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To explore the genetic diversity, host specificity, and zoonotic potential of Enterocytozoon bieneusi, feces from 348 stray and pet
dogs and 96 pet cats from different locations in China were examined by internal transcribed spacer (ITS)-based PCR. E. bie-
neusi was detected in 15.5% of the dogs, including 20.5% of stray dogs and 11.7% of pet dogs, and in 11.5% of the pet cats. Higher
infection rates were recorded in the >2-year and the 1- to 2-year age groups in dogs and cats, respectively. Altogether, 24 geno-
types, including 11 known and 13 new, were detected in 65 infected animals. In 54 positive dogs, 18 genotypes, 9 known (PtE-
bIX, O, D, CM1, EbpA, Peru8, type IV, EbpC, and PigEBITS5) and 9 new (CD1 to CD9), were found. In contrast, 8 genotypes, 4
known (D, BEB6, I, and PtEbIX) and 4 new (CC1 to CC4), were identified in 11 infected cats. The dominant genotype in dogs was
PtEbIX (26/54). Phylogenetic analysis revealed that 8 known genotypes (D, Peru8, type IV, CM1, EbpC, PigEBITS5, O, and
EbpA) and 7 new genotypes (CD1 to CD4 and CC2 to CC4) were the members of zoonotic group 1, whereas genotypes CD7, CD8,
and CD9 together with PtEbIX belonged to the dog-specific group, and genotypes CD6 and CC1 were placed in group 2 with
BEB6 and I. Conversely, genotype CD5 clustered with CM4 without belonging to any previous groups. We conclude that zoo-
notic genotypes are common in dogs and cats, as are host-specific genotypes in dogs.

Microsporidia, obligate eukaryotic intracellular pathogens,
are considered to be highly diverged and specialized para-

sites, formerly classified as protozoa (1) and recently included in
the fungus kingdom without further subdivision (2). They infect a
wide variety of vertebrate and invertebrate hosts (3). Among the
human-infecting microsporidian species, Enterocytozoon bieneusi
is the most frequently diagnosed in AIDS patients with chronic
diarrhea, organ transplant recipients, children, the elderly, and
patients with malignant diseases and diabetes (4, 5). In addition,
E. bieneusi has been reported in various wild, domestic, and com-
panion mammals and birds worldwide (4, 6). Thus, microspori-
diosis by E. bieneusi is regarded as a zoonosis, although the range
of animal hosts and their involvement in transmission are poorly
understood.

Recent molecular approaches based on sequence and phyloge-
netic analyses of the internal transcribed spacer (ITS) of ribosomal
DNA (rDNA) enable us to assess the host specificity and public
health significance of the organism (6, 7). There are now at least
204 reported ITS genotypes of E. bieneusi, and new genotypes have
been identified in various animals, humans, and water bodies (6,
8–10). In phylogenetic analysis, these genotypes form some
unique groups. Group 1 is found in humans and animals, while
groups 2 to 8 are found mostly in specific hosts and wastewater (7,
8, 11).

Recently, zoonotic E. bieneusi genotypes have been reported in
AIDS patients, children, nonhuman primates, pigs, and urban
wastewater in China (8, 10–16). However, studies in compan-
ion animals, such as dogs and cats, which are considered high-
risk hosts for the zoonotic transmission of such diseases, re-
main scarce. One study by Zhang and colleagues reported two
new genotypes of E. bieneusi in dogs in China (17). Likewise,
studies in dogs and cats have been few in other parts of the world.

In these few studies, both host-specific and zoonotic genotypes of
E. bieneusi have been reported in dogs and cats (18–20).

The purpose of the present study was to examine the occur-
rence and genetic diversity of E. bieneusi in dogs and cats in some
parts of China and to assess the host specificity and zoonotic po-
tential of this organism at the genotype level.

MATERIALS AND METHODS
Ethical approval. The research protocol was reviewed and approved by
the research ethics committee of the Henan Agricultural University, and
the present work was conducted in accordance with the Chinese Labora-
tory Animal Administration Act of 1988. Prior to fecal specimen collec-
tion, appropriate permissions were obtained from the owners of the ani-
mals whenever possible.

Sources and collection of specimens. A total of 348 dog fecal speci-
mens, including 151 from stray animals and 197 from pet animals, were
collected at two sites in Henan Province (n � 244) and one site each in
Sichuan Province (n � 40), Shaanxi Province (n � 30), and Chongqing
(n � 34) in China. Ninety-six pet cat fecal specimens were collected from
four cities (Zhengzhou, Xinxiang, Xuchang, and Jiaozuo) in Henan Prov-
ince. The dogs and cats were between �6 months and 8 years of age. The
age was obtained from the pet animals only. Of the animals, 231 dogs were
male and 117 were female, while 35 cats were male and 61 were female
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(Tables 1 and 2). The animals were apparently healthy. The pet animals
were fed by their owners and allowed to roam to some extent. The fecal
specimens were collected either from the rectum of the animals or from
the grounds after defecation. The specimens were gathered between Jan-
uary 2013 and February 2014.

