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Abstract
Cystic echinococcosis (CE) of humans and animals is caused by various species ofEchinococcus granulosus sensu lato. Of these,
E. granulosus sensu stricto has the widest geographical distribution and is the most important agent of human cystic echinococ-
cosis. Previous molecular studies showed that E. granulosus s.s. isolates from the Middle East and western Asia exhibit higher
intraspecific diversity than those from other parts of the world, which led to hypotheses on the origin of the species in that region.
However, various high-endemicity regions have not been sufficiently covered by such studies, including northern Africa as a
well-known focus of this parasite. Here, we report data on the mitochondrial cox1 gene (1609bp) sequence diversity of
E. granulosus s.s. from Algerian livestock. An abattoir survey of 1278 animals from the Algerian steppe region (Djelfa) resulted
in CE prevalence of 13.9% in cattle (n = 266), 5.7% in sheep (n = 975), and 0% in goats (n = 37). All of 125 molecularly
examined cyst isolates belonged to E. granulosus s.s. In total, 73 haplotypes were found, only five of which have been previously
reported (from the Middle East and Australia). One haplotype sequence (EgAlg01X) was found to contain an insertion of three
bases at the end of the gene. To the best of our knowledge, this has not been reported before for Echinococcus spp. Diversity
values of our panel of Algerian samples were in the range of those that have been previously reported from the Middle East and
far higher than those from elsewhere. This, together with the low number of shared haplotypes, indicates a more complex
biogeographical history of this parasite than hitherto assumed.
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Introduction

Cystic echinococcosis (CE) is a neglected zoonotic disease of
worldwide occurrence. It is caused by metacestodes of five,
possibly more, cryptic species within Echinococcus

granulosus sensu lato (s.l.) (Nakao et al. 2013; Romig et al.
2017). Of these, E. granulosus sensu stricto (s.s.) that has the
widest geographical distribution, is in most regions the most
frequent species in animals, and has the highest global impact
on public health with close to 90% of genotyped human CE
cases (Alvarez Rojas et al. 2014). Some studies on the intra-
specific diversity of mitochondrial marker genes suggest that
the biogeographical origin of E. granulosus s.s. is the Middle
East and western Asia, where domestication of sheep, the
principal intermediate host, had initially occurred and where
the highest level of gene-sequence polymorphism can still be
detected (Yanagida et al. 2012; Romig et al. 2017). From
there, the parasite has hypothetically spread, together with
sheep, to Europe, Africa, and central/eastern Asia, where
some of the ancient polymorphism were gradually lost due
to bottleneck events, and where new diversification into
unique variants occurred. During the European colonization
of the Americas and Australia, stock populations of domestic
animals (and their parasites) originated mainly from southern
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Europe and North Africa (Alvarez Rojas et al. 2016, 2017). To
shed further light on spread and accidental introductions of
this zoonotic parasite, it is therefore of particular interest to
investigate the identity and diversity of E. granulosus s.s.
variants in the Mediterranean region.

There are numerous data on the high endemicity of CE in
humans and animals in northern African countries as well as in
the adjacent Middle East (reviewed in Sadjjadi 2006; Dakkak
2010; Deplazes et al. 2017); this includes extensive prevalence
figures of unspecified CE in livestock in Algeria, where up to
78% of sheep, 91% of cattle, and 26% of camels were report-
edly infected (Bardonnet et al. 2003; Hamrat et al. 2011a, b;
Kouidri et al. 2012, 2013; Ouchene et al. 2014), and where dog
infection with Echinococcus spp. ranged from 16 to 51%
(Benchikh-Elfegoun et al. 2008; Bentounsi et al. 2009). Some
of the more recent studies include molecular identification of
the causative agents. These suggest thatE. granulosus s.s. is the
most common species in the sheep-raising areas fromMorocco
to Egypt. Confirmed hosts are humans, sheep, and camels in all
countries, cattle in Morocco, Algeria, Tunisia, and Libya, goats
and donkeys in Morocco and Tunisia, addax (Addax
nasomaculatus) and wild boars (Sus scrofa) in Tunisia, domes-
tic dogs in Tunisia and Libya, and wild canids in Tunisia. In
contrast, Echinococcus canadensis G6/7 seems to be distribut-
ed in the more arid camel-raising regions of North Africa,
where it is known from humans in Tunisia, Algeria by Zait
et al. (2016), and Egypt, from camels in all countries except
Morocco, from cattle in Libya and Egypt, and from sheep in
Egypt; domestic pigs in Egypt where also found to be infected
with this parasite. A third species, Echinococcus equinus, has
been reported from donkeys in Tunisia and Egypt (reviewed by
Deplazes et al. 2017).

