individual host is known to vary with the environ-
g mental conditions experienced during infection in many
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5 =2 the variance in transmission potential. Not only did poorly
o fed hosts contribute relatively few spores, we found little
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g z =y food however, the variance was much higher and individual
=R parasite loads followed a negative binomial distribution

where a few hosts showed high transmission potential
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(figure 1). These individual hosts could arise if increased host
nutrition allows elevated parasite growth rates—for example,
owing to a greater allocation of host resources to parasite
growth. Indeed, we found that parasite within-host growth
rates were higher in well-fed hosts (figure 2). This more
aggressive exploitation of host resources could be expected
to result in a greater rate of host mortality, but we also
observed that well-fed hosts were generally longer-lived
than those in the lower food treatment, and this allowed para-
sites more time to grow within hosts (figure 2).

Well-fed hosts that lived longer also had higher mean para-
site loads (see figure 1 in [8]), but it is unclear why high food
would also result in increased variance in transmission poten-
tial. One possibility, given that all transmission happens at
host death, is that abundant food, alters the survival distri-
bution of hosts, indirectly affecting variance in parasite
loads. Interestingly, we observed relatively higher variance
in the more stressful temperature (25°C, electronic supplemen-
tary material, table S1). This is consistent with Schmalhausen’s
law, which states that organisms experiencing stressful
conditions will show greater variance in their life-history
traits [11].

Host nutrition is likely to be a key factor in how epidemics
progress, because immune defences are energetically costly
and rely heavily on host resource intake [12]. Hall et al. [13]
examined the effect of resource quality on the progression
of a fungal disease in the planktonic crustacean Daphnia
dentifera in both natural and laboratory infections. They
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the start of epidemics, owing to reduced parasite growth rates
in inadequately nourished hosts. This is consistent with our
result showing that under low food the mean and variance
in individual parasite loads are low. More generally, con-
ditions that allow high parasite loads with a reduced effect
on host health could result in poorer detection of infection,
compromising disease control efforts [14].

The transmission potential of individuals is only one com-
ponent of disease spread, and the contact network of infected
individuals [15] and genotype-specific differences in the like-
lihood to carry and transmit infection [16] will certainly also
play a role. Our study included eight genotypes of Daphnia
and, as previously reported [17], we found host genotype
effects on the susceptibility to infection, implying that indi-
vidual variation in transmission potential is affected by the
environment (in this case, food level), whereas variation in the
initial susceptibility to infection has a stronger genetic com-
ponent [18]. Ultimately, successful control of infection will
require empirical measurements of both individual transmission
potential and susceptibility for multiple host genotypes under
commonly experienced environmental variation [7].

P.E.V. was financially supported by ERC Starting grant no. 243054 to
S. Gandon (CNRS, Montpellier). M.C. is financially supported by
IRD, CNRS and University of Montpellier 1 & 2; T.J.L. is financially
supported by the Wellcome Trust. This work was also supported
by a Strategic award from the Wellcome Trust for the Centre for
Immunity, Infection and Evolution (grant reference no. 095831).

1. Wolinska J, King KC. 2009 Environment can alter

selection in host-parasite interactions. Trends

RE Mickens, DP Clemence), pp. 235. AMS 13.

Contemporary Mathematics Series. Boston, MA: AMS

Hall SR, Knight CJ, Becker CR, Duffy MA, Tessier AJ,
Caceres CE. 2009 Quality matters: resource quality

Parasitol. 25, 236—244. (doi:10.1016/}.pt.2009. 7. Paull SH, Song S, McClure KM, Sackett LC, Kilpatrick for hosts and the timing of epidemics. Ecol. Lett.
02.004) AM, Johnson PT. 2011 From superspreaders to 12, 118-128. (doi:10.1111/.1461-0248.2008.
Shaw DJ, Dobson AP. 1995 Patterns of disease hotspots: linking transmission across hosts 01264.x)

macroparasite abundance and aggregation in and space. Front. Ecol. Environ. 10, 75—82. (doi:10.  14. Charleston B et al. 2011 Relationship between
wildlife populations: a quantitative review. 1890/110111) clinical signs and transmission of an infectious
Parasitology 111(Suppl. S1), S111-5127. 8. Vale PF, Wilson AJ, Best A, Boots M, Little TJ. 2011 disease and the implications for control. Science
(doi:10.1017/50031182000075855) Epidemiological, evolutionary, and coevolutionary 332, 726-729. (doi:10.1126/science.1199884)
Woolhouse ME et al. 1997 Heterogeneities in the implications of context-dependent parasitism. Am. 15. Danon L, Ford AP, House T, Jewell CP, Keeling MJ,
transmission of infectious agents: implications for Nat. 177, 510-521. (doi:10.1086/659002) Roberts GO, Ross JV, Vernon MC. 2011 Networks
the design of control programs. Proc. Natl Acad. Sci. 9. Wilson K, Bjornstad ON, Dobson AP, Merler S, and the epidemiology of infectious disease.