The specimens were kept cool during shipment. After arrival at the
Laboratory of Veterinary Parasitology, Henan Agricultural University,
feces from each container were transferred in water into a 50-ml centri-
fuge tube. The specimens were sieved through a 7.62-cm-diameter sieve
with a pore size of 45 �m and were concentrated by centrifugation. The
concentrated fecal specimens were then stored in 2.5% potassium dichro-
mate solution at 4°C until DNA extraction.

DNA extraction, PCR amplification, and nucleotide sequencing.
The stored fecal specimens were washed three times by centrifugation
with distilled water to remove the potassium dichromate. Genomic DNA
was extracted using the E.Z.N.A. stool DNA kit (Omega Bio-Tek, Inc.,
Norcross, GA, USA) according to manufacturer-recommended proto-
cols. The extracted DNA was stored at �20°C until used in the PCR
analysis.

For the detection of E. bieneusi in the DNA from each specimen, a
390-bp fragment, including the entire ITS (243 bp) and portions of the
flanking large and small subunits of the rDNA (21), was amplified by a
nested PCR using the primers EBITS3 (5=-GGTCATAGGGATGAAGAG-
3=) and EBITS4 (5=-TTCGAGTTCTTTCGCGCTC-3=) in the primary
PCR and the primers EBITS1 (5=-GCTCTGAATATCTATGGCT-3=) and
EBITS2.4 (5=-ATCGCCGACGGATCCAAGTG-3=) in the secondary
PCR. The primary PCR consisted of 35 cycles at 94°C for 30 s, 57°C for 30
s, and 72°C for 40 s, with an initial denaturation (94°C for 5 min) and a
final extension (72°C for 10 min). In contrast, the secondary PCR con-

sisted of 30 cycles at 94°C for 30 s, 55°C for 30 s, and 72°C for 40 s, with
conditions for the initial denaturation and final extension identical to
those of the primary PCR (22). Each specimen was analyzed twice by using
2 �l of extracted DNA per PCR performed in a 2720 thermal cycler (Ap-
plied Biosystems, Foster City, CA, USA). The rTaq amplification enzyme
(TaKaRa Biotechnology Co., Ltd., Dalian, China) was used for PCR am-
plification. To neutralize the PCR inhibitors, 400 ng/�l of nonacetylated
bovine serum albumin (Solarbio Co., Ltd., Beijing, China) was used in the
primary PCR. The secondary PCR products were examined by agarose gel
electrophoresis and visualized after GelRed (Biotium, Inc., Hayward, CA)
staining.

All amplified products were sequenced using the BigDye Terminator
v3.1 cycle sequencing kit (Applied Biosystems) on an ABI 3730 DNA
analyzer (Applied Biosystems, Foster City, CA, USA) after being purified
by Montage PCR filters (Millipore, Bedford, MA). Nucleotide sequence
accuracy was confirmed by two-directional sequencing and by sequencing
a new PCR product, when necessary.

Molecular analysis. To determine genotypes, the obtained sequences
were aligned with reference sequences downloaded from GenBank using
the program ClustalX 1.83 (http://www.clustal.org/). The genotypes from
this study were compared with known E. bieneusi ITS genotypes using a
neighbor-joining analysis of the aligned E. bieneusi sequences imple-
mented in the program Mega 5 (http://www.megasoftware.net/). Boot-
strap analysis was used to assess the robustness of clusters using 1,000
replicates. The established nomenclature system was used for naming the
E. bieneusi ITS genotypes (23).

Statistical analysis. Differences in infection rates were compared us-
ing the chi-square test implemented in the software QuickCalcs (Graph-

TABLE 1 Occurrence and genotype distributions of E. bieneusi in dogs and cats in China

Host and geographic
locations

No. of
specimens
examined

No. (%) of
positive
specimens

No. of positive specimens/no. of specimens examined (%) and ITS genotypes (na) in:

Stray animals Pet animals

Dog
Henan Province

Zhengzhou 200 32 (16.0) 21/111 (18.9); PtEbIX (10), O (4), EbpA (2),
PigEBITS5 (1), D (1), CD3 (1), CD4 (1),
CD5 (1)

11/89 (12.4); PtEbIX (3), CM1 (2), Peru8 (1),
type IV (1), CD2 (1), CD6 (1), CD7 (2)

Jiaozuo 44 2 (4.6) 2/44 (4.6); D (2)

Subtotal 244 34 (13.9) 21/111 (18.9); PtEbIX (10), O (4), EbpA (2),
PigEBITS5 (1), D (1), CD3 (1), CD4 (1),
CD5 (1)

13/133 (9.8); PtEbIX (3), CM1 (2), D (2),
Peru8 (1), type IV (1), CD2 (1), CD6 (1),
CD7 (2)

Chengdu, Sichuan
Province

40 10 (25.0) 10/40 (25.0); PtEbIX (9), CD1 (1)

Xian, Shaanxi
Province

30 6 (20.0) 6/30 (20.0); PtEbIX (2), EbpC (1), CD8 (2),
CD9 (1)