Here, we report the results of a livestock survey for
Echinococcus spp. in the steppe region of the central part of
northern Algeria, demonstrate the genetic diversity of
E. granulosus s.s., and discuss the implications of this diver-
sity in the light of previous hypotheses about the biogeogra-
phy of this parasite.

Materials and methods

Study area

The research was carried out in the province of Djelfa that is
situated in the central part of northern Algeria (34° 11′ to 34°
54′ N; 3° 15′ to 3° 46′ E). The province is positioned in the
central part of the steppe territory of Algeria, characterized by
a semi-arid climate, cold in winter and warm and dry in sum-
mer. Breeding of small ruminants (3,364,460 sheep and
405,400 goats, data extracted from the direction of agricultural
services of the province of Djelfa for the years 2014–2015) is
economically most important in this region, while camel and

cattle breeding is less frequent. The survey was done in the
municipal slaughterhouse of Djelfa that has a daily
slaughtering capacity of approximately 300 sheep, 15 cattle
and 80 goats. The slaughtered animals originated, apparently,
from within Djelfa province, but their exact origin could not
be determined. It cannot be excluded, that some animals
(mainly cattle) may have originated from neighboring prov-
inces of central Algeria.

Sample collection and fertility assessment

From January to September 2016, a total of 1278 animals (975
sheep, 266 cattle, and 37 goats) underwent a postmortem in-
spection for cystic echinococcosis. Three to four visits per
weekweremade to the slaughterhouse, and the carcass of each
animal was examined for cystic lesions by observation, pal-
pation, and incision of internal organs (the lung, liver, spleen,
kidney, and heart). Fertility of isolated cysts was assessed by
microscopic examination for presence of protoscoleces.
Protoscoleces or small pieces of the germinal layer of each
isolated cyst were placed into a sterile plastic tube with 70%
ethanol, and stored at 4 °C until molecular analysis.

Sample processing, PCR amplification,
and sequencing

One protoscolex or, in case of non-fertile cysts, a small piece
of germinal layer of comparable size was lysed in 10 μl
0.02 M NaOH for 10 min as described by Nakao et al.
(2003). Consecutively, a 1609bp-fragment of the mitochon-
drial cox1 (cytochrome C oxidase, subunit 1) was amplified in
two nested PCRs with primers and PCR conditions as de-
scribed in Alvarez Rojas et al. (2016). PCR products were
electrophoresed in 1.5% agarose gels and visualized under
ultraviolet light. Secondary PCR amplicons were purifiedwith
the high-pure PCR purification kit (Roche Diagnostics) and
sequenced at GATC Biotech AG (Konstanz, Germany).

Sequence analysis and haplotype network

The sequences were processed and controlled for double
peaks or other errors using GENtle 1.9.4 (© Magnus
Manske, Cambridge, UK). Haplotype networks were created
using TCS 1.2.1 (Clement et al. 2000) with 95% connection
limit. Diversity and neutrality indices were calculated using
DnaSP 5.10 (Librado and Rozas 2009).

To place our sample set in a wider context, additional se-
quences of isolates from regions worldwide (Middle East,
Asia/Russia, Europe, Australia, and South America) were re-
covered from GenBank and inserted in Fig. 2. Twenty-four
additional haplotypes were selected from eight publications
(three per publication, Table 2). Additional haplotypes were
chosen by priority when there was additional data on these
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haplotypes (e.g., findings in other regions) available in other
publications. This was done to get the most data output for the
additional network. The rest of the additional haplotypes were
chosen randomly.

Results

Prevalence of Echinococcus spp.

Overall, 93 of 1278 animals were found infected with a total
of 149 Echinococcus cysts in the liver, lungs, or both; no
predilection for either organ was obvious in both livestock
species. Prevalence, localization, and fertility status are listed
in Table 1. Prevalence was highest in cattle (13.9%; 37/266),
but most cysts (50/52) were sterile. Prevalence in sheep was
5.7% (56/975), where 42 of 97 cysts were fertile. No cysts
were found in goats (0%; 0/37).

