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Population expansion and 
individual age affect endoparasite 
richness and diversity in a 
recolonising large carnivore 
population
Ines Lesniak1, Ilja Heckmann1, Emanuel Heitlinger1,2, Claudia A. Szentiks1, Carsten Nowak3, 

Verena Harms3, Anne Jarausch3, Ilka Reinhardt4, Gesa Kluth4, Heribert Hofer1 & Oliver Krone1

The recent recolonisation of the Central European lowland (CEL) by the grey wolf (Canis lupus) provides 
an excellent opportunity to study the effect of founder events on endoparasite diversity. Which role do 
prey and predator populations play in the re-establishment of endoparasite life cycles? Which intrinsic 
and extrinsic factors control individual endoparasite diversity in an expanding host population? In 53 
individually known CEL wolves sampled in Germany, we revealed a community of four cestode, eight 
nematode, one trematode and 12 potential Sarcocystis species through molecular genetic techniques. 
Infections with zoonotic Echinococcus multilocularis, Trichinella britovi and T. spiralis occurred as single 
cases. Per capita endoparasite species richness and diversity significantly increased with population size 
and changed with age, whereas sex, microsatellite heterozygosity, and geographic origin had no effect. 
Tapeworm abundance (Taenia spp.) was significantly higher in immigrants than natives. Metacestode 
prevalence was slightly higher in ungulates from wolf territories than from control areas elsewhere. 
Even though alternative canid definitive hosts might also play a role within the investigated parasite life 
cycles, our findings indicate that (1) immigrated wolves increase parasite diversity in German packs, and 
(2) prevalence of wolf-associated parasites had declined during wolf absence and has now risen during 
recolonisation.

Biodiversity describes the variety of organisms sharing an ecosystem and can be measured in levels of genetic var-
iation, the number of occurring species (species richness) or by determining species diversity when accounting 
for the number of species and their abundance1. �e respective ecosystems can be of di�erent dimension, ranging 
from a single individual serving as host ecosystem for a community of microorganisms, to a local population in 
a distinct environment up to a global scale. In conservation biology, measuring biodiversity is a crucial tool to 
assess the (health) state of the ecosystem of interest2.

�e factors responsible for the presence and diversity of parasites in free-ranging mammalian host popula-
tions have been the subject of an increasing number of investigations in the past two decades3–9. �ese include 
external factors such as host population density and geographical location, and intrinsic factors such as genetic 
constitution, life history, and other conditions which may vary between individuals and host populations. Most 
of these studies have been conducted on rodents7–9. Many have investigated the drivers of parasite diversity across 
several species, while only few intraspeci�c studies have considered carnivores as hosts10,11, particularly ecologi-
cally important apex predators12, and even fewer have either been experimental in nature or used natural events 
that correspond to a quasi-experimental study design13,14. �e typical framework of these studies has been a 
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reasonably stable ecological setting within which the host population(s) under scrutiny has existed at the study 
site within living memory. �e consequences for parasite presence and diversity are thus not clear, should a host 
population, particularly an apex predator, go extinct and recolonise its habitat almost a century later. Such extinc-
tion events correspond to a quasi-experimental set-up. It allows addressing questions such as: How would parasite 
diversity be a�ected by a small host founder population; to what extent do extrinsic and intrinsic factors control 
parasite diversity for individual hosts in an expanding host population; and which role do prey populations play 
in the re-establishment of parasite life cycles and parasite transmission for predator hosts? Here we use a recent 
and intriguing case of a recolonising and expanding apex predator, the grey wolf (C. lupus) in Central Europe to 
study these questions.

A�er having been eradicated for almost a century from Central Europe, grey wolves returned to Germany 
during the late 1990s and established the �rst breeding pack in the year 200015. �e �rst individuals immigrated 
from the Baltic wolf population from North Eastern Poland15,16. Since then, the population has rapidly expanded, 
leading to the establishment of the current Central European lowland (CEL) wolf population across Northern 
Germany and Western Poland. As of 2015, at least 39 breeding packs and pairs live in Germany, and at least 30 
packs and pairs occupy Western Poland17. �is newly established CEL wolf population provides an opportu-
nity to study some additional and – in the context of conservation management – highly relevant questions on 
host-parasite relationships. In contrast to study sites in North America or Africa with a minor overlap between 
predators and people, people and wildlife in Central Europe coexist in an anthropogenically modi�ed cultural 
landscape with a high human population density18. Here, transmission of pathogens between wolves, companion 
animals, livestock and people may easily occur19 because free-ranging grey wolf populations are hosts of and vec-
tors for a variety of macro20- and microparasites21 which circulate in sylvatic and domestic cycles. Both pathogen 
spillover and spillback may occur and a�ect wild and domestic species, threaten human health19, and in the case 
of livestock may even have an economic impact22.

Such issues are especially accessible to investigation in eukaryotic parasites, establishing more stable 
host-parasite interactions compared to bacteria and viruses. Amongst helminths, the larval stages of taeniid spe-
cies are known to cause health problems in people and livestock. �ey require a two-host cycle, with an interme-
diate host developing the metacestode/cysticercus and a predator de�nitive host consuming it and developing the 
mature tapeworm. Local diet analyses of wolves have demonstrated that roe deer (Capreolus capreolus), red deer 
(Cervus elaphus), and wild boar (Sus scrofa) are the main prey species of the newly expanding wolf population in 
Germany23, and may therefore serve as intermediate hosts of typical wolf endoparasites. For instance, the cestode 
Taenia krabbei might play a crucial role as intestinal parasite in European wolves24 and is known to develop meta-
cestodes in cardiac and skeletal muscles in intermediate hosts24,25. In contrast to T. krabbei, for which no human 
case of cysticercosis has been reported so far, other tapeworm species have a high zoonotic potential26 and are 
responsible for several types of cysticercoses (T. hydatigena)27, coenuroses (T. multiceps)28, and echinococcoses 
(E. multilocularis, E. granulosus)29. In addition, nematodes and trematodes spread by carnivores are known to 
cause trichinellosis (Trichinella spp.)30 and alariosis (Alaria alata)31 in people, livestock and wildlife. �e causative 
agents of all these diseases are known to occur in free-ranging wolves20. It would therefore be highly instructive to 
know which helminth species are circulating within the CEL wolf population. Equally, little is known about proto-
zoan infections in wolves, even though wolves could potentially be the de�nitive host and vector of microparasite 
diseases such as neosporosis or sarcosporidiosis, which play a vital role for wildlife, livestock and public health 
in general32.

In this study, we therefore tackled the questions (1) which endoparasite species are circulating within the CEL 
wolf population, (2) whether these parasites are zoonotic, (3) to which extent wolves may have an epidemiological 
in�uence on their local prey species, and (4) if and to what degree the endoparasitic load of an expanding wolf 
population changes within the �rst years of resettlement. To address these issues, we apply a variety of molecular 
tools to identify individual wolves, their helminth and protozoan community retrieved from whole carcasses, as 
well as cysticerci isolated from their prey. We use this information to characterise the parasite infection status of 
individual wolves and subsequently test the in�uence of intrinsic factors such as age, sex and genetic constitution, 
and extrinsic factors such as population size and geographic origin on parasite diversity in an expanding wolf 
population. By knowing the genetic identity of most wolf packs of the German part of the CEL population, we 
could also identify ‘immigrants’ – wolves that were not born in one of the known German packs – and (5) identify 
the parasite species ‘imported’ by them.

Results
Genetic structure of wolf sample. As part of the German national wolf monitoring, we dissected and 
genotyped 53 carcasses between 2007 and 2014. One common mtDNA control region haplotype, HW01 dom-
inated in the 52 successfully analysed individuals, with the exception of a single HW02 wolf (corresponding to 
haplotypes w1 and w2 described in other studies33). By comparing the 53 microsatellite-based genotypes to the 
German wolf genotype database (unpublished), 36 wolves could be assigned to packs in Germany and thus were 
considered ‘native’. �e remaining 17 genotypes showed no �rst-order relationship to known German packs and 
were thus considered likely to be ‘immigrant’ individuals from Western Poland or the Baltic wolf population.

Subsequent Bayesian population clustering suggested �ve population clusters (see Supplementary Fig. S1). 
One individual was assigned to the group of reference samples of the Baltic wolf population (CL87/14 haplotype 
HW02), and three individuals (CL79/12, CL133/12, CL534/12) showed intermediate genotypes. All other wolves 
formed a single, distinct CEL wolf cluster, indicating a genetic separation of this newly established population 
from its Baltic source population. Microsatellite allele frequencies from the CEL wolf population were distinctly 
di�erent from domestic dog reference samples.

Individual microsatellite heterozygosities ranged between 0.36 and 0.86 with a mean value of 0.6 (SEM =  0.02, 
95% con�dence limits 0.57–0.63, n =  53).



www.nature.com/scientificreports/

3Scientific RepoRts | 7:41730 | DOI: 10.1038/srep41730

Helminth diversity in wolves. Alpha diversity of the helminth population was determined by species rich-
ness and the Shannon index – a measure of diversity considering both the number of occurring species and their 
abundance. Infection with a single helminth species was recorded in 20.8% of the cases. Co-infection occurred 
most frequently with two species (22.6%), constantly decreasing to three helminth species (20.8%), four species 
(11.3%), �ve, six or seven helminth species (3.8% each). Eight helminth species per wolf were only detected once 
(1.9%), while 11.3% were helminth negative. Mean species richness over all individuals was 2.57 (SEM =  0.26, 
95% C.L. 2.03–3.10, n =  53). Helminth species richness in ‘native’ individuals was 2.72 species (SEM =  0.34, 95% 
C.L. 2.03–3.41, n =  36) and in ‘immigrants’ 2.24 species (SEM =  0.39, 95% C.L. 1.41–3.06, n =  17). Helminth 
diversity, as measured by the Shannon index, ranged between 0 and 1.35 with a mean value of 0.38 (SEM =  0.06, 
95% C.L. 0.27–0.49, n =  51).

Helminth species richness (general linear model, overall likelihood ratio test, χ 2 =  23.865, df =  6, p <  0.001, 
n =  51) signi�cantly increased with population size (F1,46 =  14.58, p <  0.001, Fig. 1b) and signi�cantly changed 
with wolf age category (F2,46 =  4.688, p =  0.014, Fig. 1a). Pairwise post-hoc tests indicated that helminth species 
richness signi�cantly declined from pups to yearlings (p =  0.006). Similarly, helminth diversity (general linear 
model, overall likelihood ratio test, χ 2 =  25.967, df =  6, p <  0.001, n =  51) signi�cantly increased with population 
size (F1,46 =  10.77, p =  0.002, Fig. 1d) and signi�cantly changed with wolf age category (F2,46 =  5.230, p =  0.009, 
Fig. 1c). Pairwise post-hoc tests indicated that helminth diversity signi�cantly decreased from pups to yearlings 

Figure 1. Relevant e�ectors of helminth species richness and diversity (Shannon index) in wolves from the 
CEL population. Helminth species richness (a,b) and helminth diversity (c,d) vary with wolf age signi�cantly 
decreasing from pups to yearlings (npup =  21, nyearling =  16, nadult =  14) and increase with wolf population size 
(n3packs =  1, n7packs =  1, n14packs =  8, n18packs =  11, n25packs =  14, n31packs =  16). Dots represent outliers. Box plot edges 
depict the quartiles for number of helminths species (a,b) and the Shannon index (c,d). Whiskers extend to 
non-outlier extremes. Statistical signi�cance was calculated using a general linear model.
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(p =  0.004). Sex, microsatellite heterozygosity, and geographic origin had no signi�cant e�ect on helminth species 
richness and diversity.