Chongqing 34 4 (11.8) 4/34 (11.8); PtEbIX (2), CD8 (2)
Total 348 54 (15.5) 31/151 (20.5); PtEbIX (19), O (4), EbpA (2),

PigEBITS5 (1), D (1), CD1 (1), CD3 (1),
CD4 (1), CD5 (1)

23/197 (11.7); PtEbIX (7), CM1 (2), D (2),
Peru8 (1), EbpC (1), type IV (1), CD2 (1),
CD6 (1), CD7 (2), CD8 (4), CD9 (1)

Cat
Henan Province

Zhengzhou 40 10 (25.0) 10/40 (25.0); D (3), BEB6 (1), I (1), PtEbIX
(1), CC1 (1), CC2 (1), CC3 (1), CC4 (1)

Xinxiang 24 1 (4.2) 1/24 (4.2); BEB6 (1)
Xuchang 30 0 0/30
Jiaozuo 2 0 0/2

Total 96 11/96 (11.5) 11/96 (11.5)
D (3), BEB6 (2), I (1), PtEbIX (1), CC1
(1), CC2 (1), CC3 (1), CC4 (1)

a n, number of specimens.
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Pad Software, Inc., La Jolla, CA). A difference was considered significant
when the P value was �0.05.

Nucleotide sequence accession numbers. Representative nucleotide
sequences from this study were deposited in GenBank under accession
numbers KJ668719 to KJ668742.

RESULTS
Occurrence of E. bieneusi in dogs and cats. In the PCR amplifi-
cation of E. bieneusi in 348 dog fecal specimens, 15.5% (54) were
found to be positive, including 13.9% (34/244) in Henan Prov-
ince, 25.0% (10/40) in Sichuan Province, 20.0% (6/30) in Shaanxi
Province, and 11.8% (4/34) in Chongqing (Table 1). The differ-
ences in infection rates among the sampling sites were not statis-
tically significant (P � 0.332). The infection rate in stray dogs
(20.5% [31/151]) was significantly higher than that in pet dogs
(11.7% [23/197]) (P � 0.037). Of the 96 pet cat fecal specimens,
11.5% (11) were positive for E. bieneusi, with the infection rates
varying from 0% to 25.0% among the four sampling sites in
Henan Province (Table 1). The differences in infection rates in
cats among the four locations were statistically significant (P �
0.01).

The infection rates based on the age and gender of the dogs
and cats are shown in Table 2. In dogs, the highest infection

rate (13.9% [16/115]) was recorded in the �2-year-old group,
while the lowest rate (5.3% [1/19]) was in the 6- to 12-month-
old group. The differences in infection rates among the differ-
ent age groups of dogs were not statistically significant (P �
0.681). The infection rate in male dogs (16.5% [38/231]) was
higher than that in female dogs (13.7% [16/117]), but the dif-
ference was not statistically significant (P � 0.533). In cats, the
infection rates ranged from 0% to 13.0% in the different age
groups, although the variation was not statistically significant
(P � 0.953). The difference in the infection rates between male
and female cats (14.3% versus 9.8%, respectively) was also not
significant (P � 0.535).

ITS genotypes in dogs and cats. In the nucleotide sequence
analysis, a total of 24 E. bieneusi ITS genotypes, including 11
known (PtEbIX, O, D, CM1, EbpA, Peru8, type IV, EbpC, PigE-
BITS5, BEB6, and I) and 13 new (CD1 to CD9 and CC1 to CC4)
genotypes, were found in 65 positive specimens from dogs and
cats. In 54 positive dog specimens, 18 genotypes were observed, 9
of which were known (PtEbIX, O, D, CM1, EbpA, Peru8, type IV,
EbpC, and PigEBITS5) and 9 of which were new (CD1 to CD9). In
contrast, in 11 cat specimens that tested positive, 8 genotypes be-
longing to 4 known genotypes (D, BEB6, I, and PtEbIX) and 4 new
genotypes (CC1 to CC4) were identified.

In dogs, the dominant genotype, PtEbIX, was observed in 26
of the 54 positive specimens (48.2%). Genotypes O and CD8
were found in 4 specimens each, while genotype D was found in
3 specimens. Genotypes EbpA, CM1, and CD7 were detected in
2 specimens each, whereas the remaining genotypes were seen in 1
specimen each. In cats, the more common genotypes, D and
BEB6, were seen in 3 and 2 specimens, respectively, while the other
genotypes were observed in 1 specimen each. The distributions of
the genotypes based on the geographic source, type, age, and gen-
der of the dogs and cats are shown in Tables 1 and 2.

Genetic relationships. The new genotypes CD2, CD3, CD4,
CD5, CD7, CC1, and CC2 had one single nucleotide polymor-
phism (SNP) comparable to those of established genotypes CM1
(GenBank accession number KF305581), LW1 (JX000571), EbpD
(JQ029735), CM4 (KF543866), PtEbIX (AB359947), BEB6
(KF543869), and D (KF305583), respectively. Genotypes CD6 and
CC4 had two SNPs comparable to those of genotypes BEB6
(KF543869) and CHN4 (HM992511), respectively. Genotypes
CD1 and CC3 had four and three SNPs comparable to those of
genotypes Henan-V (KF305585) and D (KF305583), respectively.
In contrast, genotypes CD8 and CD9 had four and five SNPs,
respectively, comparable to that of genotype PtEbIX (AB359947).

