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Abstract
Background: Evolutionary theory predicts that the pressure for parasites to specialize on one host or to become 
generalists on a wide range of hosts is driven by the diversity or temporal variability of the host's population and by 
genetic trade-offs in the adaptation to different hosts. We give experimental evidence for this idea by letting the 
parasite Brachiola algerae evolve on one of four genetically homogeneous lines of the mosquito Aedes aegypti, on a 
mixture of the four lines or on an alternating sequence of the four lines. The first regime was expected to lead to 
specialists, the other two to generalists. After 13 generations, we tested the evolved parasites on each of the four lines 
of the mosquito.

Results: The specialized parasites were most infective on their own isofemale line and least infective on other 
isofemale lines, while the generalist parasites had intermediate infection success on all lines. The success of a specialist 
on its matched mosquito line was negatively correlated with its success on other lines, suggesting an evolutionary cost 
to specialization. This trade-off was corroborated by the observation that the generalists had higher average mean 
infectivity than the specialists over all isofemale lines.

Conclusions: Overall, our experiment reveals the potential for specialization of a parasite to individual genotypes of its 
host and provides experimental evidence of the cost associated with the evolution of specialization, an important 
feature for understanding the coevolutionary dynamics between hosts and parasites.

Background
Parasitic species' strategies of host exploitation fall into a
very wide range, from specialists, which can infect and
develop in a restricted variety of hosts, to generalists,
which can use a wide range of hosts. Specialization on a
given host is a selective process that increases the fitness
of the parasite on this host. If the host population is
homogeneous and remains constant through time, evolu-
tion is expected to favor parasites that are best adapted to
this host, and therefore select for specialist strategies. On
the other hand, the selective pressures operating in vari-
able or heterogeneous host populations can mitigate this
specialization process [1,2]. If evolution of the parasite is
rapid with respect to the time scale of variation, temporal
variation in a host population might lead to repeated evo-
lution of parasites specialized on the different hosts, as

has been observed for example in bacteriophages adapt-
ing to alternate hosts [3].

In a more rapidly changing or spatially heterogeneous
host population, a parasite might find itself exposed to a
variety of possible hosts. In this context, theory predicts
that evolution favors parasitic strategies with the highest
geometric mean fitness across different hosts [4]. Because
this geometric mean increases as the variance of fitness
over the hosts decreases [5], strategies associated with
similar fitnesses across different hosts are positively
selected.

The range of possible strategies is shaped by the
assumption that specialization to one host is associated
with a lower fitness on other hosts. This cost of adapta-
tion is generally considered to be a necessary condition
for the maintenance of diversity in heterogeneous envi-
ronments [2,6]. In the case of parasitic species, an illus-
tration of such a trade-off is the decreased ability of
parasites to infect their original host after being main-
tained on a novel species for many generations [7].
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While most studies of specialization of parasites deal
with differences among host species (although there is a
striking lack of experimental evidence [8-10]), the ideas
should also be valid for genetic differences within a single
host species. Trade-offs in genotype-specific specializa-
tion have been demonstrated in microbial [11] as well as
eukaryotic [12-14] systems. We provide direct experi-
mental confirmation of these ideas and quantification of
this trade-off with the microsporidian Brachiola algerae
(formerly Nosema algerae ), a common insect parasite
[15], and one of its hosts, the yellow fever mosquito Aedes
aegypti. B. algerae spores infect host larvae when they are
ingested, and the parasite then proliferates within host
tissues as the larva grows. Mortality in A. aegypti due to
B. algerae microsporidiosis is usually quite low, while the
parasite's virulence is rather reflected by a delay of the
host's pupation. We let parasites evolve in three types of
regimes differing in the combinations of the mosquito's
genotypes (consisting of four isofemale lines). First, in
four single line regimes, the parasites were maintained on
only one of the four isofemale lines. Second, in a mixture
regime the parasites were maintained on an equitable
mixture of the four lines, providing a regime where host
population is heterogeneous. Third, in an alternating
regime, the parasites were maintained on a single isofe-
male line in any given generation, but the line was alter-
nated in a regular sequence among generations. After
thirteen generations, we tested the parasites of each of
the evolved parasite lines on each of isofemale host line
by measuring the parasites' infectivity (the proportion of
mosquitoes that were infected) and the number of spores
produced in infected individuals as two components of
the parasite's transmission success. The first (single line)
regime is expected to select for specialist strategies. If
specialization is costly, the performance of specialized
parasites on other host lines is expected to be signifi-
cantly lower, while parasites evolved in the second and
third regimes should exhibit intermediate success across
different host lines.