�e genus Taenia was the most prevalent and most abundant genus of helminths (0–109 parasites per individ-
ual). Taenia spp. abundance category (multinomial logistic regression, overall likelihood ratio test, χ 2 =  22.635, 
df =  12, p =  0.031, n =  51, Table 1) changed signi�cantly with geographic origin of wolves, with ‘immigrants’ sig-
ni�cantly more o�en showing a high level of Taenia abundance than ‘natives’. Sex (p =  0.073) and age (p =  0.079) 
marginally a�ected Taenia abundance, in that females were more likely to either have high or no Taenia abun-
dance than males, and yearlings had lower levels of Taenia abundance than pups or adults. Genetic heterozygosity 
and population size had no in�uence.

Helminth fauna and prevalence in wolves. �irteen helminth species were identi�ed based on 18S 
rRNA and cytochrome c oxidase subunit I genes (Supplementary Table S1), while in 11% and 8% of the cases the 
isolated lung and intestinal nematodes could not be determined. Nematodes were the most diverse class (eight 
species), followed by cestodes (four species), and trematodes (one species). Infestations with the highly zoonotic 
Trichinella species T. britovi and T. spiralis (in muscular tissue) and with the fox tapeworm E. multilocularis 
were documented in three single cases, each representing a rare species in wolves, with a prevalence of 2%. �e 
cestode T. krabbei was the most common (77%) helminth species in wolves, and is therefore considered the core 
species (by de�nition >  60% prevalence34,35) in this population. T. hydatigena and Mesocestoides litteratus were 
identi�ed in 15% and 9% of wolves, respectively. A. alata, the only trematode, was detected in 53% of all wolves 
and can therefore be considered a secondary species (by de�nition 40–60% prevalence34,35). �e three intestinal 
nematodes Uncinaria stenocephala (11%), Toxocara canis (11%) and Toxascaris leonina (4%) were isolated less 
frequently than cardio-pulmonary parasites. �e two lung nematodes Crenosoma vulpis and Capillaria aerophila 
were found in 25% and 15% of all cases. C. plica was isolated from the urinary bladder of 25% of all wolves.

In total, 89% of investigated wolves carried endoparasites. Di�erences in the helminth fauna of all 53 individu-
als as a function of their geographic origin are depicted in Fig. 2. �e cestode T. hydatigena occurred signi�cantly 
less frequently in ‘natives’ born in Germany (3%) than in ‘immigrants’ (37%) (Fisher’s exact test, p =  0.010, 95% 
C.L. 1.33–101.54, n =  53). In contrast, ‘native’ wolves had a signi�cantly higher prevalence of the lung nem-
atode C. aerophila (24%) than ‘immigrants’ which were not infected with this helminth at all (Fisher’s exact 

Predictor

Direction of e�ect on chance of Taenia abundance being in a given category*

Df G p AIC ∆AIC AICqh ∆AICqhNone Low High

Sex 0.113 ♀  >  ♂ − 0.304 ♀  <  ♂ 0.191 ♀  >  ♂ 2 5.225 0.073 113.299 1.23 2.920 − 0.177

Heterozygosity 0.687 ↑  as heterozygosity 
increases

0.349 ↑  as heterozygosity 
increases

− 1.036 ↓  as heterozygosity 
increases 2 4.704 0.095 112.777 0.70 2.910 − 0.187

Age pup − 0.383 pups <  yearlings 0.106 pups >  yearlings 0.277 pups >  yearlings
4 8.364 0.079 112.44 0.37 2.715 − 0.382

Age adult − 0.215 adults <  yearlings − 0.018 adults <  yearlings 0.234 adults >  yearlings

Geographic origin − 0.302 
immigrants <  natives

− 0.124 
immigrants <  natives 0.426 immigrants >  natives 2 8.989 0.011 117.063 4.99 2.994 − 0.103

Population size − 0.010 ↓  as population size 
increases

0.013 ↑  as population size 
increases

− 0.002 ↓  as population size 
increases 2 2.322 0.31 110.395 − 1.68 2.863 − 0.234

Table 1. Multinomial logistic regression of predictors a�ecting the chance of being in a given Taenia 

abundance category. Tests for signi�cance of each parameter used log-likelihood ratio tests (G). Values for the 
Akaike Information Criterion (AIC) and the quasi-likelihood information criterion (AICqh) are shown for each 
alternative model when the speci�c predictor was removed. For the full model, AIC was 112.074 and AICqh 
was 3.097. *Global change of the probability of each of the three levels of Taenia abundance in response to a 
change in the value of each predictor variable. �e sum of the values for each predictor is 0, as an increase in the 
probability in one level must be compensated for by a decrease in other levels.

Figure 2. Helminth prevalence of CEL wolves in relation to their geographic origin. ‘Native’ wolves (grey 
bars) had a signi�cantly lower prevalence of the tapeworm T. hydatigena (p =  0.010) and a signi�cantly higher 
prevalence of the lung nematode C. aerophila than ‘immigrants’ (black bars) (p =  0.044). Statistical signi�cance 
was calculated using the Fisher’s exact test.
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test, p =  0.044, 95% C.L. 0.00–1.12, n =  53). �ere were no signi�cant prevalence di�erences for other helminths 
between immigrated and native individuals.

Sarcocystis fauna and diversity. Each of the 15 used primer sets successfully ampli�ed Sarcocystis spp. 
DNA on the integrated �uidic circuit. For brevity we use the term ‘species’ to refer to ‘operational taxonomic units’ 
(OTUs)36 from our molecular identi�cation approach. Metabarcoding of the Sarcocystis spp. 18S rRNA gene 
revealed the presence of at least 12 di�erent potential species of the genus Sarcocystis with a total prevalence of 
95% (n =  43). �e most prevalent OTU had an 18S rRNA sequence identical to S. taeniata (91%), S. gracilis (65%), 
S. capreolicanis (63%), S. grueneri (58%) and S. tenella (58%). Less than half of the wolf population was infected 
with S. miescheriana (40%), S. cruzi (37%), S. rangi (23%), S. capracanis (14%), S. hjorti (7%), and S. arieticanis 
(5%). In 14% of all cases, the isolated sequence was assigned to an undetermined Sarcocystis species. S. gracilis 
was the only species that occurred with a signi�cantly higher prevalence in ‘native’ wolves than in ‘immigrants’ 
(Fisher’s exact test, p =  0.031, 95% C.L. =  0.03–1.02, Fig. 3). Sarcocystis species richness could not be predicted 
from sex, age, microsatellite heterozygosity, geographic origin, and population size (general linear model, overall 
likelihood ratio test, χ 2 =  5.525, df =  6, p =  0.478, n =  43).

Cysticercoses in ungulate intermediate hosts. In both study areas, T. krabbei and T. hydatigena were 
the only metacestodes detected in three of the four ungulate species (Table 2). In our limited sample of fallow 
deer, no individual was infected with any kind of cysticercus, while in red deer and roe deer T. krabbei and  
T. hydatigena prevalences were low, ranging from 0% to 6.1%. Wild boar were solely infected with Cysticercus 
tenuicollis. �ere was no signi�cant cyst prevalence di�erence between wolf territories and the control area for a 
single ungulate species (Table 2). Using a general linear model (overall likelihood ratio test, Χ2 =  10.219, df =  6, 
p =  0.069, n =  440) we were not able to show a signi�cant e�ect of wolf presence on the cysticercosis prevalence 
across all ungulates. However, there was still a trend (p =  0.084) indicating that ungulates from wolf areas have a 
marginally higher cysticercosis prevalence.

Discussion
�e recent recolonisation of large carnivore populations in Europe is a remarkable success of conservation 
e�orts based on legislative decisions, increased public awareness, and scienti�c knowledge18. Wolves had been 
eradicated from Central Europe for about a century. �e CEL wolf population has grown from one pack in the 
year 2000 to approximately 60 packs by 2015, and continues to expand and increase17,37. We used this unique 
quasi-experimental environment to investigate how endoparasite diversity is a�ected by founder events, how prey 
populations interact in parasite transmission to predator hosts and vice versa, and which intrinsic and extrinsic 

Figure 3. Sarcocystis spp. prevalence of CEL wolves in relation to their geographic origin. ‘Native’ wolves 
(grey bars) had a signi�cantly higher S. gracilis prevalence than ‘immigrant’ wolves (p value =  0.031) (black 
bars). Statistical signi�cance was calculated using the Fisher’s exact test.

Intermediate host

Sample sizes

Cestode species

Number of cases (%) Fisher’s exact test

nwt nca Wolf territories
Control 

area p value

Fallow deer (D. dama) 7 28
T. krabbei 0 (0.0%) 0 (0.0%) 1.0

T. hydatigena 0 (0.0%) 0 (0.0%) 1.0

Red deer (C. elaphus) 82 20
T. krabbei 3 (3.7%) 1 (5.0%) 1.0

T. hydatigena 5 (6.1%) 0 (0.0%) 0.58

Roe deer (C. capreolus) 105 72
T. krabbei 5 (4.8%) 1 (1.4%) 0.40

T. hydatigena 2 (1.9%) 1 (1.4%) 1.0

Wild boar (S. scrofa) 88 38
T. krabbei 0 (0.0%) 0 (0.0%) 1.0

T. hydatigena 5 (5.7%) 0 (0.0%) 0.32

Table 2.  Cysticercoses prevalence in ungulates recovered from wolf territories (sample sizes nwt) and the 
control area (sample sizes nca).
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factors control parasite diversity. To address these questions, we dissected entire wolf carcasses, applied classical 
and molecular genetic techniques to identify individuals and their helminth community, and used a metabarcod-
ing approach to analyse whole gut sediments to screen for protozoan parasites. With this study we intended to 
generate appropriate evidence to clarify potential public health issues, which frequently arise during recolonisa-
tion events of large carnivore populations.