Phylogenetic analysis of the observed E. bieneusi ITS genotypes
with reference genotypes revealed that most of the genotypes in
this study belonged to the previously designated zoonotic group 1
(7, 24). Eight known genotypes (D, Peru8, type IV, CM1, EbpC,
PigEBITS5, O, and EbpA) and seven new genotypes (CD1 to CD4
and CC2 to CC4) were members of zoonotic group 1. However, a
large number of animals, especially dogs, were infected with host-
specific genotypes. The known genotype PtEbIX, along with new
genotypes CD7, CD8, and CD9, clustered within a dog-specific
group. Conversely, known genotypes BEB6 and I together with
new genotypes CD6 and CC1 were placed in group 2, having so-
called cattle host specificity. However, the new genotype CD5
clustered with the nonhuman primate genotype CM4 (GenBank
accession number KF543866) (8) without belonging to any of the

TABLE 2 Occurrence and genotype distributions of E. bieneusi in dogs
and cats by age and gender

Host and
characteristics

No. positive/
no. of specimens
tested (%) ITS genotypes (nb)

Dog
Age groupa

�6 mo 1/14 (7.1) D (1)
6–12 mo 1/19 (5.3) PtEbIX (1)
1–2 yr 5/49 (10.2) PtEbIX (2), CM1 (1), D (1),

CD8 (1)
�2 yr 16/115 (13.9) PtEbIX (4), CM1 (1), Peru8 (1),

EbpC (1), type IV (1), CD2
(1), CD6 (1), CD7 (2), CD8
(3), CD9 (1)

Gender
Male 38/231 (16.5) PtEbIX (21), O (3), PigEBITS5

(1), Peru8 (1), D (2), CM1
(2), EbpC (1), CD2 (1), CD3
(1), CD5 (1), CD6 (1), CD7
(1), CD8 (2)

Female 16/117 (13.7) PtEbIX (6), O (1), EbpA (2),
type IV (1), D (1), CD1 (1),
CD4 (1), CD8 (2), CD9 (1)

Cat
Age group

�6 mo 0/2
6–12 mo 1/11 (9.1) D (1)
1–2 yr 3/23 (13.0) PtEbIX (1), I (1), CC1 (1)
�2 yr 7/60 (11.7) D (2), BEB6 (2), CC2 (1), CC3

(1), CC4 (1)
Gender

Male 5/35 (14.3) D (1), PtEbIX (1), BEB6 (1), I
(1), CC1 (1)

Female 6/61 (9.8) D (2), BEB6 (1), CC2 (1), CC3
(1), CC4 (1)

a Age groups applicable for pet dogs only.
b n, number of specimens.
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previously determined groups. Hence, they were located together
between groups 3 and 5 (Fig. 1).

DISCUSSION

Enterocytozoon bieneusi was initially considered a human-specific
parasite, especially in patients with AIDS. However, it was recently
reported in a broad range of domestic, wild, and companion ani-
mals. Thus far, many E. bieneusi genotypes of zoonotic potential
have been determined in various animal hosts, including dogs and
cats, on the basis of ITS sequence analyses. However, the reservoir
hosts and routes of transmission remain poorly understood (6).

In the present study, E. bieneusi was found to be a common
parasite in dogs and cats. It was detected in 15.5% of dogs, includ-
ing 20.5% of stray dogs and 11.7% of pet dogs. Similarly, 11.5% of
pet cats were found to be infected with E. bieneusi. These results
are in agreement with the findings of previous studies where the

reported infection rates of E. bieneusi ranged from 7.8% to 15.0%
in dogs (17, 19, 25) and from 5.0% to 31.3% in cats (18, 20, 26, 27).
Surprisingly, in these two types of animals, the males were more
likely to be infected with E. bieneusi, as initially reported in dogs by
Santin and associates (19).

Among the 11 known E. bieneusi genotypes identified in this
study, PtEbIX, D, and type IV were previously found in dogs and
cats in Portugal, Colombia, Japan, Switzerland, Thailand, and
Germany (18–20, 26–29). However, 9 of the known genotypes,
including O, D, EbpA, Peru8, type IV, EbpC, I, PigEBITS5, and
BEB6 (reported as SH5 in children by Wang et al. [15]), have been
reported in humans and in other animals worldwide (6, 8, 10,
12–16, 18, 24, 30, 31). Thus, dogs and cats might play a role in the
zoonotic transmission of E. bieneusi genotypes. Nevertheless, the
genotype PtEbIX is considered to be dog specific and to have
worldwide distribution (18). The remaining known genotype,
CM1, was recently reported in nonhuman primates in China (8).