Results
After 13 generations of evolution, the parasites had devel-
oped clear differences in infectivity (Fig. 1a, Table a1a, P <
0.001). Thus, adapted parasites (i.e. parasites that had
evolved on a single line and were tested on the same line)
infected 73.7% (± 2.5% standard error among replicates)
of the larvae, parasites that had evolved in a mixture of
isofemale lines infected 63.4% (3.6% S.E.), parasites that
had evolved on an alternating sequence of isofemale lines
infected 63.6% (3.8% S.E.), and mismatched parasites
(evolved on a single line and tested on other lines)
infected 53.5% (0.2% S.E.). The two regimes that were
expected to lead to generalists (mixture and alternating)
did not differ significantly in their infectivity, but both

differed from adapted and mismatched parasites. In con-
trast, when we considered only the mosquitoes that were
infected, we detected no significant differences in the log-
transformed number of spores among the four types of
parasites (median number of spores = 25 × 103; Fig. 1b,
Table b1b, P = 0.288).

To test more formally whether the parasites had indeed
specialized on their hosts, i.e. whether they adapted to
the hosts they had evolved on, we compared the adapted
parasites with the mismatched ones. The analysis was
done in two steps (see Methods). First, we performed a
logistic analysis (for infectivity) or ANOVA (for number
of spores) that included the interaction between selection
line and test line. In a second step, we split the interaction
term into two components, the first describing the differ-
ence between adapted and mismatched combinations
and the second accounting for the rest of the interaction
(Table 2). The analysis showed that the difference
between adapted and mismatched parasites explained a
significant component of the variation of the parasites'
infectivity (P < 0.001), confirming that the parasites had
indeed evolved to be more infectious on the isofemale
line they had evolved on. However, as in the first analysis
we did not observe any specialization concerning the
number of spores within infected hosts.

The cost of specialization is illustrated in Fig. 2, where
we plot, for each parasite, its mean index values on the
three mismatched hosts (to avoid pseudo-replication)
against its value on a matched host. Our results show a
negative correlation between the two types of index val-
ues (df = 13; r2 = 0.34; p = 0.029), confirming the cost of
specialization in this system. (Note that we did not calcu-
late an equivalent index or estimate the cost of specializa-
tion for the number of spores in infected mosquitoes, as
the first analyses showed no evidence of an evolutionary
response of this parameter.)

Discussion
Our results confirm the idea that homogeneous and con-
stant host populations let parasites evolve to be special-
ists on certain genotypes of the host, while diverse or
temporally variable populations lead to the evolution of
generalist strategies. It is striking that this specialization
is reflected in the probability that the parasites infect
their host, but not in the number of spores (which is
expected to be linked to the potential for further trans-
mission) once the host is infected. This might correspond
to the lack of a known effective immune response against
microsporidian parasites in insects (although several
aspects of the immune system of mosquitoes are stimu-
lated or suppressed by microsporidians [16]). Alterna-
tively, a rapid innate response could be responsible for the
difference in results for infectivity and for the number of
spores in successful infections.
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In addition, our results confirm that specialization to a
given host is associated with being less well adapted to
alternative hosts. This negative correlation is expected
under the hypothesis of an evolutionary cost of adapta-
tion, i.e. that increased success on one type of hosts is
associated with decreased success on other (unrelated)
hosts. Previous studies (e.g. [11-13]) have observed such a
cost, and indeed it seems likely that in the long term there
must be a cost of adaptation [9], although this is not
always observed [17,18]. It should be noted that our
experimental design does not allow us to demonstrate
what evolutionary processes led to the observed differ-
ences in infectivity. In particular, our interpretations are
limited by the impossibility to preserve the ancestral par-
asite strain throughout the time of the experiment.
Because B. algerae spores cannot be viably stored or fro-
zen for a long period of time, they have to be maintained
on their hosts, which renders the true ancestral state
unavailable. We are also limited in our knowledge of the
existing diversity within the microsporidian population,
which hinders our understanding of the evolutionary
processes at work in this study. Therefore, we interpret
the observed trade-off as a cost only in the general sense
that infectivity on non-passaged lines is lower than that
on passaged lines, but cannot attribute these differences
specifically to an increased infectivity of specialists on the
line in which they were passaged, a decreased infectivity
on the other lines, or a combination of both.