We applied mtDNA sequencing to haplotype wolf individuals and to identify their geographic origin. �is 
revealed two haplotypes, HW01 and HW02, which are widespread across Europe33 and commonly found in 
the CEL wolf population, including German wolves (ref. 16; German wolf genotype database, unpublished). 
Microsatellite-based structure analysis suggested that all but one carcass were likely to come from the CEL wolf 
population, which is clearly di�erentiated from the Baltic, Carpathian, and Alpine populations. �ree individuals 
could not be clearly assigned to either the CEL or the Baltic wolf population, suggesting the existence of a contact 
zone or the possibility of long-distance dispersal with successful admixture. Individual CL87/14 was identi�ed 
as the second male introducing haplotype HW02 to Germany and thus this individual provides the only obvious 
case of gene �ow from an adjacent source population in our dataset. Using the German genetic wolf database, 
almost three-quarter of the wolf carcasses were assigned to German packs, providing evidence of their native 
origin. Seventeen wolves could not be assigned to any genetically known German pack and were thus considered 
most likely to be immigrants from Western Poland.

To investigate the endoparasite fauna in these wolves we avoided – commonly conducted but inadequate – 
parasitological scat analyses, which o�en underestimate parasite diversity38, owing to intermittent egg shedding, 
biases towards hermaphroditic or female parasites, and limitations towards species that excrete their eggs through 
the intestine. But still our approach of isolating parasites from dead and partially decomposed wolves implies a 
minor drawback. While we were able to collect data on helminth species richness using molecular techniques 
in each case, counting of cestodes was not possible in 22 cases due to decomposition. To overcome this problem 
when calculating the Shannon index, we used mean values depending on the infestation level and based the sta-
tistical model regarding helminth diversity on these approximate values.

Furthermore, a sample size of 53 wolves might appear to be relatively small, but despite the limited availabil-
ity of carcasses it is still a well-represented sample considering the current population size of approximately 39 
known wolf packs in Germany. Based on these 53 individuals, we investigated the drivers of parasite species rich-
ness and diversity in wolves during their recolonisation of Central Europe by using individual characteristics (age, 
sex, genetic heterozygosity, parasite load) as well as geographic background data (‘native’ versus ‘immigrant’) of 
each individual. Interspecies studies in mammals have shown that parasite richness and diversity in free-ranging 
wildlife can generally be influenced by biogeographical, ecological, immunological, life-history traits, and 
individual characteristics3–6. In concordance with previous intraspeci�c parasite ecology studies in European 
wolves10,39,40, we analysed the correlation of sex, age, geographic origin, and genetic constitution with parasite 
diversity in wolves, and additionally investigated the e�ect of a growing host population size – given the circum-
stances of the current CEL wolf population expansion. None of the previous studies found an e�ect of sex10,40 or 
geographic origin10,40, while the prevalence of particular helminth species was correlated with age10,39 and year/
season of death39. In contrast to these studies, we analysed the correlation of host parameters with parasite alpha 
diversity instead of single helminth species, and con�rm that age signi�cantly a�ected the level of parasite alpha 
diversity, which is also consistent with helminthological �ndings in domestic dogs41. Helminth diversity, parasite 
species richness and Taenia spp. abundance decreased from pups to yearlings, then tended to increase from year-
lings to adults, suggesting two separate processes to be responsible for these changes. Age-intensity relationships 
in helminth disease etiopathology have also been described in other species42–45 but the interpretation of such 
data currently remains vague, though opening room for speculation about adaptive immune processes during 
early life and posterior accumulation e�ects.

As wolves – and potentially their parasites – had been eradicated from Central Europe for more than a cen-
tury, we investigated the e�ect of an increase in wolf population size on parasite alpha diversity. Helminth diver-
sity and helminth species richness increased with the annually growing number of wolf packs, but not Sarcocystis 
species richness or Taenia abundance. While density-dependent e�ects of parasite diversity have been repeatedly 
discussed in cross-species approaches4,5,46, host population size has – to our knowledge – not been previously 
considered in an intraspeci�c study focussing on wolves in Europe. Our work provides principal evidence that 
wolf helminth diversity increases during wolf population expansion, indicating that density-dependent parasite 
transmission amongst conspeci�cs and between wolves and their prey might play a major role in this carnivore. 
As wolves share their parasites with other predator and prey species, it is currently not clear to what extent alter-
native carnivore hosts transmit typical canine endoparasites in the area currently occupied by the German wolf 
population. For Central Europe in particular, anthropogenic factors such as tourism and hunting are likely to 
in�uence endoparasite communities of wildlife, since domestic dogs, particularly hunting dogs, share a similar 
diet with wolves and may serve as an additional parasite reservoir.

‘Immigrants’ had a higher abundance of Taenia cestodes than ‘residents’, potentially indicating an e�ect of the 
geographic origin in terms of either former habitat, Taenia metacestode infection in prey in the local habitat, or 
potential immunogenetic di�erences between ‘immigrants’ and ‘natives’. Individual heterozygosity as measured by 
microsatellites did not correlate with parasite alpha diversity in our wolves, although heterozygosity has been asso-
ciated with individual and population �tness and stress resistance, including parasite and disease susceptibility47.  
�e mean heterozygosity of 0.6 in our wolves was lower than that of other European populations, but higher than 
in some small populations with a recent bottleneck history such as the Italian one48. �is moderate level in com-
bination with the fact that microsatellite markers may not appropriately re�ect functional or genome-wide hete-
rozygosity49 might explain the lack of a signi�cant association with parasite diversity and richness. �e relatively 
low number of non-coding genetic markers might not be linked to functional immunogenetic loci, so potential 
associations between genome-wide heterozygosity and parasite load would become indistinct. Such loci play a 
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fundamental role for pathogen resistance and are important indicators in evolutionary ecology and conserva-
tion50. Hence, genetic diversity of loci under balancing or positive selection, such as the major histocompatibility 
complex51 should be studied to evaluate the CEL wolf population’s genetic potential to cope with parasites and 
reveal whether a founder e�ect has created a potentially impaired immune competence.

When analysing helminth communities and prevalence in wolves relative to their geographic origin, we found 
further implications potentially arising from immunogenetic or habitat e�ects. �e lung nematode C. aerophila 
was exclusively found in ‘native’ wolves, while ‘immigrants’ had a signi�cantly higher prevalence of T. hydatigena, 
so ‘immigrants’ can be considered importing this cestode into German wolf territories. Despite some ungulate 
intermediate hosts of T. hydatigena being uncommon in Germany, e.g. moose (Alces alces)52, our cysticerco-
sis screening in German ungulates demonstrates the presence of Cytsticercus tenuicollis in di�erent parts of 
Germany (see below).

General helminth prevalence in our sample of wolf carcasses was 89%, which is similar to what several other 
studies found in wolves from the Baltic population (see Supplementary Table S3 for literature comparison of 
all species). With 13 genetically distinguishable helminth species and a mean of 2.57 ±  0.26 (SEM) species per 
individual, our sample had a signi�cantly lower helminth species richness than Latvian10 or Polish38 wolves. At 
least 11 out of 13 isolated species have also been diagnosed in their Eastern relatives from the Baltic population. 
Presumably, the founders of the CEL wolf population had introduced a subset of the ‘original’ helminth commu-
nity of the Baltic population, while at the same time intermediate hosts of some parasites are potentially absent 
in Central Europe such as moose or European bison (Bos bonasus). Our study suggests that parasite prevalence 
and diversity in the CEL wolf population will increase over time with ongoing expansion and immigration of new 
individuals.

Among the 13 helminth species, the three highly zoonotic parasites T. spiralis, T. britovi and E. multilocularis 
occurred in one case each (prevalence 2%). Hence, wolves play a minor role as reservoir of Trichinella larvae. 
Likewise, their role as vector and reservoir of E. multilocularis in Europe is insigni�cant compared to foxes, which 
occur in higher numbers and can reach a local prevalences between 0% and 60%53.

Further results of our literature comparison of helminth prevalences with Baltic wolves sampled in Poland, 
Latvia, Estonia and Belarus are depicted in Supplementary Table S3. Most likely, signi�cant di�erences can be 
explained by (1) higher or lower general prevalences of the particular parasite in the alternative habitat, (2) higher 
or lower prevalence of intermediate or additional de�nitive hosts in that habitat or (3) di�ering wolf diet and thus 
avoidance of the particular parasite.

An illustrative example where all hypotheses could be tested is the detection of the trematode A. alata which 
occurred more frequently in German wolves than in Belorussian ones, but less o�en than in Latvian and Estonian 
wolves, where it is the most frequent helminth. Since A. alata infection in carnivores depends on the consumption 
of infected wild boar meat, prevalence di�erences might either occur due to di�ering regional trematode abun-
dances resulting from (1) varying environmental conditions for parasite development, (2) varying abundance of 
primary (snails) and secondary hosts (wild boar), or (3) due to regional di�erences in wolf diet.

Taenia represents another important helminth genus in our wolf sample that requires a two-host-cycle (herbi-
vore/omnivore and carnivore). Wolves from the Baltic population were infected with a higher diversity of Taenia 
species than our wolves, in which T. krabbei (prevalence 77%) and T. hydatigena (prevalence 15%) were the only 
two detected species. �is loss of Taenia spp. richness suggests that the founders of the CEL wolf population 
started with a reduced parasite community and/or that German wolves fed on a lower diversity of prey and there-
fore acquired fewer cestode species. �is in turn might change during a longer presence of wolves as de�nitive 
hosts altering transmission dynamics.

Our cysticercosis screening in wild ungulates was intended to assess whether metacestode prevalence di�ered 
in the four main prey species of wolves in Germany between areas with and without wolves. Both detected cestode 
species T. krabbei and T. hydatigena are known to cause cysticercoses in wild and domestic ungulates. Contrasting 
our hypothesis, metacestode infection rates did not di�er signi�cantly between the two study areas, but still we 
found a trend of prevalences being slightly higher when wolves are present. Given the relatively low metacestode 
prevalence in both study areas, it was not feasible to sample an appropriate number of individuals in order to 
increase the statistical power of the analysis. Furthermore, it is not only wolves that shed their parasites into the 
environment. So the role of alternative de�nitive hosts such as domestic dogs, red foxes or racoon dogs must not 
be underestimated and should be investigated in future studies before �nal conclusions can be drawn.

Unfortunately, comprehensive cysticercoses data from Central and Eastern European wild ungulates are 
scarce. However, a recent Danish study reported the reoccurrence of T. krabbei cysticerci in roe deer a�er more 
than 60 years of absence in this species25 and suggested that wolves may be responsible, since a T. krabbei infected 
individual had been documented in the same area54. Underlining the need to evaluate the role of alternative hosts, 
notably higher T. krabbei metacestode prevalences were reported during the 1970s, with 33% in roe deer and 19% 
in red deer55, even though wolves have not been resident in Hungary (see Supplementary Table S4 for literature 
comparison). T. hydatigena prevalence was also signi�cantly higher in all four ungulate species compared to 
Germany. Hydatid disease caused by E. granulosus was not detected in German ungulates but found at remarkably 
high rates in wild boar and red deer in Eastern Europe55,56.