USA 94, 338—342. (doi:10.1073/pnas.94.1.338) Poglayen G, Randolph SE, Read AF, Skorping A. Interdiscip. Perspect. Infect. Dis. 2011, 1-28.
Matthews L et al. 2006 Heterogeneous shedding of 2002 Heterogeneities in macroparasite infections: (doi:10.1155/2011/284909)

Escherichia coli 0157 in cattle and its implications patterns and processes. In The ecology of wildlife 16. Fellous S, Duncan AB, Quillery E, Vale PF, Kaltz 0.
for control. Proc. Natl Acad. Sci. USA 103, 547 - 552. diseases (ed. PJ Hudson), pp. 6—44. Oxford, UK: 2012 Genetic influence on disease spread following
(doi:10.1073/pnas.0503776103) Oxford University Press. arrival of infected carriers. Ecol. Lett. 15, 186—192.
Chase-Topping M, Gally D, Low C, Matthews L, 10.  Gurmu S. 1991 Tests for detecting overdispersion in (doi:10.1111/].1461-0248.2011.01723.x)

Woolhouse M. 2008 Super-shedding and the link the positive poisson regression model. J. Bus. Econ.  17. Vale PF, Little T). 2009 Measuring parasite fitness
between human infection and livestock carriage of Stat. 9, 215-222. under genetic and thermal variation. Heredity 103,
Escherichia coli 0157. Nat. Rev. Microbiol. 6, 904—  11. Lewontin R, Levins R. 2000 Schmalhausen’s law. 102-109. (doi:10.1038/hdy.2009.54)

912. (doi:10.1038/nrmicro2029) Capitalism Nat. Socialism 11, 103—108. (doi:10. 18.  Duneau D, Luijckx P, Ben-Ami F, Laforsch C, Ebert D.
Lloyd-Smith JO, Schreiber SJ, Getz WM. 2006 1080/10455750009358943) 2011 Resolving the infection process reveals striking
Moving beyond averages: Individual-level variation ~ 12. Ponton F, Wilson K, Cotter SC, Raubenheimer D, differences in the contribution of environment,

in disease transmission. In Mathematical studies on
human disease dynamics: emerging paradigms and
challenges (eds AB Gumel, C Castillo-Chavez,

Simpson SJ. 2011 Nutritional immunology: a multi-
dimensional approach. PLoS Pathog. 7, €1002223.
(doi:10.1371/journal.ppat.1002223)

genetics and phylogeny to host-parasite
interactions. BMC Biol. 9, 11. (doi:10.1186/1741-
7007-9-11)

SpL17L07 %6 1a7 joig  BioSusygndiasposieforias |


http://dx.doi.org/10.1016/j.pt.2009.02.004
http://dx.doi.org/10.1016/j.pt.2009.02.004
http://dx.doi.org/10.1017/S0031182000075855
http://dx.doi.org/10.1073/pnas.94.1.338
http://dx.doi.org/10.1073/pnas.0503776103
http://dx.doi.org/10.1038/nrmicro2029
http://dx.doi.org/10.1890/110111
http://dx.doi.org/10.1890/110111
http://dx.doi.org/10.1086/659002
http://dx.doi.org/10.1080/10455750009358943
http://dx.doi.org/10.1080/10455750009358943
http://dx.doi.org/10.1371/journal.ppat.1002223
http://dx.doi.org/10.1111/j.1461-0248.2008.01264.x
http://dx.doi.org/10.1111/j.1461-0248.2008.01264.x
http://dx.doi.org/10.1126/science.1199884
http://dx.doi.org/10.1155/2011/284909
http://dx.doi.org/10.1111/j.1461-0248.2011.01723.x
http://dx.doi.org/10.1038/hdy.2009.54
http://dx.doi.org/10.1186/1741-7007-9-11
http://dx.doi.org/10.1186/1741-7007-9-11

	Host nutrition alters the variance in parasite transmission potential
	Introduction
	Material and methods
	Experiment
	Analysis

	Results
	Discussion
	P.F.V. was financially supported by ERC Starting grant no. 243054 to S. Gandon (CNRS, Montpellier). M.C. is financially supported by IRD, CNRS and University of Montpellier 1 &’; 2; T.J.L. is financially supported by the Wellcome Trust. This work was also supported by a Strategic award from the Wellcome Trust for the Centre for Immunity, Infection and Evolution (grant reference no. 095831).
	References