Molecular identification

For 125 of 149 collected cysts, the target fragment of 1609bp
could be amplified and sequenced. All isolates belonged to
E. granulosus s.s. and consisted of 73 different haplotypes
(see ESM_1.pdf). Only five of these haplotypes were already
known from different regions of the world. EG01 found in that
study represents the most common haplotype which was de-
scribed for the first time by Yanagida et al. (2012) in isolates
from the Middle East, China, and Peru was also found in
Russia (Konyaev et al. 2012, 2013: syn. EgRUS1
(AB688136)), in Mongolia (Ito et al. 2014: syn. EgMGL6
(AB893247)) and in Australia and Chile (Alvarez Rojas et al.
2016, 2017). Additionally, the haplotype EG40 was found
which was also firstly published in Yanagida et al. (2012) from
Chinese isolates. The last three haplotypes which were already
in the databases are EgAus03 from Australia (Alvarez Rojas

et al. 2016) and EgA01 and EgA16 fromArmenia (Ebi, unpub-
lished). The fact that the last four cox1 variants were also found
now in Algeria shows that these haplotypes are maybe far
wider distributed than since assumed. The remaining 68 haplo-
types (EgAlg01–EgAlg67, EgAlg01X) were newly found in
this study; sequences were deposited in GenBank under acces-
sion numbers (MG808282–MG808349). The sequence of hap-
lotype EgAlg64 is identical to the corresponding sequence of
Bsample 1^ from Tunisia (KY766885), whose near-complete
mitochondrial genome was published by Kinkar et al. (2017).
Sequence analysis of our isolates based on reference sequences
of the 366bp cox1 region reported by Bowles et al. (1992),
showed that 40 of our haplotypes are genotype G1, two are
G3, and 31 are neither G1, G2, or G3 in the sense of that study
(see Fig. 1 and ESM_1.pdf).

The new haplotype EgAlg01X is characterized by an inser-
tion of three bases (TGC) after base 1592 of the cox1 fragment
(see ESM_1.pdf). As this is a novelty for Echinococcus, am-
plification and sequencing underwent various repeats, one of
which was carried out in an independent laboratory (Italian
National Institute of Health, Rome), giving identical results.

Overall, the dataset consists of 87 different single nucleo-
tide mutations at 87 variable sites (not taking the triplet inser-
tion in EgAlg01X into account), of which 79 (91%) are tran-
sitions and only eight are of transversional character. Thirty-
five out of 87 (40%) of these mutations lead to an alteration of
the amino acid sequence.

Haplotype network and indices of diversity
and neutrality

The haplotype network (Fig. 1) shows a high diversity and
complex structure. The globally distributed haplotype EG01
is in the center of the network and most frequent among our
panel of samples but, with 8% of the samples, does not pre-
dominate. Two secondary radiation centers (EG40 and

Table 1 Prevalence of cystic
echinococcosis, organ
localization, and fertility
assessment of collected cysts

Animal
species

No. of
examined
animals

No. of infected
animals (%)

Organ localization Number and fertility of obtained
cysts

Liver Lung Both
organs

Fertile Sterile Total

Cattle 266 37 (13.9) 13 17 7 Liver 0 21 21

Lung 2 29 31

Total 2 50 52

Sheep 975 56 (5.7) 20 16 20 Liver 23 31 54

Lung 19 24 43

Total 42 55 97

Goats 37 0 (0.0) 0 0 0 Liver – – –

Lung – – –

Total – – –
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EgAlg64) add complexity to the network. To get more infor-
mation about the connection to haplotypes found in other re-
gions worldwide, an additional network (Fig. 2) was performed
which shows the regional haplotypes reported in this study
together with the position of 24 chosen haplotypes from eight
publications (Table 2). Although few haplotypes from our pan-
el of samples are shared with other regions worldwide, some of
those that have been identified before are placed at central
position of secondary radiation centers (EG01, EG40) (Fig. 2).

The high diversity among our isolates is also expressed by
the high value of the diversity indices; values of the neutrality
indices are negative, suggesting a bottleneck event in the past
(Table 3). Haplotype EgAlg01X was omitted from all index
calculations because of its sequence-length-dimorphism.

Discussion

Prevalence and species

This survey confirmed the predominance of E. granulosus s.s.
as CE agent in northern Algeria, as had been indicated earlier

by studies with much lower sample size (Bardonnet et al.
2003; Maillard et al. 2007). The prevalence of 5.7% in sheep
and 13.9% in cattle is moderate compared to other high-
endemicity regions of the world, and, although our results fit
well into the range of published data from North Africa, even
in some Algerian abattoir surveys far higher prevalence fig-
ures had been reported before (reviewed by Deplazes et al.
2017). We do not attempt to explain the very different CE
prevalences published from Algerian livestock, which are cer-
tainly influenced by focal transmission, livestock age at
slaughter, sample size and diagnostic procedure, and which
are difficult to evaluate retrospectively. Our data on cyst fer-
tility confirm the adaptation of E. granulosus s.s. to sheep as
intermediate hosts, where cysts were of similar frequency in
the liver and lungs and showed high fertility in either organ. In
contrast, the more frequently infected cattle developed only
very few fertile cysts; this is in agreement with findings from
most world regions, although some studies are at variance
with this (Cardona and Carmena 2013; Romig et al. 2017).
No goats were found infected, which may be partly explained
by the small sample size, but goats would also be expected to
be a little affected by E. granulosus s.s. (Romig et al. 2017).