We could not include skeletal muscle tissue of ungulates in our screening, so the only muscular tissues ana-
lysed macroscopically were tongue, heart and diaphragm. �is might have made us underestimate T. krabbei 
prevalence and miss the zoonotic A. alata mesocercariae and Trichinella larvae in the diaphragm of wild boars. 
Nevertheless, the low species-speci�c total Taenia prevalences between 0% and 5% (see Supplementary Table S4) 
suggest that larval cestode infections have a minor health impact on the analysed ungulate populations in 
Germany.

�e protozoan parasite Sarcocystis is known to cause sarcocystosis and sarcosporidiosis in its intermediate 
and de�nitive hosts, respectively. Identi�cation of sarcocysts from the intermediate host’s musculature has been 
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conducted for decades, while identifying Sarcocystis sporocysts from the de�nitive host usually requires complex 
infection experiments57 or laboratory methods58, and has therefore been rarely performed, especially in wild 
large carnivores. While morphological studies in Europe have not provided any data on Sarcocystis prevalence 
in wolves, Sarcocystis spp. prevalence in Canada ranged from 38%59 to 100%60. Using metabarcoding on whole 
gut sediments to analyse Sarcocystis spp. diversity in free-ranging wolves, we found that 95% of our wolves were 
Sarcocystis positive.

Technically, our metabarcoding approach enables us to determine ‘operational taxonomic units’ as clusters 
of similar sequences36. For brevity, we use the term ‘species’ instead, accepting the limitations of our method. 
�e species identi�ed via database entries – as sharing highest sequence similarity with our data – have been 
previously described from various wild and domesticated ungulate intermediate hosts. S. taeniata and S. hjorti 
are known in moose61,62 and red deer63,64, while S. capreolicanis and S. gracilis usually occur in roe deer62. In our 
sample of wolves S. gracilis was signi�cantly more prevalent in ‘natives’ than ‘immigrants’. As for helminths, such 
di�erences could occur due to potential habitat, immunogenetic or diet di�erences. �ese �ndings are independ-
ent of our potentially limited species resolution capacities, and whether or not a particular parasite strain with 
prevalence di�erences is granted species status.

S. grueneri sarcocysts develop in reindeer65, red deer66 and fallow deer67; the latter two being the most likely 
source of infection for our wolves. S. miescheriana – known from wild boars68 and domestic pigs69 – had a preva-
lence of 40% in German wolves, consistent with the fact that wild boars contribute 18% of biomass to the German 
wolf diet23. In contrast, sequences sharing highest similarity with S. rangi, S. tenella, S. arieticanis, S. cruzi, and  
S. capracanis were detected more o�en than expected, since wolves usually do not commonly prey on reindeer65, 
mu�on70, domestic sheep62, cattle71 or goats72, respectively. �is discrepancy suggests either a lack of resolution in 
the sequenced gene fragment and that those sequences represent di�erent – yet to be described – species, or that 
these described species have a broader intermediate host spectrum than previously thought.

While the incidence of emerging infectious diseases has increased in recent decades73, the presence and 
impact of wildlife has o�en been neglected. Wild carnivores may play a major role for the distribution of infec-
tious disease and di�erent host species sharing the same parasites may have an epidemiological in�uence on each 
other which is o�en of complex nature and hard to capture when only focusing on one target species. Our �nd-
ings suggest that wolves from Central Europe currently have a minor relevance as reservoir of zoonotic parasites. 
Since we also show that parasite alpha diversity changes with growing wolf population size, the situation might 
best be described as being in a dynamic state. �us, it might be useful to implement an endoparasite screening 
as a future monitoring tool to ease public and veterinary health concerns, since parasite life cycles are complex 
and some are �exible and may therefore change with time and expanding host population range. In fact, espe-
cially domestic dog owners and hunters in wolf habitats are likely to bene�t from our �ndings, helping to make 
well-informed decisions on anthelminthic dog treatment and ungulate meat hygiene. Since hunters periodically 
feed their dogs with potentially infected meat, our results suggest that a routine anthelminthic treatment of hunt-
ing dogs would be highly advisable as recommended by the European Scienti�c Counsel for Companion Animal 
Parasites (ESCCAP).

Material and Methods
Sample collection. Between 2007 and 2014, we examined 53 wolf carcasses, collected as roadkill or 
poached, originating from �ve federal states in North and East Germany (50°10′ –54°54′ N and 6°41′ –15°2′ E) for 
endoparasites. Depending on recovery conditions (mostly time period between death and recovery of the carcass, 
outside temperature) we received the carcasses in di�erent states of decomposition. Wolf sex and age category 
were determined by computed tomography and during necropsy by two specialised veterinarians for radiology 
and pathology. Age was estimated by assessing body size and mass, tooth replacement, tooth abrasion, state of 
thymus involution, state of reproductive organs as well as size and state of growth plates. Age class estimates were 
furthermore cross-checked and validated with the German wolf monitoring database (www.wildtiergenetik.de) 
by knowing the individual genetic identity. According to the joint monitoring standards for the CEL wolf pop-
ulation, day of birth was set to the 1st of May by default17. Individuals were considered as ‘pup’ within their �rst 
year of life, ‘yearlings’ within their second year, and ‘adults’ were older than 2 years. Helminths were isolated from 
all inner organs by conventional parasitological dissection74. When carcasses were fresh, we were able to recover 
and count all helminths (nwolves =  29). Taenia spp. abundance was additionally classed into the categories ‘no’, 
‘low’ or ‘high’ load. However, when carcasses were in an advanced stage of decomposition, cestodes were partially 
degraded and could therefore not be counted, but still their abundance was estimated using the above mentioned 
categories (nwolves =  22). Detection of Trichinella larvae from muscular tissue was carried out by the National 
Reference Laboratory for Trichinella (Federal Institute for Risk Assessment, Berlin, Germany). We collected intes-
tinal protozoa by washing and sieving the whole gut to eliminate food remains and collected the �ow-through 
(nwolves =  43).

Between 2012 and 2014, we collected 440 individuals of ungulates shot during hunts and screened their inner 
organs for cysticerci. To do so, we inspected the surface (including connective tissue) of lung, heart, diaphragm, 
spleen, liver, kidneys, intestines and mesentery, and sliced the tissues into 1 cm thin layers to inspect their inte-
rior parts. Isolated metacestodes were stored at − 20 °C until DNA extraction. We compared cysticercosis prev-
alence in these ungulates between wolf territories (German federal states of Brandenburg and Saxony, 50°10′ 
–53°33′ N and 11°14′ –15°2′ E) and a control area where no territorial wolves were known at the time of sampling 
(German federal state of Schleswig-Holstein, 53°20′ –54°55′ N and 8°36′ –11°7′ E). �e screening comprised fallow 
deer (Dama dama, nwolf territories =  7, ncontrol =  28), roe deer (C. capreolus, nwolf territories =  105, ncontrol =  72), red deer  
(C. elaphus, nwolf territories =  82, ncontrol =  20), and wild boar (S. scrofa, nwolf territories =  88, ncontrol =  38).

http://www.wildtiergenetik.de
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DNA extraction. For wolf genotyping, ethanol-preserved tissue samples were extracted using the QIAamp 
DNA Blood & Tissue Kit (Qiagen, Hilden, Germany) following the instructions of the manufacturer. Helminth 
DNA was extracted from minced and proteinase K digested tissues using phenol-chloroform-isoamyl alcohol and a 
standard protocol (Carl Roth, Karlsruhe, Germany). Extraction success and DNA concentrations were determined 
using the NanoDrop® 1000 spectrophotometer (�ermo Fisher Scienti�c Inc., Waltham, Massachusetts, USA).

Wolf protozoan (microparasite) DNA was extracted from 500 µ l of pelleted intestinal �ltrate suspended in 
700 µ L Bu�er SL2 using the NucleoSpin® Soil Kit (Macherey-Nagel, Düren, Germany) according to the manufac-
turer’s protocol. Extraction success and DNA concentrations were determined using the Qubit® 2.0 Fluorometer 
(Invitrogen, Carlsbad, California, USA).

Microsatellite PCR and sequencing. We used 13 variable microsatellites and two sex markers (DBX6 and 
DBY775) to assess relatedness and origin of the wolves. Markers CPH576, FH2001, FH2010, FH2017, FH2054, 
FH2087L, FH2088, FH2096, FH2137, FH2140 and FH216177, vWF78, and PEZ1779 were ampli�ed in three 10 µ l 
multiplex PCRs containing HotStarTaq Master Mix (Qiagen, Hilden, Germany), 0.2 µ M of each primer, 2 ng BSA 
and ~5 ng genomic DNA. PCR started with initial denaturation at 95 °C (15 min), 4 cycles of 94 °C (30 s), 60 °C 
(90 s) and 72 °C (60 s); another 5 cycles of 94 °C (30 s), 58 °C (90 s) and 72 °C (60 s), 5 cycles of 94 °C (30 s), 58 °C 
(90 s) and 72 °C (60 s); another 5 cycles of 94 °C (30 s), 54 °C (90 s) and 72 °C (60 s), 25 cycles of 94 °C (30 s), 50 °C 
(90 s) and 72 °C (60 s), and a �nal elongation at 72 °C (30 min). PCR products were size-measured on an ABI 3730 
DNA Analyzer (Life Technologies, Carlsbad, California, USA) and scored using GeneMarker v1.90 (So�Genetics, 
State College, Pennsylvania, USA) by comparison to LIZ600 as an internal size-standard. For mitochondrial DNA 
control region sequencing, primers L1599580 and H1649881 were used. PCRs were performed in 15 µ l containing 
3 mM MgCl2, 1.5 µ l 1 ×  PCR bu�er, 0.13 mg/µ l BSA, 0.2 mM dNTPs, 0.333 µ M of each primer, 1 U Taq polymer-
ase (New England Biolabs Inc., Ipswich, Massachusetts, USA), and 3 µ l DNA extract. PCR protocol started with 
initial denaturation at 95 °C (3 min), 35 cycles of 94 °C (30 s), 54 °C (30 s) and 72 °C (60 s), and a �nal elongation of 
72 °C (10 min). PCR products were puri�ed using ExoSAP-IT (USB Corporation, Cleveland, Ohio, USA) follow-
ing the manufacturer’s protocol. Sequencing was carried out on an ABI 3730 DNA Analyzer (Life Technologies, 
Carlsbad, California, USA). Sequencing results were analysed in Geneious v7.1.9 (Biomatters Ltd, Auckland, New 
Zealand) and compared to sequences deposited in the NCBI database.