These conclusions rely on the critical assumption that
parasites that had evolved on a mixture of hosts behave as
one generalist strain, as opposed to a mix of specialized
strains. Without a direct assessment of the genotypic
diversity within that strain, it is impossible to disprove
this alternative hypothesis. We believe however that we
are indeed in presence of a generalist strain, based on two
main observations. First, the results remain qualitatively
similar when we use the temporally variable alternating
regime as a source of generalists, a regime intuitively less

likely to maintain a mix of specialists from generation to
generation. Second, if this strain was in fact a mix of spe-
cialist strains, it should be able to infect each isofemale
line as effectively as the best adapted specialist. There-
fore, as long as infectivity is not limited by the concentra-
tion of spores, such a mix of specialists would not explain
the observed lower infectivity. We chose our spore con-
centration (3000 spores.cm-2) to be fairly high to avoid as
much as possible these potential dose effects, so that our
preliminary tests as well as other studies [19] confirm
that lower concentrations lead to similar levels of infec-
tivity.

One important caveat of this interpretation comes from
the limited number of generations that we used in our
selection treatments. An alternative explanation for the
reduced infectivity of parasites evolved on a mixture of
hosts is that they have had less time to adapt to each of
their hosts [20]. Under this hypothesis, even without any
cost to adaptation, it is expected that parasites selected
on a mixture of hosts would initially exhibit a lower suc-
cess on a single host line because of the lower time spent
within this host, but ultimately reach similar infectivity if
selection is carried out for a long enough time. Therefore,
the observed pattern could be due to the difference in
true selection time rather than to a cost of adaptation if
the duration of our selection phase (13 generations) falls
in the range during which such transient differences
would be observed. Our choice of 13 generations was
limited by practical considerations, and the relatively long
generation time of our mosquito host for experimental
evolution studies. To discriminate between these hypoth-
eses, similar experiments could be carried out with an
extended selection period. If there is a cost of adaptation,
differences in infectivity will hold no matter how long
selection acts, while under the alternative hypothesis of
differences in time on each host, longer selection would
eventually lead to similar infectivities.

Table 1: Analysis of (A) infectivity and (B) (log-transformed) number of spores in infected individuals for the different test 
combinations.

(A) Infectivity (B) Number of spores in infected individuals

df χ2 P SS
(× 103)

F P

Test combination 3 28.60 < 0.001 194 1.26 0.288

Evolution regime [Test combination] 6 11.90 0.064 326 1.05 0.390

Replicate [Test, Evolution regime] 25 22.35 0.615 1262 0.98 0.497

Error 531 57438

The analysis compares the four types of tests: specialized parasites on their own host, specialized parasites on mismatched hosts, parasites 
evolved on mixtures of hosts and parasites evolved on alternating hosts. 'Evolution regime' refers to the isofemale line (or combination of lines) 
the parasites evolved on.



Legros and Koella BMC Evolutionary Biology 2010, 10:159
http://www.biomedcentral.com/1471-2148/10/159

Page 4 of 7
If the observed differences are indeed due to a cost of
specialization, the underlying genetic mechanism could
be antagonistic pleiotropy, where the alleles responsible
for the adaptation to one environment are detrimental in
other environments [21], or accumulation of mutations
that have no or an only slightly deleterious effect in the
evolved environment, but are strongly deleterious and
thus become an important load in other environments
[22]. Both mechanisms have received empirical support

from other studies of ecological specialization [23,24].
Although our experiment does not enable us to discrimi-
nate between the two possibilities, the accumulation of
deleterious mutations seems less probable, as the number
of mutations is limited by a small number of generations
and by a bottleneck of the size of the parasite's population
when hosts ingest the parasite's spores. Therefore, it is
more likely that the trade-off revealed in our experiment
is based on antagonistic pleiotropy of the alleles involved
in the adaptation of B. algerae to its host.