Fig. 1 Haplotype network
calculated from the samples
analyzed in this study. The circle’s
area corresponds to the frequency
of the haplotypes in this sample
set (number > 1 in brackets
behind the name). Some
haplotypes with the same
topological information value are
presented as one circle for better
readability. The hypothetical
position of the insertion-
haplotype EgAlg01X is marked
with a dashed line. White circles
represent non-specific genotypes
(neither G1, G2, or G3) of
E. granulosus s.s
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Sheep, therefore, are clearly the epidemiologically most im-
portant livestock host for the maintenance of CE transmission
in the steppe region of Algeria.

Genetic variation in the dataset

Compared with previous studies on intraspecific genetic var-
iation of Echinococcus, our sample set of 125 isolates from a
geographically circumscribed area (Djelfa province in the cen-
tral part of northern Algeria) is extensive. The genetic diver-
sity observed in this study is at a comparable level with data
from the Middle East and western Asia that are presently
assumed to be the highest worldwide and resulted in the hy-
pothesis of this parasite’s origin and spread (Yanagida et al.
2012; Romig et al. 2017). Although this study was limited to a
single province, the haplotype diversity of our Algerian iso-
lates are considerably higher (ca. + 0.1) than those observed in
country-wide sample sets from Australia and Chile (Alvarez
Rojas et al. 2016, 2017). In addition to the diversity indices
and the network structure that lacks a predominant haplotype,
there are several radiation centers in the network, whose hap-
lotypes, as far as known, are uniquely North African. This

might indicate an evolutionary history of E. granulosus s.s.
in North Africa that has been partly independent from the
Middle East for a prolonged period. EG01 was the only
cox1 variant which was found in all regions worldwide, as
has been reported before (Alvarez Rojas et al. 2016; Romig
et al. 2015). Sequencing the entire mitogenome, EG01 variant
of cox1 could be further resolved in 22 haplotypes from all
regions by Kinkar et al. (2016) and 13 haplotypes by
Laurimäe et al. (2016) from South America. There are other
cox1-haplotypes which are also found inmore than one region
but no other is coming even near the global distribution of
EG01 (Fig. 2). The understanding of the genetic diversity
and the phylogeographic history of E. granulosus s.s. based
on cox 1 sequence data, is fully resolved using the high-
resolution approach (Kinkar et al. 2016, 2018). Looking at
the domestication and subsequent spread of sheep (Ovis
aries), fossil data place the domestication event from wild
sheep (Ovis orientalis) in the region of the Fertile Crescent
in the Middle East, approximately 11,000 to 12,000 years ago
(Groeneveld et al. 2010; Rannamäe et al. 2016). Archeological
and genetic evidence indicates that sheep were introduced to
northern Africa and the Nile valley already in the period of

Fig. 2 Maximum parsimony network showing the haplotypes found in
this study in combination with 24 chosen haplotypes and regional data
from eight different publications. For a better visualization of the structure
of the network, two adjustments were taken out: (1) Names of haplotypes
newly found in this study (EgAlg...) were shortened to their numbers. (2)

Some haplotypes with the same amount of topological information are
shown as combined network knots with their regional information and
names listed below. The circle sizes correspond to region information and
not to frequency of findings. Haplotypes found in more than one region
are shown with bigger circles
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7500–7000 before present, and subsequently spread around the
Saharan desert into western Africa around 3700 BP where the
ancient breeds still exist (Muigai andHanotte 2013). Only much
later, fat-tailed types of sheep reached eastern Africa in a second
introduction event from the Middle East during 4500–

3500 years ago, who subsequently also replaced the older stock
in North Africa (reviewed by Muigai and Hanotte 2013).
These scenarios, augmented by additional introductions
through maritime trade at later periods (Gifford-Gonzalez
and Hanotte 2011; Muigai and Hanotte 2013) indicate a
highly complex history of sheep and their parasites in north-
ern Africa and would predict a higher genetic diversity of
E. granulosus s.s. there than in any other parts of the
African continent, which indeed seems to be the case
(Ebi, unpublished). Conversely to introduction, North
Africa has also been the origin of sheep for other world
regions: during the European settlement of Australia, a part
of the original stock was apparently shipped from northern
Africa (Gemmell 2000). It is therefore of interest, that hap-
lotype EgAus03 has so far only been detected in Algeria
and Australia (Alvarez Rojas et al. 2016).