Macroparasite PCR and sequencing. Cestodes, trematodes and intestinal nematodes were iden-
ti�ed targeting a 450 bp fragment of the cytochrome c oxidase subunit 1 gene (cox1). �e cox1 PCR was car-
ried out using the primer set JB3 (5′ -TTTTTTGGGCATCCTGAGGTTTAT-3′ ) and JB4.5 (5′ -TAAAGAAA 
GAACATAATGAAAATG-3′ ) previously described82,83. Additionally, we used the primers 18S_965F  (5′ -GGCG 
ATCAGATACCGCCCTAGTT-3′ ) and 18S_1573R (5′ -TACAAAGGGCAGGGACGTAAT-3′ )84,85 to amplify and 
sequence a 620 bp fragment of the 18S rRNA gene to identify cardiopulmonary and urinary helminths.

PCRs were performed in an epGradient S thermocycler (Eppendorf, Hamburg, Germany) and had a total 
volume of 25 µ l per sample, including 1 µ l DNA template. �e reactions contained 1 ×  FastStart High Fidelity 
Reaction Bu�er without MgCl2, 0.2 mM dNTPs, 2.5 mM MgCl2, 0.2 µ M of each primer (cox1) or 1 µ M of each 
primer (18S rRNA) 0.4 µ g/µ l BSA (only cox1 PCR) and 0.5 U FastStart High Fidelity Enzyme Blend (all compo-
nents from Roche, Basel, Switzerland). PCRs were run in 40 cycles, starting with an initial denaturation step at 
95 °C (10 min), and ending with a �nal elongation step at 72 °C (10 min). �ermal cycling of the cox1 PCR took 
place as follows: 95 °C (45 s), 55 °C (45 s), 72 °C (60 s). �ermal cycling of the 18S rRNA PCR took place as follows: 
95 °C (30 s), 53 °C (30 s), 72 °C (60 s).

Of each helminth PCR product, we puri�ed 1 µ l using 1 U FastAP �ermosensitive Alkaline Phosphatase 
(�ermo Fisher Scienti�c, Waltham, Massachusetts, USA) and 3 U Exonuclease I (�ermo Fisher Scienti�c, 
Waltham, Massachusetts, USA) due to the manufacturer’s protocol. Sequencing PCR and clean-up were per-
formed under standard conditions using the BigDye® Terminator v3.1 Cycle Sequencing Kit and the BigDye 
Xterminator® Puri�cation Kit (Life Technologies, Carlsbad, California, USA) before loading them on the Applied 
Biosystems® 3130xl Genetic Analyzer (Applied Biosystems, Foster City, California, USA).

Microparasite library preparation and sequencing. �e eukaryote 18S rRNA gene is typically grouped 
into nine variable regions V1–V9 suitable for diversity studies of several taxa86. In order to design primers that 
�ank the most variable regions of the Sarcocystis spp. 18S rRNA gene (see Supplementary Fig. S2), we used 
primer3 version 0.4.087 and oligonucleotides previously described. Sensitivity of oligonucleotide binding to 
the targeted Sarcocystis spp. sequences was assessed using the tool TestPrime 1.0 in the Silva web interface88. 
Metabarcoding PCR on an integrated �uidic circuit (48.48 Access Array™  IFC by Fluidigm, San Francisco, 
California, USA) was performed as a duplicate experiment using 15 ng DNA from wolf intestinal contents and 
the 15 primer sets (Supplementary Table S2). As the assay is limited to 48 wells, we decided to use 43 wolf samples 
and included 5 quality controls into each run. All ampli�cation and barcoding PCR steps, as well as library prepa-
ration steps were carried out according to the manufacturer’s user guide (Access Array™  System for Illumina 
Sequencing Systems, Chapter 6, Fluidigm, San Francisco, California, USA). A�er running the 48.48 Access Array 
IFC, we used a 10-fold dilution of the harvested PCR products to perform the barcoding step using the Access 
Array Barcode Library for Illumina Sequencers - 384 (Single Direction) (Fluidigm, San Francisco, California, 
USA). Post-PCR quality control steps included amplicon quality and length check using the 2200 TapeStation 
Instrument with D1000 ScreenTapes and D1000 Reagents (Agilent Technologies, Santa Clara, California, USA). 
A�erwards, PCR fragments between 400 and 1000 bp were puri�ed by PippinPrep using the 1.5% agarose DNA 
gel cassettes (Sage Science Inc., Beverly, Massachusetts, USA). �en, we pooled the samples and authorized a 
next-generation sequencing service using the MiSeq Reagent Kit v3 on the MiSeq sequencing system (Illumina, 
San Diego, California, USA).
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Bioinformatics. In order to identify the isolated macroparasites from wolves and ungulates at the species 
level, we merged the Sanger sequenced forward and reverse reads using the programme SeqMan implemented 
in Lasergene (DNASTAR Inc., Madison, Wisconsin, USA). Additionally, sequences and the corresponding 
electropherograms were veri�ed by eye, and sequences corrected manually where necessary. Subsequently, we 
searched for these sequences in the GenBank nucleotide collection from the National Center for Biotechnology 
Information (NCBI) using BLAST®89 and stored the best hit species and the alternative species as a table 
(Supplementary Table S1). If results were not distinctly clear, we used further information of alternative genetic 
markers, helminth morphology, and organ of isolation to determine the most likely species.

In order to identify gastrointestinal microparasites from the Illumina metabarcoding data set, we �rst strat-
i�ed sequencing reads by amplicon searching for fully identical matches to target speci�c primer pairs, starting 
exactly at the �rst sequence position (behind the removed adapter sequences) in both forward and reverse reads. 
�is resulted in two types of sequence data: (1) Amplicons shorter than 500 bp with overlapping forward and 
reverse reads. �ose were merged using FLASH version 1.2.890. (2) Amplicons larger than 500 bp without forward 
and reverse read overlap (because of Illumina MiSeq Reagent Kit v3 maximum read length of 300 bp) were not 
merged, but quality trimmed with Trimmomatic version 0.3691. We searched remaining reads in an apicomplexan 
subset of the NCBI nucleotide database using BLAST®89. Only hits with a biunique best bit score to one species 
were further processed and we applied a criterion of 98% identity for the whole length of the query to assign 
species names. Additionally, a minimum hit length criterion of 200 bp for trimmed reads and 300 bp for merged 
reads was applied. �us, our OTUs can be considered clusters of at least 98% sequence identity with respective 
database sequences over the whole amplicon.

Statistics – wolf genetics. Bayesian population clustering implemented in Structure software ver-
sion 2.3.492 was used to test for population origin and potential domestic dog introgression of the 53 wolves. 
Genotypes of our wolf samples were run together with a set of randomly picked 22 wolf genotypes collected 
during the German state-based genetic wolf monitoring, reference genotypes from 39 domestic dogs, 16 wolves 
from the Baltic18, 15 wolves from the Carpathian18, and 16 wolves from the Alpine region18, available from our 
internal genetic reference database for German wolf monitoring (www.wildtiergenetik.de). Ten independent runs 
were performed with a K from 2 to 8, a burn-in of 200,000 and 500,000 Markov chain Monte Carlo iterations. 
We applied an admixture model with correlated allele frequencies. �e most probable number of populations 
was determined based on the second order rate of change of the likelihood93 using the web-based programme 
Structure Harvester version 0.6.9494. To compute the optimal assignment to the individual clusters for every indi-
vidual, the cluster output from the independent runs was permuted by Clumpp version 1.1.295 using the ‘Greedy’ 
algorithm for aligning replicates.

To reconstruct genetic relatedness we compared all individual genotypes to our internal wolf reference data-
base with > 350 individual wolf genotypes, covering most German packs. Genotypes that could be assigned to 
packs in Germany were considered ‘native’, whereas those with no �rst-order relationship to a known German 
pack were considered to be ‘immigrants’. Reconstruction of genetic relatedness was done manually by direct 
genotype comparison, occasionally supported by use of Coancestry so�ware version 1.0.1.596. Individual hete-
rozygosity was calculated in GenAlEx version 6.597.

Statistics - parasite diversity. In order to investigate host-parasite interactions, we calculated species rich-
ness as the number of endoparasite species, and species diversity using the Shannon index to account for the 
number of species and their abundance in each individual wolf. We chose to analyse species richness because our 
methodological approach allows us to extract this information from both presented datasets on helminths and 
Sarcocystis. Moreover, being the most commonly used measure of biodiversity98, species richness is easy to com-
pare with available wolf parasite literature10,38,99,100 (Supplementary Table S3). Still, the deductions it allows are 
rather limited to environmental/geographical information in a sense of “parasite availability in a certain habitat”. 
In this study, we indirectly address such questions by analysing the e�ect of ‘wolf population size’ and ‘wolf geo-
graphic origin’. However, we also included the Shannon index into our analyses, as it accounts for heterogeneities 
within the parasite community that might potentially be driven by individual host characteristics such as immune 
capacities which we indirectly intend to correlate by investigating the e�ect of e. g. ‘wolf genetic heterozygosity’ 
or ‘wolf age’.

�e Shannon index was calculated only for helminths but not protozoan parasites because quantitative meas-
ures of Sarcocystis presence were not available. Even for helminths, an accurate count of cestodes was not possible 
in the case of 22 wolf carcasses as they were recovered in an advanced stage of decomposition and the retrieved 
tapeworms were o�en highly rotten and fragile. We therefore proceeded as follows: For 51 wolves, Taenia spp. 
abundance could be classi�ed into the three categories ‘no’, ‘low’ and ‘high’ abundance during dissection. We 
then calculated the means for each category from those wolves where a count was possible and used these as a 
quantitative estimate of Taenia spp. abundance for the 22 wolves with missing Taenia spp. count data to calculate 
a Shannon diversity index for them.

We tested the in�uence of wolf sex, age, microsatellite heterozygosity, geographic origin of the individual, and 
wolf population size as de�ned in Table 3 on helminth and Sarcocystis species richness and helminth diversity 
using general linear models, and Taenia spp. abundance using a multinomial logistic regression. In preliminary 
exploratory analyses we had checked for but found no e�ect of body mass and carcass recovery location and 
therefore excluded both predictors from the �nal analysis. We also excluded year of carcass �nding as a high gen-
eral variance in�ation factor (GVIF =  31.97, df =  5) indicated strong collinearity with the predictor population 
size. For the multinomial logistic regression we report the global summary of the e�ect of each predictor on the 
probability of occurrence of each Taenia abundance category. We tested the e�ect of wolf presence on ungulate 
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metacestode infection status using a general linear model and added ungulate species and cestode species as pre-
dictors to control for potential species-speci�c di�erences (de�nition of variables see Table 3).