Because of the cost of specialization, generalist strate-
gies should be expected to have higher average success in
population with diverse hosts. Indeed, if we pool the data
from the four isofemale lines, the parasites that had
evolved in the two generalist regimes (mixture and alter-
nating) tended to have higher infectivity on average
(63.5% ± 2.6% standard error) than the specialist parasites
(58.5% ± 1.9% s.e.), although this difference was not quite
statistically significant (logistic analysis: χ2 = 3.00, df = 1,
p = 0.083). However, the long-term fitness of our para-
sites in heterogeneous environments should be assessed
by the geometric mean fitness (GMF) rather than the
above average infectivities. Although this GMF cannot be
calculated here without measuring fitness across several
generations, one might observe that the specialist strate-
gies are associated with higher variance of infectivity
across the genotypes of the host (Fig. 1). Given that GMF
decreases with the variance of the fitness across genera-
tions [5], we can speculate that the above difference in
average infectivity is an underestimation of the actual dif-
ference in GMF between specialists and generalists.
Thus, specialization on a specific genotype does not pay
in a heterogeneous or varying environment, enabling
generalist strategies to dominate populations.

Conclusions
Overall, our experiment provided experimental support
for the two main ideas about the evolution of specializa-
tion by giving two clear results. First, the microsporidian
parasite had a high potential for specialization on individ-
ual genotypes of its host. Indeed, parasites that had
evolved for thirteen generations on a specific isofemale
line of their host were about 10% more likely to infect this
isofemale line than if they had evolved on a mixture of
isofemale lines. Second, the adaptation to a given host
genotype was costly in that it led to a lower infectivity on
other isofemale lines. Because of this cost of specializa-
tion, generalist strategies were, on average, more success-
ful over the four mosquito lines used in the experiment.
This cost, preventing the evolution of a generalist that
would be superior on all genotypes, could explain the
high level of specificity generally observed in invertebrate
host-parasite interactions [18,25,26].

Figure 1 Test of evolved parasites. (A) Infectiousness of the evolved 
parasites and (B) number of spores found in infected mosquitoes 
when the parasites were tested on the four isofemale lines of the mos-
quito host. 'Specialized' refers to parasites that had evolved on one 
isofemale line; 'adapted' refers to parasites that were tested on the 
same line while 'mismatched' refers to parasites that were tested on a 
different line. 'Mixture' refers to parasites that had evolved on a mixture 
of the 4 isofemale lines. 'Alternated' refers to parasites that had evolved 
on an alternating sequence of the 4 isofemale lines. Each point gives 
the parasites' infectivity (A) or the mean log-transformed number of 
spores in infected mosquitoes (B), and the horizontal line gives the 
means of the pooled replicates. In (A) the vertical lines give the 95% 
confidence interval of the proportion, and in (B) they give the standard 
error of the mean.
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Methods
Experimental evolution
Each of the evolution regimes mentioned above was rep-
licated four times. In the alternating regime, each repli-
cate was initiated with a different isofemale line. Note
that two replicates of the specialization regime on one of
the isofemale lines were lost after three generations and
were reinitialized. As the parasites on these isofemale
lines had been given less opportunity to adapt, the results
are presented without these two delayed replicates. How-
ever, including them in the analysis did not change the
results qualitatively.

The isofemale lines of the mosquito were derived from
a laboratory colony of A. aegypti maintained by J.J. Becnel
(USDA, Gainesville, USA), had been maintained for more
than 50 generations, and have previously been shown to
differ in several life history traits and in their immune
response (unpublished Masters theses). A stock of the
parasite B. algerae was obtained from M.H.H. Hansen
(University of Aarhus, Denmark). Throughout the pas-
saging experiment, we flooded eggs under reduced pres-
sure for 30 min to synchronize the hatching of the
mosquitoes, and reared 20 larvae in Petri dishes (5.5 cm
diameter). The larvae were fed on TetraMin™ (day 1: 0.04
mg/larva, day 2: 0.08 mg, day 3: 0.16 mg , day 4: 0.32 mg,
from day 5 onwards: 0.16 mg, all amounts per larva). On
day 1 they were exposed to 3000 spores/cm2 of the
microsporidia added to the water. To obtain the parasites
used to infect the next generation of mosquitoes, we col-
lected the dead larvae and the pupae before they emerged
as adults, crushed them in demineralized water to release

the spores, and used this solution to infect the next gen-
eration of hosts.