Table 2 Haplotypes added to the
network shown in Fig. 2 Haplotype Accession number Origin Cox1-region identical to accession number

EG04a JQ250809 Iran AB893246c
EG06a JQ250811 Iran AB777906b, KU925358f, KU925378f,

KU925404f
EG14a AB688591 Jordan

EgRUS2b AB688137 Russia

EgRUS7b AB777904 Russia KU925416f
EgRUS10b AB777907 Russia

EgMGL1c AB893242 Mongolia

EgMGL4c AB893245 Mongolia

EgMGL10c AB893251 Mongolia

EgAus02d KT968703 Australia

EgAus05d KT968706 Australia

EgAus07d KT968708 Australia

ARG2e KX039938 Argentina

BRA2e KX039956 Brazil

CHI4e KX039964 Chile

ALB2f KU925433 Albania KY766883h
FIN1f KU925429 Finland KY766884h
TUR2f KU925352 Turkey KU925388f, KY766888h
EgCL04g KX227119 Chile KX039949e, KY766882h
EgCL10g KX227125 Chile

EgCL21g KX227136 Chile

FRA2h KY766892 France

SPA2h KY766896 Spain KY766900h
TUR3h KY766898 Turkey

aYanagida et al. 2012
bKonyaev et al. 2013
c Ito et al. 2014
dAlvarez Rojas et al. 2016
e Laurimäe et al. 2016
f Kinkar et al. 2016
gAlvarez Rojas et al. 2017
hKinkar et al. 2017

Table 3 Calculated indices of diversity and neutrality

Diversity Neutrality

n Hn Hd ± SD π ± SD D Fs

124 72 0.982 ± 0.004 0.00259 ± 0.00014 − 2.366 − 95.900

Due to the difference in sequence length, all the indices were calculated
without EgAlg01X

n number of sequences,Hn number of haplotypes,Hd haplotype diversity,
SD standard deviation, π nucleotide diversity, D Tajima’s D, Fs Fu’s Fs

94 Parasitol Res (2019) 118:89–96



Acknowledgements The authors thank the responsible veterinarian at the
Djelfa slaughterhouse for his support and participation during the sam-
pling of material. The presence of insertion TGC within haplotype
EgAlg01X was confirmed by Dr. Belgees Boufana at the Italian
National Institute of Health, Department of Infectious Diseases, Rome,
Italy.

Funding information Parts of this work were financially supported by
Deutsche Forschungsgemeinschaft (DFG), project CESSARi (Ro
3753/2-1, 3-1).

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict of
interest.

References

Alvarez Rojas CA, Romig T, Lightowlers MW (2014) Echinococcus
granulosus sensu lato genotypes infecting humans – review of cur-
rent knowledge. Int J Parasitol 44:9–18. https://doi.org/10.1016/j.
ijpara.2013.08.008

Alvarez Rojas CA, Ebi D, Gauci CG, Scheerlinck JP, Wassermann M,
Jenkins DJ, Lightowlers MW, Romig T (2016) Microdiversity of
Echinococcus granulosus sensu stricto in Australia. Parasitology
143:1026–1033. https://doi.org/10.1017/S0031182016000445

Alvarez Rojas CA, Ebi D, Paredes R, Acosta-Jamett G, Urriola N, Roa
JC, Manterola C, Cortes S, Romig T, Scheerlinck JP, Lightowlers
MW (2017) High intraspecific variability of Echinococcus
granulosus sensu stricto in Chile. Parasitol Int 66:112–115. https://
doi.org/10.1016/j.parint.2016.12.001

Bardonnet K, Benchikh-ElfegounMC, Bart JM, Harraga S, Hannache N,
Haddad S, Dumon H, Vuitton DA, Piarroux R (2003) Cystic echi-
nococcosis in Algeria: cattle act reservoirs of a sheep strain and may
contribute to human contamination. Vet Parasitol 116:35–44. https://
doi.org/10.1016/S0304-4017(03)00255-3

Benchikh-Elfegoun MC, Benakhla A, Bentounsi B, Bererhi H, Sfaksi A,
Dumon H, Piarroux R (2008) Evaluation de l'infestation par
Echinococcus granulosus des chiens par le test E.L.I.S.A. Sci
Technol 27:15–22

Bentounsi B,Meradi S, Ayachi A, Cabaret J (2009) Cestodes of untreated
large stray dog populations in Algeria: a reservoir for herbivore and
human parasitic diseases. Open Vet Sci J 3:64–67. https://doi.org/10.
2174/1874318809003010064

Bowles J, Blair D, McManus DP (1992) Genetic variants within the
genus Echinococcus identified by mitochondrial DNA sequencing.
Mol Biochem Parasitol 54:165–173. https://doi.org/10.1016/0166-
6851(92)90109-W