Ten of the established genotypes observed in this study, includ-
ing D, type IV, EbpC, O, Peru8, I, BEB6, CM1, EbpA, and PtEbIX,
have been reported in AIDS patients, children, nonhuman pri-
mates, cattle, pigs, and urban wastewater in China (8, 10–17). This
observation suggests that cross-species transmission of these E.
bieneusi genotypes occurs commonly in China.

In this study, the major E. bieneusi ITS genotype in dogs was
PtEbIX, which was also reported as the dominant genotype in
dogs in previous studies (19, 26, 29). In contrast, the most com-
mon genotype in cats was D, which is supported by the findings of
a recent study in Thailand (18). Although, it is postulated that
genotype PtEbIX is dog specific (19), we detected this genotype in
one cat specimen.

Phylogenetic analysis showed that 7 of the 13 new E. bieneusi
genotypes (CD1 to CD4 and CC2 to CC4) belong to the so-called
zoonotic group 1 (7). Of these, genotypes CD1, CC2, and CC3 are
related to genotypes Henan-V (14) and D, with 1 to 4 nucleotide
differences, thus forming subgroup 1a. Likewise, genotypes CD2
and CC4 have 1 or 2 nucleotide substitutions comparable to those
of genotypes CM1 (8) and CHN4 (17), forming subgroup 1c. The
other two genotypes, CD3 and CD4, are related to genotypes LW1
(12) and EbpD, with a single nucleotide substitution, forming
subgroup 1e.

Among the new host-specific genotypes, genotypes CD7 to
CD9 have 1 to 5 nucleotide differences comparable to those of the
dog-specific genotype PtEbIX, and thus they cluster together at
the base of the phylogenetic tree. Genotypes CD6 and CC1 are
related to genotype BEB6 with 1 or 2 nucleotide substitutions and
are placed in the cattle-specific group 2. Note that two genotypes
in dogs (CHN5 and CHN6), previously identified in China by
Zhang et al. (17), are also clustered in group 2 in the phylogenetic
analysis. Furthermore, two nonhuman primate genotypes (CM5
and CM7) were found in a recent study to be in this group (8).
Members of this group, such as genotypes BEB4 (reported as
CHN1), BEB6 (reported as SH5 in children), I, and J, have also
been reported in humans and nonhuman primates in China (8,
15, 17). These observations further suggest that the genotypes of
group 2 are not cattle specific (8). The remaining new genotype,
CD5, is most related (1 nucleotide substitution) to the nonhuman
primate genotype CM4 (8), forming a cluster between group 3
(muskrat genotypes) and group 5 (primate genotypes). This find-
ing supports the suggestion of the presence of new E. bieneusi
genotype groups (8, 9, 32).

FIG 1 Phylogenetic relationship of E. bieneusi genotypes identified in this
study and other genotypes previously deposited in GenBank as inferred by a
neighbor-joining analysis of ITS sequences based on genetic distances calcu-
lated by the Kimura 2-parameter model. Bootstrap values of �50% from 1,000
replicates are shown on nodes. Each sequence from GenBank is identified by its
accession number, host origin, and genotype designation. NHP, nonhuman
primates. Group terminology for the clusters is based on that of Thellier and
Breton (7). Genotypes found in this study are in bold type. Observed known
genotypes are indicated by open boxes, while novel genotypes of dogs and cats
are indicated by filled triangles and filled diamonds, respectively.
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In conclusion, the present study found that dogs are in-
fected with both potentially zoonotic and dog host-specific ge-
notypes of E. bieneusi. In contrast, cats appear to be infected pre-
dominantly with zoonotic genotypes. Thus, dogs and cats can
serve as potential reservoir hosts for zoonotic E. bieneusi geno-
types. Furthermore, the presence of the same or genetically related
genotypes in dogs, cats, other animals, urban wastewater, and hu-
mans in the same geographic area suggests the common occur-
rence of cross-species transmission of this pathogen. Therefore,
studies that include simultaneous sampling of companion ani-
mals (dogs and cats) and humans residing in the same location are
needed to better understand the zoonotic transmission routes of
E. bieneusi.

ACKNOWLEDGMENTS

This study was supported in part by the State Key Program of the National
Natural Science Foundation of China (grant 31330079), the Innovation
Scientists and Technicians Troop Construction Projects of Henan Prov-
ince (grant 134200510012), the International Cooperation and Exchange
Projects of the National Natural Science Foundation of China (grant
31110103901), and the Key National Science and Technology Specific
Projects (grant 2012ZX10004220).