Test of evolution response
Immediately after the thirteenth generation of passaging,
we assayed the parasite's infectivity (the proportion of
mosquitoes that were infected) on various host lines and
the number of spores produced in infected individuals,
two important components of the parasite's transmission
success. Each of the 22 evolved parasite lines was assayed
on 12 individuals of each of the four isofemale host lines.
For each test, we reared 12 larvae individually in 12-well
plates and exposed them to 3000 spores/cm2 of the
evolved microsporidia. We collected the dead larvae and
pupae and assayed the success of the parasite by counting
the infected hosts and estimating the number of spores
within them in a haemocytometer.

Statistical analyses
In a first crude analysis (Table 1) of the evolution
responses, we compared four types of tests: (1) parasites
that had evolved on a mixture of host lines and were
tested on any single one of these host lines, (2) parasites
that had evolved on an alternated sequence of host lines
and were tested on any single one of these host lines, (3)
adapted parasites, which had evolved on a single host line
and were tested on that same line, and (4) mismatched
parasites, which had evolved on a single host line and
were tested on a different one. We analyzed infectivity
(proportion of larvae that were infected) with a logistic
analysis, and number of spores in infected individuals
with an analysis of variance. In both tests, evolution

Table 2: Type-1 statistical analysis of (A) infectivity and (B) (log-transformed) number of spores in infected individuals.

(A) Infectivity (B) Number of spores in infected individuals

df χ2 P SS F P

Test line 3 11.22 0.01 1.148 1.39 0.246

Isofemale line 3 4.53 0.209 0.244 0.30 0.828

Replicate [Isofemale line] 10 5.62 0.846 3.172 1.15 0.323

Test line* Isofemale line 9 24.33 0.004 1.994 0.80 0.612

Adapted 1 20.16 < 0.001

Test line * Isofemale [Adapted] 8 4.24 0.835

Testline * Replicate [Isofemale line] 30 29.00 0.517 5.521 0.67 0.909

Adapted*Replicate [Isofemale line] 10 10.51 0.397

Error 311 85.632

The analysis compares only specialized parasites tested on their own host and specialized parasites tested on mismatched hosts. 'Isofemale 
line' refers the isofemale line the parasites evolved on; 'Test line' is the isofemale line the evolved parasites were tested on. In (A), the factors 
written in italics are the components of the previous interaction (see Methods.) Note that the second component of the interaction Testline 
* Replicate is pooled into the error term. The component 'Adapted' (in bold) gives the importance of specialization onto a given host line. In 
(B) we did not decompose the interaction terms, as they were far from statistically significant.
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regime (i.e. the isofemale line(s) on which parasites had
evolved) was nested within the type of test, and the repli-
cate within each evolution regime. In the analysis of vari-
ance, the number of spores was log-transformed so that
the requirements of the test were met.

As a second analysis (Table 2), which gave a better indi-
cation of specialization, we conducted a standard type-1
two-way ANOVA, considering only the specialized para-
sites (tests (3) and (4) above), and using as main factors
the single isofemale line the parasites had evolved on, and
the line they were then tested on (extended with replica-
tions within the line the parasites had evolved on). The
interaction between the line used for the evolutionary
process and the test line describes the variance due to the
differences among the 14 parasite line x mosquito line
combinations (16 when the two delayed lines are
included). To evaluate the specialization, we divided
these combinations into 4 cases where the parasite was
adapted, and 10 (resp. 12) where the parasite was mis-
matched. Thus, with a dummy variable that coded for
adapted or mismatched (factor 'Adapted' in Table 2), the
interaction term could be split into the component
responsible for the difference between adapted and mis-
matched combinations, and into the remainder of the
interaction. The interaction describing the replicates
could be split similarly, with the remainder added to the
error term of the analysis.