Cardona GA, Carmena D (2013) A review of the global prevalence,
molecular epidemiology and economics of cystic echinococcosis
in production animals. Vet Parasitol 192:10–32. https://doi.org/10.
1016/j.vetpar.2012.09.027

Clement M, Posada D, Crandall KA (2000) TCS: a computer program to
estimate gene genealogies. Mol Ecol 9:1657–1659. https://doi.org/
10.1046/j.1365-294x.2000.01020.x

Dakkak A (2010) Echinococcosis/hydatidosis: a severe threat in
Mediterranean countries. Vet Parasitol 174:2–11. https://doi.org/10.
1016/j.vetpar.2010.08.009

Deplazes P, Rinaldi L, Alvarez Rojas CA, Torgerson PR, Harandi MF,
Romig T, Antolova D, Schurer JM, Lahmar S, Cringoli G,
Magambo J, Thompson RCA, Jenkins EJ (2017) Global distribution
of alveolar and cystic echinococcosis. Adv Parasitol 95:315–493.
https://doi.org/10.1016/bs.apar.2016.11.001

Gemmell MA (2000) Australasian contributions to an understanding of
the epidemiology and control of hydatid disease caused by
Echinococcus granulosus—past, present and future. Int J Parasitol
20:431–456. https://doi.org/10.1016/0020-7519(90)90192-P

Gifford-Gonzalez D, Hanotte O (2011) Domesticating animals in Africa:
implications of genetic and archaeological findings. J World Prehist
24:1–23. https://doi.org/10.1007/s10963-010-9042-2

Groeneveld LF, Lenstra JA, Eding H, Toro MA, Scherf B, Pilling D,
Negrini R, Finlay EK, Jianlin H, Groeneveld E, Weigend S, The
GLOBALDIVConsortium (2010) Genetic diversity in farm animals
– a review. AnimGenet 41(Suppl. 1):6–31. https://doi.org/10.1111/j.
1365-2052.2010.02038.x

Hamrat K, Achour Y, Yacin G, Cozma V (2011a) Epidemiologic study of
hydatidosis in the steppe regions of Djelfa, Algeria. Sci Parasitol 12:
177–183

Hamrat K, Achour Y, Benhousse A, Cozma V (2011b) Study of the
prevalence of Echinococcus granulosus in the south of Algeria (as
in the ADRAR region). Sci Parasitol 12:219–221

Ito A, Dorjsuren T, Davaasuren A, Yanagida T, SakoY, NakayaK, Nakao
M, Bat-Ochir OE, Ayushkhuu T, Bazarragchaa N, Gonchigsengee
N, Li T, AgvaandaramG, Davaajav A, Boldbaatar C, Chuluunbaatar
G (2014) Cystic echinococcoses in Mongolia: molecular identifica-
tion, serology and risk factors. PLoSNegl Trop Dis 8:e2937. https://
doi.org/10.1371/journal.pntd.0002937

Kinkar L, Laurimäe T, Simsek S, Balkaya I, Casulli A, Manfredi MT,
Ponce-Gordo F, Varcasia A, Lavikainen A, González LM, Rehbein
S, van der Giessen J, Sprong H, Saarma U (2016) High-resolution
phylogeography of zoonotic tapeworm Echinococcus granulosus
sensu stricto genotype G1 with an emphasis on its distribution in
Turkey, Italy and Spain. Parasitology 143:1790–1801. https://doi.
org/10.1017/S0031182016001530

Kinkar L, Laurimäe T, Sharbatkhori M, Mirhendi H, Kia EB, Ponce-
Gordo F, Andresiuk V, Simsek S, Lavikainen A, Irshadullah M,
Umhang G, Oudni-M'rad M, Acosta-Jamett G, Rehbein S, Saarma
U (2017) New mitogenome and nuclear evidence on the phylogeny
and taxonomy of the highly zoonotic tapeworm Echinococcus
granulosus sensu stricto. Infect Genet Evol 52:52–58. https://doi.
org/10.1016/j.meegid.2017.04.023

Kinkar L, Laurimäe T, Acosta-Jamett G, Andresiuk V, Balkaya I, Casulli
A, Gasser RB, van der Giessen J, González LM, Haag KL, Zait H,
Irshadullah M, Jabbar A, Jenkins DJ, Kia EB, Manfredi MT,
Mirhendi H, M’rad S, Rostami-Nejad M, Oudni-M’rad M,
Pierangeli NB, Ponce-Gordo F, Rehbein S, Sharbatkhori M,
Simsek S, Soriano SV, Sprong H, Šnábel V, Umhang G, Varcasia
A, Saarma U (2018) Global phylogeography and genetic diversity of
the zoonotic tapeworm Echinococcus granulosus sensu stricto ge-
notype G1. Int J Parasitol 48:729–742. https://doi.org/10.1016/j.
ijpara.2018.03.006