For each multinomial logistic regression, we used log-likelihood ratio tests and information criteria, the 
Akaike Information Criterion (AIC) and the quasi-likelihood Information Criterion (AICqh) introduced by 
Hannan and Quinn101, to check whether the full model was superior to an intercept-only or a reduced model. 
Models were considered similar, if di�erences in AIC were less than 2.5, and preferable, if the di�erence exceeded 
6.0102. We also report AICqh values, since they can be of interest in the case of substantial dispersion of data. 
�e signi�cance of each predictor variable was assessed as the marginal contribution of each parameter to the 
full model by subtracting from the full model the log-likelihood of a second model with each speci�c predictor 
removed and testing the di�erence against a chi-square distribution with the appropriate degrees of freedoms (see 
refs 103 and 104).

�e signi�cance threshold of tests was �xed at 5% and all tests were two-tailed. Statistical analyses were per-
formed in Systat 13 (Systat So�ware Inc., Richmond, VA, USA) and R version 3.2.1105. �e Shannon index was 
calculated using R package vegan version 2.3-0106. Possible co-linearity of predictor variables was tested with R 
package car version 2.0-26107. Multinomial logistic regression was performed in Systat 13. Overall likelihood 
ratio of the general linear models and multinomial logistic regression was tested using R package lmtest version 
0.9–34108. Pairwise post-hoc comparison was performed with R package mulcomp version 1.4–5109.

References
1. Magurran, A. E. Measuring biological diversity (Blackwell Publishing, 2004).
2. Keesing, F. et al. Impacts of biodiversity on the emergence and transmission of infectious diseases. Nature 468, 647–652, doi: http://

www.nature.com/nature/journal/v468/n7324/abs/nature09575.html#supplementary-information (2010).
3. Morand, S. & Poulin, R. Density, body mass and parasite species richness of terrestrial mammals. Evolutionary Ecology 12, 

717–727, doi: 10.1023/a:1006537600093 (1998).
4. Arneberg, P., Skorping, A., Grenfell, B. & Read, A. F. Host densities as determinants of abundance in parasite communities. 

Proceedings of the Royal Society B: Biological Sciences 265, 1283–1289, doi: 10.1098/rspb.1998.0431 (1998).
5. Lindenfors, P. et al. Parasite species richness in carnivores: e�ects of host body mass, latitude, geographical range and population 

density. Global Ecology and Biogeography 16, 496–509, doi: 10.1111/j.1466-8238.2006.00301.x (2007).
6. Torres, J. et al. Endoparasite Species Richness of Iberian Carnivores: Influences of Host Density and Range Distribution. 

Biodiversity & Conservation 15, 4619, doi: 10.1007/s10531-005-5824-8 (2006).
7. Knowles, S. C. L. et al. Stability of within-host–parasite communities in a wild mammal system. Proceedings of the Royal Society of 

London B: Biological Sciences 280, doi: 10.1098/rspb.2013.0598 (2013).
8. Telfer, S. et al. Parasite interactions in natural populations: insights from longitudinal data. Parasitology 135, 767–781, doi: 10.1017/

S0031182008000395 (2008).
9. Renwick, A. R. & Lambin, X. Host–parasite interactions in a fragmented landscape. International Journal for Parasitology 43, 

27–35, doi: http://dx.doi.org/10.1016/j.ijpara.2012.10.012 (2013).
10. Bagrade, G., Kirjusina, M., Vismanis, K. & Ozolins, J. Helminth parasites of the wolf Canis lupus from Latvia. Journal of 

helminthology 83, 63–68, doi: 10.1017/S0022149X08123860 (2009).
11. East, M. L. et al. Does lactation lead to resource allocation trade-o�s in the spotted hyaena? Behav Ecol Sociobiol 69, 805–814, doi: 

10.1007/s00265-015-1897-x (2015).
12. Estes, J. A. et al. Trophic Downgrading of Planet Earth. Science 333, 301–306, doi: 10.1126/science.1205106 (2011).
13. Almberg, E. S., Cross, P. C., Dobson, A. P., Smith, D. W. & Hudson, P. J. Parasite invasion following host reintroduction: a case study 

of Yellowstone’s wolves. Philosophical transactions of the Royal Society of London. Series B, Biological sciences 367, 2840–2851, doi: 
10.1098/rstb.2011.0369 (2012).

Variable in statistic model Explanation Units

A) helminth species richness count of genetically con�rmed helminth species per wolf continuous data [number of species]

B) helminth diversity diversity of helminths per wolf ′ = −Σ × =H p lnpi mit pi
ni

Ni
continuous data [Shannon index]

C) Taenia spp. abundance category estimate of Taenia spp. abundance documented during 
dissection per wolf

categorical data (‘none’, ‘low’, ‘high’ 
abundance)

D) Sarcocystis species richness count of genetically con�rmed Sarcocystis species per wolf continuous data [number of species]

E) metacestode infection status presence of Taenia spp. cysts in ungulates categorical data (‘infected’, ‘not infected’)

F) age
wolf age classed in ecologically relevant and commonly used 
categories: 0–12 months: ‘pup’; > 12 months – 24 months: 
‘yearling’; > 24 months: ‘adult’110

categorical data (‘pup’, ‘yearling’, ‘adult’)

G) heterozygosity individual heterozygosity as proportion of heterozygous loci 
(nH) and analysed loci (nL) of microsatellite (Hindiv =  nH/nL) continuous data (0–1) [-]

H) geographic origin genetic a�liation to a known German pack (‘native’) or 
unknown pack (‘immigrant’) categorical data (‘immigrant’, ‘native’)

I) population size annually recorded number of reproducing wolf packs in 
Germany continuous data [number of packs]

J) sex wolf sex determined by dissection categorical data (‘male’, ‘female’)

K) ungulate species ungulate species known to be preyed on by wolves in Germany categorical data (‘roe deer’, ‘red deer’, ‘fallow 
deer’, ‘wild boar’)

L) study area ungulate sample collection sites depending on permanent wolf 
presence or absence categorical data (‘present’, ‘absent’)

M) metacestode species Taenia species determined by PCR and sequencing isolated 
from ungulates categorical data (‘T. krabbei’, ‘T. hydatigena’)

Table 3.  Response (A–E) and predictor variables used in statistical models regarding wolves (F–J) and 
ungulates (K–M).



www.nature.com/scientificreports/

12Scientific RepoRts | 7:41730 | DOI: 10.1038/srep41730

14. Phillips, M. K. & Scheck, J. Parasitism in Captive and Reintroduced Red Wolves. Journal of wildlife diseases 27, 498–501, doi: 
10.7589/0090-3558-27.3.498 (1991).

15. Ansorge, H., Holzapfel, M., Kluth, G., Reinhardt, I. & Wagner, C. Die Rückkehr der Wölfe. Das erste Jahrzehnt. Biologie in unserer 
Zeit 40, 244–253, doi: 10.1002/biuz.201010425 (2010).

16. Czarnomska, S. D. et al. Concordant mitochondrial and microsatellite DNA structuring between Polish lowland and Carpathian 
Mountain wolves. Conserv Genet 14, 573–588, doi: 10.1007/s10592-013-0446-2 (2013).

17. Reinhardt, I., Kluth, G., Nowak, S. & Myslajek, R. Standards for the monitoring of the Central European wolf population in 
Germany and Poland. German Federal Agency for Nature Conservation, BfN-Skripten 398, 43 (2015).

18. Chapron, G. et al. Recovery of large carnivores in Europe’s modern human-dominated landscapes. Science 346, 1517–1519, doi: 
10.1126/science.1257553 (2014).

19. Daszak, P., Cunningham, A. A. & Hyatt, A. D. Emerging infectious diseases of wildlife–threats to biodiversity and human health. 
Science 287, 443–449 (2000).

20. Craig, H. L. & Craig, P. S. Helminth parasites of wolves (Canis lupus): a species list and an analysis of published prevalence studies 
in Nearctic and Palaearctic populations. Journal of helminthology 79, 95–103 (2005).

21. Watts, D. E. & Benson, A. M. Prevalence of Antibodies for Selected Canine Pathogens among Wolves (Canis Lupus) from the 
Alaska Peninsula, USA. Journal of wildlife diseases 52, 506–515, doi: 10.7589/2015-06-140 (2016).

22. Roberts, T., Murrell, K. D. & Marks, S. Economic losses caused by foodborne parasitic diseases. Parasitology today 10, 419–423 
(1994).

23. Wagner, C., Holzapfel, M., Kluth, G., Reinhardt, I. & Ansorge, H. Wolf (Canis lupus) feeding habits during the �rst eight years of 
its occurrence in Germany. Mamm Biol 77, 196–203, doi: 10.1016/j.mambio.2011.12.004 (2012).

24. Priemer, J., Krone, O. & Schuster, R. Taenia krabbei (Cestoda : Cyclophyllidea) in Germany and its delimitation from T-ovis. Zool 
Anz 241, 333–337, doi: 10.1078/0044-5231-00076 (2002).

25. Al-Sabi, M. N. et al. Reappearance of Taenia ovis krabbei muscle cysts in a roe deer (Capreolus capreolus) in Denmark a�er 60+  
years. Vet Parasitol 196, 225–229, doi: 10.1016/j.vetpar.2012.12.044 (2013).

26. Finsterer, J. & Frank, M. Parasitoses with central nervous system involvement. Wiener medizinische Wochenschri� 164, 400–404, 
doi: 10.1007/s10354-014-0307-8 (2014).

27. Scala, A. et al. Acute visceral cysticercosis by Taenia hydatigena in lambs and treatment with praziquantel. Journal of helminthology, 
1–4, doi: 10.1017/S0022149X14000601 (2014).

28. Scala, A. et al. A survey of Taenia multiceps coenurosis in Sardinian sheep. Vet Parasitol 143, 294–298, doi: 10.1016/j.
vetpar.2006.08.020 (2007).

29. Mitrea, I. L. et al. Occurrence and genetic characterization of Echinococcus granulosus in naturally infected adult sheep and cattle 
in Romania. Vet Parasitol 206, 159–166, doi: 10.1016/j.vetpar.2014.10.028 (2014).

30. Dupouy-Camet, J. Trichinellosis: a worldwide zoonosis. Vet Parasitol 93, 191–200 (2000).
31. Gonzalez-Fuentes, H., Hamedy, A., von Borell, E., Luecker, E. & Riehn, K. Tenacity of Alaria alata mesocercariae in homemade 

German meat products. International journal of food microbiology 176, 9–14, doi: 10.1016/j.ijfoodmicro.2014.01.020 (2014).
32. Dubey, J. P. & Lindsay, D. S. Neosporosis, toxoplasmosis, and sarcocystosis in ruminants. �e Veterinary clinics of North America. 