Finally, to estimate the cost of specialization, we
defined an index of the evolutionary response of special-
ized parasites as the relative difference between infectiv-
ity of parasites that had evolved in a single regime and
were tested on one of the host's isofemale lines, and the

infectivity of generalists (that had evolved on a mixture of
hosts) on the same isofemale line. If we used parasites
that had evolved on an alternating regime as generalists
for this index, we obtained similar results. The cost of
specialization can then be estimated by the correlation
between each parasite's mean index values on the three
mismatched hosts (to avoid pseudo-replication) and its
value on a matched host. If specialization is costly, the
best adapted parasites, exhibiting the highest index val-
ues on matched hosts, will be least infective (and thus
have the lowest index values) on mismatched hosts.
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Figure 2 Visualization of the cost of specialization. Each point rep-
resents the value of the response index of an evolved parasite on its 
matched host (i.e. on the isofemale line it had evolved on) against the 
mean value on its three mismatched hosts. The response index is given 
as the relative difference between the infectivity of specialized para-
sites and the infectivity of generalist parasites tested on the same isofe-
male line. Specialization is costly if the parasites performing best on 
matched hosts perform worst on mismatched hosts.

-0.3

-0.2

-0.1

0

0.1

-0.2 0 0.2 0.4

R
es

po
ns

e 
on

 m
is

m
at

ch
ed

 h
os

ts

Response on matched hosts

http://www.biomedcentral.com/1471-2148/10/159
http://creativecommons.org/licenses/by/2.0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10628966
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=13433552
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9822369
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12776215
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19650899
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11102349
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17683424


Legros and Koella BMC Evolutionary Biology 2010, 10:159
http://www.biomedcentral.com/1471-2148/10/159

Page 7 of 7
14. de Bruin A, Ibelings BW, Kagami M, Mooij WM, van Donk E: Adaptation of 
the fungal parasite Zygorhizidium planktonicum during 200 
generations of growth on homogeneous and heterogeneous 
populations of its host, the diatom Asterionella formosa.  J Eukaryot 
Microbiol 2008, 55:69-74.

15. Becnel J, White SE, Shapiro AM: Review of microsporidia-mosquito 
relationships: from the simple to the complex.  Folia Parasitol 2005, 
52:41-50.

16. Biron DG, Agnew P, Marché L, Renault L, Sidobre C, Michalakis Y: 
Proteome of Aedes aegypti larvae in response to infection by the 
intracellular parasite Vavraia culicis.  Int J Parasitol 2005, 35:1385-1397.

17. Kassen R, Bell GAC: Experimental evolution in Chlamydomonas. IV. 
Selection in environments that vary through time at different scales.  
Heredity 1998, 80:732-741.

18. Little TJ, Watt K, Ebert D: Parasite-host specificity: experimental studies 
on the basis of parasite adaptation.  Evolution 2006, 60:31-38.

19. Hansen MHH, Koella JC: Evolution of tolerance: the genetic basis of a 
host's resistance against parasite manipulation.  Oikos 2003, 
102:309-317.

20. Whitlock MC: The Red Queen beats the Jack-of-all-Trades: The 
limitations on the evolution of phenotypic plasticity and niche 
breadth.  Am Nat 1996, 148:S65-S77.

21. Levins R: Evolution in Changing Environments Princeton: Princeton 
University Press; 1968. 

22. Kawecki TJ: Accumulation of deleterious mutations and the 
evolutionary cost of being a generalist.  Am Nat 1994, 144:833-838.

23. Cooper VS, Lenski RE: The population genetics of ecological 
specialization in evolving Escherichia coli populations.  Nature 2000, 
407:736-739.

24. MacLean RC, Bell G: Experimental adaptive radiation in Pseudomonas.  
Am Nat 2002, 160:569-581.

25. Carius HJ, Little TJ, Ebert D: Genetic variation in a host-parasite 
association: potential for coevolution and frequency-dependent 
selection.  Evolution 2001, 55:1136-1145.

26. Wedekind C, Ruetschi A: Parasite heterogeneity affects infection success 
and the occurrence of withi-host competition: an experimental study 
with a cestode.  Evol Ecol Res 2000, 2:1031-1043.

doi: 10.1186/1471-2148-10-159
Cite this article as: Legros and Koella, Experimental evolution of specializa-
tion by a microsporidian parasite BMC Evolutionary Biology 2010, 10:159

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18318858
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16004363
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16102770
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16568629
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11048718
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18707508
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11475049


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