Konyaev SV, Yanagida T, IngovatovaGM, Shoikhet YN, NakaoM, Sako
Y, Bondarev AY, Ito A (2012) Molecular identification of human
echinococcosis in the Altai region of Russia. Parasitol Int 61:711–
714. https://doi.org/10.1016/j.parint.2012.05.009

Konyaev SV, Yanagida T, Nakao M, Ingovatova GM, Shoykhet YN,
Bondarev AY, Odnokurtsev VA, Loskutova KS, Lukmanova GI,
Dokuchaev NE, Spiridonov S, Alshinecky MV, Sivkova TN,
Andreyanov ON, Abramov SA, Krivopalov AV, Karpenko SV,
Lopatina NV, Dupal TA, Sako Y, Ito A (2013) Genetic diversity of
Echinococcus spp. in Russia. Parasitology 140:1637–1647. https://
doi.org/10.1017/S0031182013001340

Kouidri M, Benchaib-Khoudja F, Boulkaboul A, Selles M (2012)
Prevalence, fertility and viability of cystic echinococcosis in sheep
and cattle of Algeria. Bulgarian J Vet Med 15:191–197

Kouidri M, Benchaib-Khoudja F, Boulkaboul A, Selles SMA (2013)
Cystic echinococcosis in small ruminants in Tiaret (Algeria).
Global Veterinaria 11:753–758. https://doi.org/10.5829/idosi.gv.
2013.11.6.76139

Parasitol Res (2019) 118:89–96 95

https://doi.org/10.1016/j.ijpara.2013.08.008
https://doi.org/10.1016/j.ijpara.2013.08.008
https://doi.org/10.1017/S0031182016000445
https://doi.org/10.1016/j.parint.2016.12.001
https://doi.org/10.1016/j.parint.2016.12.001
https://doi.org/10.1016/S0304-4017(03)00255-3
https://doi.org/10.1016/S0304-4017(03)00255-3
https://doi.org/10.2174/1874318809003010064
https://doi.org/10.2174/1874318809003010064
https://doi.org/10.1016/0166-6851(92)90109-W
https://doi.org/10.1016/0166-6851(92)90109-W
https://doi.org/10.1016/j.vetpar.2012.09.027
https://doi.org/10.1016/j.vetpar.2012.09.027
https://doi.org/10.1046/j.1365-294x.2000.01020.x
https://doi.org/10.1046/j.1365-294x.2000.01020.x
https://doi.org/10.1016/j.vetpar.2010.08.009
https://doi.org/10.1016/j.vetpar.2010.08.009
https://doi.org/10.1016/bs.apar.2016.11.001
https://doi.org/10.1016/0020-7519(90)90192-P
https://doi.org/10.1007/s10963-010-9042-2
https://doi.org/10.1111/j.1365-2052.2010.02038.x
https://doi.org/10.1111/j.1365-2052.2010.02038.x
https://doi.org/10.1371/journal.pntd.0002937
https://doi.org/10.1371/journal.pntd.0002937
https://doi.org/10.1017/S0031182016001530
https://doi.org/10.1017/S0031182016001530
https://doi.org/10.1016/j.meegid.2017.04.023
https://doi.org/10.1016/j.meegid.2017.04.023
https://doi.org/10.1016/j.ijpara.2018.03.006
https://doi.org/10.1016/j.ijpara.2018.03.006
https://doi.org/10.1016/j.parint.2012.05.009
https://doi.org/10.1017/S0031182013001340
https://doi.org/10.1017/S0031182013001340
https://doi.org/10.5829/idosi.gv.2013.11.6.76139
https://doi.org/10.5829/idosi.gv.2013.11.6.76139


Laurimäe T, Kinkar L, Andresiuk V, Haag KL, Ponce-Gordo F, Acosta-
Jamett G, Garate T, Gonzàlez LM, Saarma U (2016) Genetic diver-
sity and phylogeography of highly zoonotic Echinococcus
granulosus genotype G1 in the Americas (Argentina, Brazil, Chile
and Mexico) based on 8279bp of mtDNA. Infect Genet Evol 45:
290–296. https://doi.org/10.1016/j.meegid.2016.09.015

Librado P, Rozas J (2009) DnaSP v5: a software for comprehensive
analysis of DNA polymorphism data. Bioinformatics 25:1451–
1452. https://doi.org/10.1093/bioinformatics/btp187