REFERENCES
1. Weber R, Bryan RT, Schwartz DA. 1994. Human microsporidia infec-

tions. Clin. Microbiol. Rev. 7:426 – 461.
2. Hibbett DS, Binder M, Bischoff JF, Blackwell M, Cannon PF, Eriksson

OE, Huhndorf S, James T, Kirk PM, Lücking R, Thorsten Lumbsch H,
Lutzoni F, Matheny PB, McLaughlin DJ, Powell MJ, Redhead S, Schoch
CL, Spatafora JW, Stalpers JA, Vilgalys R, Aime MC, Aptroot A, Bauer
R, Begerow D, Benny GL, Castlebury LA, Crous PW, Dai YC, Gams W,
Geiser DM, Griffith GW, Gueidan C, Hawksworth DL, Hestmark G,
Hosaka K, Humber RA, Hyde KD, Ironside JE, Kõljalg U, Kurtzman
CP, Larsson KH, Lichtwardt R, Longcore J, Miadlikowska J, Miller A,
Moncalvo JM, Mozley-Standridge S, Oberwinkler F, Parmasto E, Reeb
V, Rogers JD, Roux C, Ryvarden L, Sampaio JP, Schüssler A, Sugiyama
J, Thorn RG, Tibell L, Untereiner WA, Walker C, Wang Z, Weir A,
Weiss M, White MM, Winka K, Yao YJ, Zhang N. 2007. A higher-level
phylogenetic classification of the fungi. Mycol. Res. 111:509 –547. http:
//dx.doi.org/10.1016/j.mycres.2007.03.004.

3. Wittner M. 1999. The microsporidia and microsporidiosis, p 553. ASM
Press, Washington, DC.

4. Mathis A, Weber R, Deplazes P. 2005. Zoonotic potential of the mi-
crosporidia. Clin. Microbiol. Rev. 18:423– 445. http://dx.doi.org/10.1128
/CMR.18.3.423-445.2005.

5. Didier ES, Weiss LM. 2011. Microsporidiosis: not just in AIDS patients.
Curr. Opin. Infect. Dis. 24:490 – 495. http://dx.doi.org/10.1097/QCO
.0b013e32834aa152.

6. Santin M, Fayer R. 2011. Microsporidiosis: Enterocytozoon bieneusi in
domesticated and wild animals. Res. Vet. Sci. 90:363–371. http://dx.doi
.org/10.1016/j.rvsc.2010.07.014.

7. Thellier M, Breton J. 2008. Enterocytozoon bieneusi in human and ani-
mals, focus on laboratory identification and molecular epidemiology. Par-
asite 15:349 –358. http://dx.doi.org/10.1051/parasite/2008153349.

8. Karim MR, Wang R, Dong H, Zhang L, Li J, Zhang S, Rume FI, Qi M,
Jian F, Sun M, Yang G, Zou F, Ning C, Xiao L. 2014. Genetic polymor-
phism and zoonotic potential of Enterocytozoon bieneusi from nonhuman
primates in China. Appl. Environ. Microbiol. 80:1893–1898. http://dx.doi
.org/10.1128/AEM.03845-13.

9. Guo Y, Alderisio KA, Yang W, Cama V, Feng Y, Xiao L. 2014. Host
specificity and source of Enterocytozoon bieneusi genotypes in a drinking
source watershed. Appl. Environ. Microbiol. 80:218 –225. http://dx.doi
.org/10.1128/AEM.02997-13.

10. Li W, Diao R, Yang J, Xiao L, Lu Y, Li Y, Song M. 2014. High diversity
of human-pathogenic Enterocytozoon bieneusi genotypes in swine in
northeast China. Parasitol. Res. 113:1147–1153. http://dx.doi.org/10.1007
/s00436-014-3752-9.

11. Li N, Xiao L, Wang L, Zhao S, Zhao X, Duan L, Guo M, Liu L, Feng Y.

2012. Molecular surveillance of Cryptosporidium spp., Giardia duodenalis,
and Enterocytozoon bieneusi by genotyping and subtyping parasites in
wastewater. PLoS Negl. Trop. Dis. 6:e1809. http://dx.doi.org/10.1371
/journal.pntd.0001809.

12. Ye J, Xiao L, Ma J, Guo M, Liu L, Feng Y. 2012. Anthroponotic enteric
parasites in monkeys in public park, China. Emerg. Infect. Dis. 18:1640 –
1643. http://dx.doi.org/10.3201/eid1810.120653.

13. Ye J, Xiao L, Li J, Huang W, Amer SE, Guo Y, Roellig D, Feng Y. 2014.
Occurrence of human-pathogenic Enterocytozoon bieneusi, Giardia duo-
denalis and Cryptosporidium genotypes in laboratory macaques in
Guangxi, China. Parasitol. Int. 63:132–137. http://dx.doi.org/10.1016/j
.parint.2013.10.007.

14. Wang L, Zhang H, Zhao X, Zhang L, Zhang G, Guo M, Liu L, Feng Y,
Xiao L. 2013. Zoonotic Cryptosporidium species and Enterocytozoon bie-
neusi genotypes in HIV-positive patients on antiretroviral therapy. J. Clin.
Microbiol. 51:557–563. http://dx.doi.org/10.1128/JCM.02758-12.

15. Wang L, Xiao L, Duan L, Ye J, Guo Y, Guo M, Liu L, Feng Y. 2013.
Concurrent infections of Giardia duodenalis, Enterocytozoon bieneusi, and
Clostridium difficile in children during a cryptosporidiosis outbreak in a
pediatric hospital in China. PLoS Negl. Trop. Dis. 7:e2437. http://dx.doi
.org/10.1371/journal.pntd.0002437.