Food animal practice 22, 645–671, doi: 10.1016/j.cvfa.2006.08.001 (2006).
33. Pilot, M. et al. Ecological factors in�uence population genetic structure of European grey wolves. Molecular ecology 15, 4533–4553, 

doi: 10.1111/j.1365-294X.2006.03110.x (2006).
34. Holmes, J. C. & Price, P. W. Communities of parasites. In: Community ecology: Patterns and processes. 187–213 (Blackwell, 1986).
35. Segovia, J. M., Guerrero, R., Torres, J., Miquel, J. & Feliu, C. Ecological analyses of the intestinal helminth communities of the wolf, 

Canis lupus, in Spain. Folia parasitologica 50, 231–236 (2003).
36. Blaxter, M. et al. De�ning operational taxonomic units using DNA barcode data. Philosophical Transactions of the Royal Society B: 

Biological Sciences 360, 1935–1943, doi: 10.1098/rstb.2005.1725 (2005).
37. Nowak, S. & Mysłajek, R. W. Wolf recovery and population dynamics in Western Poland, 2001–2012. Mammal Res 61, 83–98, doi: 

10.1007/s13364-016-0263-3 (2016).
38. Szczęsna-Staśkiewicz, J. Helmintofauna wilka Canis lupus L. w Polsce. (Unpublished dortoral thesis, Wrocław University of 

Environmental and Life Sciences, Faculty of Biology and Animal Science, 2009).
39. Segovia, J. M., Torres, J., Miquel, J., Llaneza, L. & Feliu, C. Helminths in the wolf, Canis lupus, from north-western Spain. Journal 

of helminthology 75, 183–192 (2001).
40. Guberti, V., Stancampiano, L. & Francisci, F. Intestinal helminth parasite community in wolves (Canis lupus) in Italy. Parassitologia 

35, 59–65 (1993).
41. Barutzki, D. & Schaper, R. Results of parasitological examinations of faecal samples from cats and dogs in Germany between 2003 

and 2010. Parasitology research 109 Suppl 1, S45–60, doi: 10.1007/s00436-011-2402-8 (2011).
42. Cattadori, I. M., Boag, B., Bjornstad, O. N., Cornell, S. J. & Hudson, P. J. Peak shi� and epidemiology in a seasonal host-nematode 

system. Proceedings. Biological sciences/�e Royal Society 272, 1163–1169, doi: 10.1098/rspb.2004.3050 (2005).
43. Ra�el, T. R., LeGros, R. P., Love, B. C., Rohr, J. R. & Hudson, P. J. Parasite age-intensity relationships in red-spotted newts: does 

immune memory in�uence salamander disease dynamics? Int J Parasitol 39, 231–241, doi: 10.1016/j.ijpara.2008.06.011 (2009).
44. Needham, C. S. et al. �e relationship between Trichuris trichiura transmission intensity and the age-pro�les of parasite-speci�c 

antibody isotypes in two endemic communities. Parasitology 105 (Pt 2), 273–283 (1992).
45. Hamalainen, A., Raharivololona, B., Ravoniarimbinina, P. & Kraus, C. Host sex and age in�uence endoparasite burdens in the gray 

mouse lemur. Frontiers in zoology 12, 25, doi: 10.1186/s12983-015-0118-9 (2015).
46. Torres, J. et al. Endoparasite species richness of Iberian carnivores: In�uences of host density and range distribution. Biodivers 

Conserv 15, 4619–4632, doi: 10.1007/s10531-005-5824-8 (2006).
47. Reed, D. H. & Frankham, R. Correlation between fitness and genetic diversity. Conservation Biology 17, 230–237, doi: 

10.1046/j.1523-1739.2003.01236.x (2003).
48. Hindrikson, M. et al. Wolf population genetics in Europe: a systematic review, meta-analysis and suggestions for conservation and 

management. Biological Reviews n/a–n/a, doi: 10.1111/brv.12298 (2016).
49. Vali, U., Einarsson, A., Waits, L. & Ellegren, H. To what extent do microsatellite markers re�ect genome-wide genetic diversity in 

natural populations? Molecular ecology 17, 3808–3817, doi: 10.1111/j.1365-294X.2008.03876.x (2008).
50. Sommer, S. �e importance of immune gene variability (MHC) in evolutionary ecology and conservation. Frontiers in zoology 2, 

16, doi: 10.1186/1742-9994-2-16 (2005).
51. Froeschke, G. & Sommer, S. MHC class II DRB variability and parasite load in the striped mouse (Rhabdomys pumilio) in the 

Southern Kalahari. Molecular biology and evolution 22, 1254–1259, doi: 10.1093/molbev/msi112 (2005).
52. Niedzialkowska, M. et al. Spatial structure in European moose (Alces alces): genetic data reveal a complex population history. J 

Biogeogr 41, 2173–2184, doi: 10.1111/jbi.12362 (2014).
53. Lucius, R. & Bilger, B. Echinococcus multicolularis in Germany: Increased awareness or spreading of a parasite? Parasitology today 

11, 430–434, doi:http://dx.doi.org/10.1016/0169-4758(95)80030-1 (1995).
54. Al-Sabi, M. N. S. et al. Reappearance of Taenia ovis krabbei muscle cysts in a roe deer (Capreolus capreolus) in Denmark a�er 60+  

years, with a possible role of a grey wolf (Canis lupus) as de�nitive host. 24th International Conference of the World Association for 
the Advancement of Veterinary Parasitology, Perth, Australia, 25/08/2013 - 29/08/2013, doi:http://orbit.dtu.dk/en/publications/



www.nature.com/scientificreports/

13Scientific RepoRts | 7:41730 | DOI: 10.1038/srep41730

reappearance-of-taenia-ovis-krabbei-muscle-cysts-in-a-roe-deer-capreolus-capreolus-in-denmark-after-60-years-with-a-
possible-role-of-a-grey-wolf-canis-lupus-as-de�nitive-host(c1d283c7-9424-44c3-b681-8611cb0e5d83).html (2013).

55. Murai, É. & Sugár, L. Taeniid species in Hungary (Cestoda, Taenidae). I. Cysticercosis, coenurosis and hydatidosis of wild ungulates 
Parasitologia Hungarica 12, 41–52 (1979).

56. Onac, D., Győrke, A., Oltean, M., Gavrea, R. & Cozma, V. First detection of Echinococcus granulosus G1 and G7 in wild boars (Sus 
scrofa) and red deer (Cervus elaphus) in Romania using PCR and PCR-RFLP techniques. Vet Parasitol 193, 289–291, doi: http://
dx.doi.org/10.1016/j.vetpar.2012.11.044 (2013).

57. Dahlgren, S. S. & Gjerde, B. �e red fox (Vulpes vulpes) and the arctic fox (Vulpes lagopus) are de�nitive hosts of Sarcocystis alces 
and Sarcocystis hjorti from moose (Alces alces). Parasitology 137, 1547–1557, doi: 10.1017/S0031182010000399 (2010).

58. Prakas, P., Liaugaudaitė, S., Kutkienė, L., Sruoga, A. & Švažas, S. Molecular identi�cation of Sarcocystis rileyi sporocysts in red 
foxes (Vulpes vulpes) and raccoon dogs (Nyctereutes procyonoides) in Lithuania. Parasitology research 114, 1671–1676, doi: 
10.1007/s00436-015-4348-8 (2015).

59. Stronen, A. V., Sallows, T., Forbes, G. J., Wagner, B. & Paquet, P. C. Diseases and parasites in wolves of the Riding Mountain 
National Park region, Manitoba, Canada. Journal of wildlife diseases 47, 222–227, doi: 10.7589/0090-3558-47.1.222 (2011).

60. Khan, R. A. & Evans, L. Prevalence of Sarcocystis spp. in two subspecies of caribou (Rangifer tarandus) in Newfoundland and 
Labrador, and foxes (Vulpes vulpes), wolves (Canis lupus), and husky dogs (Canis familiaris) as potential de�nitive hosts. �e 
Journal of parasitology 92, 662–663, doi: 10.1645/GE-753R1.1 (2006).

61. Gjerde, B. Morphological and molecular characteristics of four Sarcocystis spp. in Canadian moose (Alces alces), including 
Sarcocystis taeniata n. sp. Parasitology research 113, 1591–1604, doi: 10.1007/s00436-014-3806-z (2014).

62. Gjerde, B. Phylogenetic relationships among Sarcocystis species in cervids, cattle and sheep inferred from the mitochondrial 
cytochrome c oxidase subunit I gene. International Journal for Parasitology 43, 579–591, doi: http://dx.doi.org/10.1016/j.
ijpara.2013.02.004 (2013).

63. Reissig, E. C., Moré, G., Massone, A. & Uzal, F. A. Sarcocystosis in wild red deer (Cervus elaphus) in Patagonia, Argentina. 
Parasitology research, 1–6, doi: 10.1007/s00436-016-4915-7 (2016).

64. Dahlgren, S. S. & Gjerde, B. Molecular characterization of five Sarcocystis species in red deer (Cervus elaphus), including 
Sarcocystis hjorti n. sp., reveals that these species are not intermediate host speci�c. Parasitology 137, 815–840, doi: 10.1017/
S0031182009991569 (2010).

65. Dahlgren, S. S. & Gjerde, B. Genetic characterisation of six Sarcocystis species from reindeer (Rangifer tarandus tarandus) in 
Norway based on the small subunit rRNA gene. Vet Parasitol 146, 204–213, doi: http://dx.doi.org/10.1016/j.vetpar.2007.02.023 
(2007).

66. Wesemeier, H. H. & Sedlaczek, J. One known Sarcocystis species and two found for the �rst time in red deer and wapiti (Cervus 
elaphus) in Europe. Applied parasitology 36, 245–251 (1995).

67. Wesemeier, H. H. & Sedlaczek, J. One known Sarcocystis species and one found for the �rst time in fallow deer (Dama dama). 
Applied parasitology 36, 299–302 (1995).

68. Coelho, C. et al. Unraveling Sarcocystis miescheriana and Sarcocystis suihominis infections in wild boar. Vet Parasitol 212, 
100–104, doi: http://dx.doi.org/10.1016/j.vetpar.2015.08.015 (2015).

69. Claveria, F. G., De La Pena, C. & Cruz-Flores, M. J. Sarcocystis miescheriana infection in domestic pigs (Sus scrofa) in the 
Philippines. �e Journal of parasitology 87, 938–939, doi: 10.1645/0022-3395(2001)087[0938:SMIIDP]2.0.CO;2 (2001).

70. Odening, K., Stolte, M., Walter, G. & Bockhardt, I. Cyst Wall Ultrastructure of Two Sarcocystis spp. from European Mou�on (Ovis 
ammon musimon) in Germany Compared with Domestic Sheep. Journal of wildlife diseases 31, 550–554, doi: 10.7589/0090-3558-
31.4.550 (1995).

71. Gjerde, B., Hilali, M. & Abbas, I. E. Molecular di�erentiation of Sarcocystis bu�alonis and Sarcocystis levinei in water bu�aloes 
(Bubalus bubalis) from Sarcocystis hirsuta and Sarcocystis cruzi in cattle (Bos taurus). Parasitology research, 1–13, doi: 10.1007/
s00436-016-4998-1 (2016).