Maillard S, Benchikh-Elfegoun MC, Knapp J, Bart JM, Koskei P,
Gottstein B, Piarroux R (2007) Taxonomic position and geograph-
ical distribution of the common sheep G1 and camel G6 strains of
Echinococcus granulosus in three African countries. Parasitol Res
100:495–503. https://doi.org/10.1007/s00436-006-0286-9

Muigai AWT, Hanotte O (2013) The origin of African sheep: archaeo-
logical and genetic perspectives. Afr Archaeol Rev 30:39–50.
https://doi.org/10.1007/s10437-013-9129-0

Nakao M, Sako Y, Ito A (2003) Isolation of polymorphic microsatellite
loci from the tapeworm Echinococcus multilocularis. Infect Genet
Evol 3:159–163. https://doi.org/10.1016/S1567-1348(03)00070-4

Nakao M, Lavikainen A, Yanagida T, Ito A (2013) Phylogenetic system-
atics of the genus Echinococcus (Cestoda: Taeniidae). Int J Parasitol
43:1017–1029. https://doi.org/10.1016/j.ijpara.2013.06.002

Ouchene N, Bitam I, Zeroual F, Ouchene-Khelifi NA (2014) Cystic echi-
nococcosis in wild boars (Sus scrofa) and slaughtered domestic ru-
minants in Algeria. Asian J Anim Vet Adv 9:767–774. https://doi.
org/10.3923/ajava.2014.767.774

Rannamäe E, Lõugas L, Niemi M, Kantanen J, Maldre L, Kadõrova N,
Saarma U (2016) Maternal and paternal genetic diversity of ancient
sheep in Estonia from the Late Bronze Age to the post-medieval
period and comparison with other regions in Eurasia. Anim Genet
47:208–218. https://doi.org/10.1111/age.12407

Romig T, Ebi D, Wassermann M (2015) Taxonomy and molecular epi-
demiology of Echinococcus granulosus sensu lato. Vet Parasitol
213:76–84. https://doi.org/10.1016/j.vetpar.2015.07.035

Romig T, Deplazes P, Jenkins D, Giraudoux P, Massolo A, Craig PS,
Wassermann M, Takahashi K, de la Rue M (2017) Ecology and life
cycle patterns of Echinococcus species. Adv Parasitol 95:213–314.
https://doi.org/10.1016/bs.apar.2016.11.002

Sadjjadi SM (2006) Present situation of echinococcosis in the Middle
East and Arabic North Africa. Parasitol Int 55(Suppl):S197–S202.
https://doi.org/10.1016/j.parint.2005.11.030

Yanagida T, Mohammadzadeh T, Kamhawi S, Nakao M, Sadjjadi SM,
Hijjawi N, Abdel-Hafez SK, Sako Y, Okamoto M, Ito A (2012)
Genetic polymorphisms of Echinococcus granulosus sensu stricto
in the Middle East. Parasitol Int 61:599–603. https://doi.org/10.
1016/j.parint.2012.05.014

Zait H, Kouidri M, Grenouillet FE, Umhang G, Millon L, Hamrioui B,
Grenouillet F (2016) Molecular characterization of Echinococcus
granulosus sensu stricto and Echinococcus canadensis in humans
and livestock from Algeria. Parasitol Res 115:2423–2431. https://
doi.org/10.1007/s00436-016-4994-5

96 Parasitol Res (2019) 118:89–96

https://doi.org/10.1016/j.meegid.2016.09.015
https://doi.org/10.1093/bioinformatics/btp187
https://doi.org/10.1007/s00436-006-0286-9
https://doi.org/10.1007/s10437-013-9129-0
https://doi.org/10.1016/S1567-1348(03)00070-4
https://doi.org/10.1016/j.ijpara.2013.06.002
https://doi.org/10.3923/ajava.2014.767.774
https://doi.org/10.3923/ajava.2014.767.774
https://doi.org/10.1111/age.12407
https://doi.org/10.1016/j.vetpar.2015.07.035
https://doi.org/10.1016/bs.apar.2016.11.002
https://doi.org/10.1016/j.parint.2005.11.030
https://doi.org/10.1016/j.parint.2012.05.014
https://doi.org/10.1016/j.parint.2012.05.014
https://doi.org/10.1007/s00436-016-4994-5
https://doi.org/10.1007/s00436-016-4994-5

	Frequency...
	Abstract
	Introduction
	Materials and methods
	Study area
	Sample collection and fertility assessment
	Sample processing, PCR amplification, and sequencing
	Sequence analysis and haplotype network

	Results
	Prevalence of Echinococcus spp.
	Molecular identification
	Haplotype network and indices of diversity and neutrality

	Discussion
	Prevalence and species
	Genetic variation in the dataset

	References