16. Karim MR, Wang R, He X, Zhang L, Li J, Rume FI, Dong H, Qi M, Jian
F, Zhang S, Sun M, Yang G, Zou F, Ning C, Xiao L. 2014. Multilocus
sequence typing of Enterocytozoon bieneusi in nonhuman primates in
China. Vet. Parasitol. 200:13–23. http://dx.doi.org/10.1016/j.vetpar.2013
.12.004.

17. Zhang X, Wang Z, Su Y, Liang X, Sun X, Peng S, Lu H, Jiang N, Yin J,
Xiang M, Chen Q. 2011. Identification and genotyping of Enterocytozoon
bieneusi in China. J. Clin. Microbiol. 49:2006 –2008. http://dx.doi.org/10
.1128/JCM.00372-11.

18. Mori H, Mahittikorn A, Thammasonthijarern N, Chaisiri K, Rojekit-
tikhun W, Sukthana Y. 2013. Presence of zoonotic Enterocytozoon bie-
neusi in cats in a temple in central Thailand. Vet. Parasitol. 197:696 –701.
http://dx.doi.org/10.1016/j.vetpar.2013.07.025.

19. Santin M, Cortes Vecino JA, Fayer R. 2008. Enterocytozoon bieneusi
genotypes in dogs in Bogotá, Colombia. Am. J. Trop. Med. Hyg. 79:215–
217.

20. Santin M, Trout JM, Vecino JA, Dubey JP, Fayer R. 2006. Cryptospo-
ridium, Giardia and Enterocytozoon bieneusi in cats from Bogotá (Colom-
bia) and genotyping of isolates. Vet. Parasitol. 141:334 –339. http://dx.doi
.org/10.1016/j.vetpar.2006.06.004.

21. Sulaiman IM, Bern C, Gilman R, Cama V, Kawai V, Vargas D, Ticona
E, Vivar A, Xiao L. 2003. A molecular biologic study of Enterocytozoon
bieneusi in HIV-infected patients in Lima, Peru. J. Eukaryot. Microbiol.
50:591–596. http://dx.doi.org/10.1111/j.1550-7408.2003.tb00642.x.

22. Buckholt MA, Lee JH, Tzipori S. 2002. Prevalence of Enterocytozoon
bieneusi in swine: an 18-month survey at a slaughterhouse in Massachu-
setts. Appl. Environ. Microbiol. 68:2595–2599. http://dx.doi.org/10.1128
/AEM.68.5.2595-2599.2002.

23. Santin M, Fayer R. 2009. Enterocytozoon bieneusi genotype nomenclature
based on the internal transcribed spacer sequence: a consensus. J. Eu-
karyot. Microbiol. 56:34 –38. http://dx.doi.org/10.1111/j.1550-7408.2008
.00380.x.

24. Akinbo FO, Okaka CE, Omoregie R, Dearen T, Leon ET, Xiao L. 2012.
Molecular epidemiologic characterization of Enterocytozoon bieneusi in
HIV-infected persons in Benin City, Nigeria. Am. J. Trop. Med. Hyg.
86:441– 445. http://dx.doi.org/10.4269/ajtmh.2012.11-0548.

25. Lores B, del Aguila C, Arias C. 2002. Enterocytozoon bieneusi (microspo-
ridia) in fecal samples from domestic animals from Galicia, Spain. Mem.
Inst. Oswaldo Cruz 97:941–945. http://dx.doi.org/10.1590/S0074
-02762002000700003.

26. Mathis A, Breitenmoser AC, Deplazes P. 1999. Detection of new Entero-
cytozoon genotypes in fecal samples of farm dogs and a cat. Parasite 6:189 –
193.

27. Dengjel B, Zahler M, Hermanns W, Heinritzi K, Spillmann T, Thom-
schke A, Loscher T, Gothe R, Rinder H. 2001. Zoonotic potential of
Enterocytozoon bieneusi. J. Clin. Microbiol. 39:4495– 4499. http://dx.doi
.org/10.1128/JCM.39.12.4495-4499.2001.

28. Lobo ML, Xiao L, Cama V, Stevens T, Antunes F, Matos O. 2006.
Genotypes of Enterocytozoon bieneusi in mammals in Portugal. J. Eu-
karyot. Microbiol. 53:S61–S64. http://dx.doi.org/10.1111/j.1550-7408
.2006.00174.x.

29. Abe N, Kimata I, Iseki M. 2009. Molecular evidence of Enterocytozoon

Enterocytozoon bieneusi from Dogs and Cats in China

September 2014 Volume 52 Number 9 jcm.asm.org 3301

 on D
ecem

ber 18, 2020 at U
niversity of N

orth T
exas Libraries

http://jcm
.asm

.org/
D

ow
nloaded from

 