72. Bittencourt, M. V. et al. Sarcocystis spp. in sheep and goats: frequency of infection and species identi�cation by morphological, 
ultrastructural, and molecular tests in Bahia, Brazil. Parasitology research 115, 1683–1689, doi: 10.1007/s00436-016-4909-5 (2016).

73. Jones, K. E. et al. Global trends in emerging infectious diseases. Nature 451, 990–993, doi: http://www.nature.com/nature/journal/
v451/n7181/suppinfo/nature06536_S1.html (2008).

74. Bürger, H.-J., Eckert, J., Kutzer, E., Körting, W. & Rommel, M. Vererinärmedizinische Parasitologie. Vol. 6 (Schnieder, �omas, 
2006).

75. Seddon, J. M. Canid-speci�c primers for molecular sexing using tissue or non-invasive samples. Conserv Genet 6, 147–149, doi: 
10.1007/s10592-004-7734-9 (2005).

76. Fredholm, M. & Wintero, A. K. Variation of Short Tandem Repeats within and between Species Belonging to the Canidae Family. 
Mamm Genome 6, 11–18, doi: 10.1007/Bf00350887 (1995).

77. Francisco, L. V., Langston, A. A., Mellersh, C. S., Neal, C. L. & Ostrander, E. A. A class of highly polymorphic tetranucleotide 
repeats for canine genetic mapping. Mamm Genome 7, 359–362, doi: 10.1007/s003359900104 (1996).

78. Shibuya, H., Collins, B. K., Huang, T. H. M. & Johnson, G. S. A Polymorphic (Aggaat)(N) Tandem Repeat in an Intron of the 
Canine Von-Willebrand-Factor Gene. Animal genetics 25, 122–122 (1994).

79. Ne�, M. W. et al. A second-generation genetic linkage map of the domestic dog, Canis familiaris. Genetics 151, 803–820 (1999).
80. Taberlet, P. & Bouvet, J. Mitochondrial-DNA Polymorphism, Phylogeography, and Conservation Genetics of the Brown Bear 

Ursus-Arctos in Europe. P Roy Soc B-Biol Sci 255, 195–200, doi: 10.1098/rspb.1994.0028 (1994).
81. Fumagalli, L., Taberlet, P., Favre, L. & Hausser, J. Origin and evolution of homologous repeated sequences in the mitochondrial 

DNA control region of shrews. Molecular biology and evolution 13, 31–46 (1996).
82. Liu, G. H. et al. �e complete mitochondrial genomes of three cestode species of Taenia infecting animals and humans. Molecular 

biology reports 38, 2249–2256, doi: 10.1007/s11033-010-0355-0 (2011).
83. Bowles, J., Blair, D. & McManus, D. P. Genetic variants within the genus Echinococcus identified by mitochondrial DNA 

sequencing. Mol Biochem Parasitol 54, 165–173 (1992).
84. Guardone, L., Deplazes, P., Macchioni, F., Magi, M. & Mathis, A. Ribosomal and mitochondrial DNA analysis of Trichuridae 

nematodes of carnivores and small mammals. Vet Parasitol 197, 364–369, doi: 10.1016/j.vetpar.2013.06.022 (2013).
85. Powers, T. O. et al. Tropical nematode diversity: vertical strati�cation of nematode communities in a Costa Rican humid lowland 

rainforest. Molecular ecology 18, 985–996, doi: 10.1111/j.1365-294X.2008.04075.x (2009).
86. Hadziavdic, K. et al. Characterization of the 18S rRNA gene for designing universal eukaryote speci�c primers. PloS one 9, e87624, 

doi: 10.1371/journal.pone.0087624 (2014).
87. Untergasser, A. et al. Primer3–new capabilities and interfaces. Nucleic acids research 40, e115, doi: 10.1093/nar/gks596 (2012).
88. Klindworth, A. et al. Evaluation of general 16S ribosomal RNA gene PCR primers for classical and next-generation sequencing-

based diversity studies. Nucleic acids research 41, e1, doi: 10.1093/nar/gks808 (2013).
89. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. Journal of molecular biology 215, 

403–410, doi: 10.1016/S0022-2836(05)80360-2 (1990).
90. Magoc, T. & Salzberg, S. L. FLASH: fast length adjustment of short reads to improve genome assemblies. Bioinformatics 27, 

2957–2963, doi: 10.1093/bioinformatics/btr507 (2011).

http://www.nature.com/nature/journal/v451/n7181/suppinfo/nature06536_S1.html
http://www.nature.com/nature/journal/v451/n7181/suppinfo/nature06536_S1.html


www.nature.com/scientificreports/

14Scientific RepoRts | 7:41730 | DOI: 10.1038/srep41730

91. Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: a �exible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120, 
doi: 10.1093/bioinformatics/btu170 (2014).

92. Pritchard, J. K., Stephens, M. & Donnelly, P. Inference of population structure using multilocus genotype data. Genetics 155, 
945–959 (2000).

93. Evanno, G., Regnaut, S. & Goudet, J. Detecting the number of clusters of individuals using the so�ware STRUCTURE: a simulation 
study. Molecular ecology 14, 2611–2620, doi: 10.1111/j.1365-294X.2005.02553.x (2005).

94. Earl, D. A. & vonHoldt, B. M. STRUCTURE HARVESTER: a website and program for visualizing STRUCTURE output and 
implementing the Evanno method. Conservation Genetics Resources 4, 359–361, doi: 10.1007/s12686-011-9548-7 (2012).

95. Jakobsson, M. & Rosenberg, N. A. CLUMPP: a cluster matching and permutation program for dealing with label switching and 
multimodality in analysis of population structure. Bioinformatics 23, 1801–1806, doi: 10.1093/bioinformatics/btm233 (2007).

96. Wang, J. L. COANCESTRY: a program for simulating, estimating and analysing relatedness and inbreeding coe�cients. Mol Ecol 
Resour 11, 141–145, doi: 10.1111/j.1755-0998.2010.02885.x (2011).

97. Peakall, R. & Smouse, P. E. GenAlEx 6.5: genetic analysis in Excel. Population genetic so�ware for teaching and research-an update. 
Bioinformatics 28, 2537–2539, doi: 10.1093/bioinformatics/bts460 (2012).

98. Peet, R. K. �e Measurement of Species Diversity. Annual Review of Ecology and Systematics 5, 285–307, doi: 10.1146/annurev.
es.05.110174.001441 (1974).

99. Shimalov, V. V. & Shimalov, V. T. Helminth fauna of the wolf (Canis lupus Linnaeus, 1758) in Belorussian Polesie. Parasitology 
research 86, 163–164 (2000).

100. Moks, E. et al. Helminthologic survey of the wolf (Canis lupus) in Estonia, with an emphasis on Echinococcus granulosus. Journal 
of wildlife diseases 42, 359–365, doi: 10.7589/0090-3558-42.2.359 (2006).

101. Hannan, E. J. & Quinn, B. G. �e Determination of the Order of an Autoregression. Journal of the Royal Statistical Society. Series B 
(Methodological) 41, 190–195 (1979).

102. Hilbe, J. M. Negative binomial regression. (Cambridge University Press, 2011).
103. Agresti, A. & Kateri, M. Categorical data analysis. (Springer, 2011).
104. Hosmer, D. W. Jr., Lemeshow, S. & Sturdivant, R. X. Applied logistic regression. Vol. 398 (John Wiley & Sons, 2013).
105. Team, R. D. C. R: A language and environment for statistical computing (2008).
106. Oksanen, J. et al. R package: vegan: Community Ecology Package. doi:http://CRAN.R-project.org/package= vegan (2015).
107. Fox, J. & Weisberg, S. An R Companion to Applied Regression. 2 edn., Vol. 2 (SAGE Publications, Inc., 2011).
108. Zeileis, A. & Hothorn, T. Diagnostic Checking in Regression Relationships. R News 2, 7–10 (2002).
109. Hothorn, T., Bretz, F. & Westfall, P. Simultaneous inference in general parametric models. Biometrical journal. Biometrische 

Zeitschri� 50, 346–363, doi: 10.1002/bimj.200810425 (2008).
110. Sidorovich, V. E., Stolyarov, V. P., Vorobei, N. N., Ivanova, N. V. & Jędrzejewska, B. Litter size, sex ratio, and age structure of gray 

wolves, Canis lupus, in relation to population �uctuations in northern Belarus. Canadian Journal of Zoology 85, 295–300, doi: 
10.1139/Z07-001 (2007).

Acknowledgements
We are grateful to Guido Fritsch, Mathias Franz, Mandy Wolfram, Sophie Schöne, Zoltan Mezö, José Grau 
and Marius Bäsler for technical, bioinformatical and statistical support, to the environmental ministries of 
Brandenburg, Saxony, Saxony-Anhalt, Lower Saxony and Schleswig-Holstein for supplying wolf and ungulate 
carcasses, respectively, to Karsten Nöckler (Federal Institute for Risk Assessment, Berlin, Germany) for Trichinella 
spp. identi�cation, and the Deutsche Bundessti�ung Umwelt (German Federal Environmental Foundation), the 
Saxony State Forestry Service and the Leibniz Institute for Zoo and Wildlife Research for funding.

Author Contributions
�is study was designed by O.K. and supplemented by H.H. and I.L. O.K., C.A.S., I.R., G.K. and I.L. collected 
the carcasses. O.K., C.A.S. and I.L. dissected the carcasses. I.R., G.K., C.N., V.H. and A.J. assigned the genetic 
background of wolves based on monitoring and genetic data. E.H. and I.L. performed molecular parasite analyses. 
I.H., E.H. and I.L. analysed sequencing datasets. H.H. and I.L. did statistical analyses. H.H., C.N., A.J. and I.L. 
wrote the manuscript. All authors read and commented on the manuscript.

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

Competing �nancial interests: �e authors declare no competing �nancial interests.

How to cite this article: Lesniak, I. et al. Population expansion and individual age a�ect endoparasite richness 
and diversity in a recolonising large carnivore population. Sci. Rep. 7, 41730; doi: 10.1038/srep41730 (2017).

Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional a�liations.

�is work is licensed under a Creative Commons Attribution 4.0 International License. �e 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/
 
© �e Author(s) 2017

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Population expansion and individual age affect endoparasite richness and diversity in a recolonising large carnivore population
	Introduction
	Results
	Genetic structure of wolf sample
	Helminth diversity in wolves
	Helminth fauna and prevalence in wolves
	Sarcocystis fauna and diversity
	Cysticercoses in ungulate intermediate hosts

	Discussion
	Material and Methods
	Sample collection
	DNA extraction
	Microsatellite PCR and sequencing
	Macroparasite PCR and sequencing
	Microparasite library preparation and sequencing
	Bioinformatics
	Statistics – wolf genetics
	Statistics - parasite diversity

	Additional Information
	Acknowledgements
	References