http://dx.doi.org/10.1016/j.mycres.2007.03.004
http://dx.doi.org/10.1016/j.mycres.2007.03.004
http://dx.doi.org/10.1128/CMR.18.3.423-445.2005
http://dx.doi.org/10.1128/CMR.18.3.423-445.2005
http://dx.doi.org/10.1097/QCO.0b013e32834aa152
http://dx.doi.org/10.1097/QCO.0b013e32834aa152
http://dx.doi.org/10.1016/j.rvsc.2010.07.014
http://dx.doi.org/10.1016/j.rvsc.2010.07.014
http://dx.doi.org/10.1051/parasite/2008153349
http://dx.doi.org/10.1128/AEM.03845-13
http://dx.doi.org/10.1128/AEM.03845-13
http://dx.doi.org/10.1128/AEM.02997-13
http://dx.doi.org/10.1128/AEM.02997-13
http://dx.doi.org/10.1007/s00436-014-3752-9
http://dx.doi.org/10.1007/s00436-014-3752-9
http://dx.doi.org/10.1371/journal.pntd.0001809
http://dx.doi.org/10.1371/journal.pntd.0001809
http://dx.doi.org/10.3201/eid1810.120653
http://dx.doi.org/10.1016/j.parint.2013.10.007
http://dx.doi.org/10.1016/j.parint.2013.10.007
http://dx.doi.org/10.1128/JCM.02758-12
http://dx.doi.org/10.1371/journal.pntd.0002437
http://dx.doi.org/10.1371/journal.pntd.0002437
http://dx.doi.org/10.1016/j.vetpar.2013.12.004
http://dx.doi.org/10.1016/j.vetpar.2013.12.004
http://dx.doi.org/10.1128/JCM.00372-11
http://dx.doi.org/10.1128/JCM.00372-11
http://dx.doi.org/10.1016/j.vetpar.2013.07.025
http://dx.doi.org/10.1016/j.vetpar.2006.06.004
http://dx.doi.org/10.1016/j.vetpar.2006.06.004
http://dx.doi.org/10.1111/j.1550-7408.2003.tb00642.x
http://dx.doi.org/10.1128/AEM.68.5.2595-2599.2002
http://dx.doi.org/10.1128/AEM.68.5.2595-2599.2002
http://dx.doi.org/10.1111/j.1550-7408.2008.00380.x
http://dx.doi.org/10.1111/j.1550-7408.2008.00380.x
http://dx.doi.org/10.4269/ajtmh.2012.11-0548
http://dx.doi.org/10.1590/S0074-02762002000700003
http://dx.doi.org/10.1590/S0074-02762002000700003
http://dx.doi.org/10.1128/JCM.39.12.4495-4499.2001
http://dx.doi.org/10.1128/JCM.39.12.4495-4499.2001
http://dx.doi.org/10.1111/j.1550-7408.2006.00174.x
http://dx.doi.org/10.1111/j.1550-7408.2006.00174.x
http://jcm.asm.org
http://jcm.asm.org/


bieneusi in Japan. J. Vet. Med. Sci. 71:217–219. http://dx.doi.org/10.1292
/jvms.71.217.

30. Matos O, Lobo ML, Xiao L. 2012. Epidemiology of Enterocytozoon bie-
neusi infection in humans. J. Parasitol. Res. 2012:981424. http://dx.doi.org
/10.1155/2012/981424.

31. Mori H, Mahittikorn A, Watthanakulpanich D, Komalamisra C, Suk-
thana Y. 2013. Zoonotic potential of Enterocytozoon bieneusi among chil-

dren in rural communities in Thailand. Parasite 20:14. http://dx.doi.org
/10.1051/parasite/2013014.

32. Akinbo FO, Okaka CE, Omoregie R, Adamu H, Xiao L. 2013.
Unusual Enterocytozoon bieneusi genotypes and Cryptosporidium hominis
subtypes in HIV-infected patients on highly active antiretroviral therapy.
Am. J. Trop. Med. Hyg. 89:157–161. http://dx.doi.org/10.4269/ajtmh.12
-0635.

Karim et al.

3302 jcm.asm.org Journal of Clinical Microbiology

 on D
ecem

ber 18, 2020 at U
niversity of N

orth T
exas Libraries

http://jcm
.asm

.org/
D

ow
nloaded from

 

http://dx.doi.org/10.1292/jvms.71.217
http://dx.doi.org/10.1292/jvms.71.217
http://dx.doi.org/10.1155/2012/981424
http://dx.doi.org/10.1155/2012/981424
http://dx.doi.org/10.1051/parasite/2013014
http://dx.doi.org/10.1051/parasite/2013014
http://dx.doi.org/10.4269/ajtmh.12-0635
http://dx.doi.org/10.4269/ajtmh.12-0635
http://jcm.asm.org
http://jcm.asm.org/

	Genetic Diversity in Enterocytozoon bieneusi Isolates from Dogs and Cats in China: Host Specificity and Public Health Implications
	MATERIALS AND METHODS
	Ethical approval.
	Sources and collection of specimens.
	DNA extraction, PCR amplification, and nucleotide sequencing.
	Molecular analysis.
	Statistical analysis.
	Nucleotide sequence accession numbers.

	RESULTS
	Occurrence of E. bieneusi in dogs and cats.
	ITS genotypes in dogs and cats.
	Genetic relationships.

	DISCUSSION
	ACKNOWLEDGMENTS
	REFERENCES


