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Abstract

Background: Genetic information for Toxoplasma gondii isolates from pigs in eastern, south, and southwestern
regions of China has been reported previously. However, there are no data from pigs in the northeastern area of
the country. To better understand the epidemiology of T. gondii, we determined the seroprevalence and genotypes
of T. gondii from pigs slaughtered for human consumption in Liaoning province, northeastern China.

Findings: Out of 2063 pigs examined, 233 (11.26 %) were seropositive for T. gondii by the modified agglutination
test (MAT), and viable parasites were isolated by bioassay in mice from 23 (9.87 %) of the 233 seropositive pigs.
Fifteen out of 23 isolates were genotyped using 10 PCR-restriction fragment length polymorphism (RFLP) genetic
markers including SAG1, SAG2, SAG3, BTUB, GRA6, c22-8, c29-2, L358, PK1 and Apico. One isolate was identified as
ToxoDB genotype #3 (type II-variant), and one was genotype #1 or #3. The other 13 isolates were ToxoDB #9 (type
Chinese 1).

Conclusions: To our knowledge, this is the first report of T. gondii isolation and genotyping from pigs in
northeastern China. This study indicates that pigs are a potential source for transmission of T. gondii to humans,
therefore poses a potential public health concern. The genotyping results revealed the presence of genotype
Chinese 1 in northeastern China, enriching the scope of T. gondii genotypes distribution in eastern Asia.
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Introduction
Toxoplasma gondii is an obligate intracellular zoonotic
protozoan, infecting warm-blooded animals, including
humans. An estimated one-third of the human popula-
tion worldwide and 7.9 % of the population in China are
chronically infected with T. gondii [1–4]. In women, pri-
mary infection during pregnancy can cause severe dam-
age to fetus and newborns including blindness, abortion
and stillbirth. It can cause severe infections in individ-
uals with compromised immune systems. Humans can
acquire infection via three major ways, i.e. consumption

of undercooked meat containing T. gondii tissue cysts,
inadvertently ingesting oocysts in water, soil, vegetables
and fruits, and transplacental transmission [5].
Given the biological and epidemiological diversity of

T. gondii, it is expected that the parasite is genetically di-
verse. The distribution of T. gondii genotypes varies in
different geographic regions. Early studies have shown
that T. gondii isolates from Europe and North America
were grouped into three main clonal lineages, i.e. Types
I, II and III. Type I is generally more virulent than types
II and III [6]. However, recent research data revealed
that there is limited diversity and only a few genotypes
of T. gondii are prevalent in Europe, North America, Af-
rica and Asia. In contrast, a large number of highly di-
verse genotypes exists in Central and South America [7].
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In China, the genotype #9 (Chinese 1) is widespread and
is considered the main genotype [8–12].
Pigs are an important source of T. gondii infection in

human populations [1]. Pork is the main meat source
for human consumption in Liaoning Province. In China,
although there are some studies concerning the genetic
information for T. gondii isolates in pigs from Guang-
dong, Yunnan, Anhui, Guizhou, Jiangxi, Sichuan and
Chongqing [8, 12–16], there are no data from pigs in the
northeastern region of the country. In the present study,
we report the prevalence and genetic characteristics of
T. gondii isolates from pigs intended for human con-
sumption in Liaoning Province, northeastern China.

Methods
Ethics statement
All animals were handled in strict accordance with good
animal practice according to the Animal Ethics Proce-
dures and Guidelines of the People’s Republic of China,
and the study was approved by the Animal Ethics Com-
mittee of Shenyang Agricultural University (Permit No.
SYXK<Liao>2011-0001).

Sample collection
Between April 2013 and December 2014, hearts of 2063
pigs slaughtered for human consumption were obtained
for the present study from five slaughterhouses in Liao-
ning province, northeastern China. These pigs were from
Shenyang, Tieling, Kaiyuan, Xinmin and Faku. Heart
fluid was centrifuged to collect supernatant for serology
test of T. gondii infection.

Detection of T. gondii antibodies by MAT
Sera of pigs were tested for the specific antibodies to
T. gondii by the modified agglutination test (MAT) as
described by Dubey & Desmonts [17]. Two-fold dilu-
tions of sera were performed from 1:25 to 1:3200.
The test was considered positive when a layer of

agglutinated parasites was formed in wells at dilutions
of 1:25 or higher; positive and negative controls were
included in each test.

Bioassay in mice
Heart tissues from seropositive pigs were used to isolate
T. gondii by bioassay in Kunming (KM) mice following
the standard protocol [18]. The homogenate of pig heart
tissue was inoculated (1 ml/mouse) s.c. into five female
KM mice. Mice were observed on a daily basis. After
60 days mice were killed, their brain tissue was obtained
for tissue cysts examination. The brain of each mouse
was homogenated according to the above-mentioned
procedures. Each homogenate was inoculated (1 ml/
mouse) i.p. into five female KM mice. Then, 1 mg/Kg
dexamethasone was injected into each mouse in the first
3 days after inoculation of homogenate. The isolates
were collected from the peritoneal fluids of mice in-
fected with T. gondii for 7–14 days.

Genotying of T. gondii isolates from pigs
The genomic DNA of T. gondii was extracted from peri-
toneal fluids of infected mice using DNA Isolation Kit

Table 1 Serological and parasitic prevalence of T. gondii
infection in 2063 pigs from Liaoning province, northeastern
China

MAT titersa No. of positive pigs No. of T. gondii isolates (%)

1:25 108 0 (0)

1:50 58 0 (0)

1:100 14 1 (7.14)

1:200 6 0 (0)

1:400 13 8 (61.54)

1:800 27 13 (48.15)

1:1600 6 1 (16.67)

1:3200 1 0 (0)

Total 233 23 (9.87)
aMAT, modified agglutination test

Table 2 Isolation of T. gondii from hearts of pigs from
slaughterhouses in Liaoning Province, northeastern China

Pig No. Date MAT titer Isolation designation

3-2 5/1/2013 100 TgPigCn3-2

3-12 5/1/2013 800 TgPigCn3-12

5-5 5/14/2013 800 TgPigCn5-5

5-6 5/14/2013 400 TgPigCn5-6

5-7 5/14/2013 400 TgPigCn5-7

8-16 5/21/2013 800 TgPigCn8-16

8-18 5/21/2013 400 TgPigCn8-18

10-34 5/31/2013 800 TgPigCn10-34

14-56 6/18/2013 400 TgPigCn14-56

19-24 11/13/2013 800 TgPigCn19-24

22-10 11/20/2013 800 TgPigCn22-10

27-8 12/22/2013 800 TgPigCn27-8

29-5 12/30/2013 800 TgPigCn29-5

33-6 3/13/2014 800 TgPigCn33-6

40-10 3/28/2014 1600 TgPigCn40-10

58-14 8/12/2014 800 TgPigCn58-14

61-11 8/14/2014 800 TgPigCn61-11

69-2 11/3/2014 400 TgPigCn69-2

69-14 11/3/2014 400 TgPigCn69-14

77-2 11/24/2014 800 TgPigCn77-2

80-11 12/7/2014 800 TgPigCn80-11

80-25 12/7/2014 400 TgPigCn80-25

80-27 12/7/2014 400 TgPigCn80-27
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(Invitrogen). Genotyping was carried out for the 10
PCR-restriction fragment length polymorphism (RFLP)
genetic markers including SAG1, SAG2 (5'-3'SAG2, alt.-
SAG2), SAG3, BTUB, GRA6, c22-8, c29-2, L358, PK1
and Apico [19].

Results
In the present study, 233 (11.26 %) of 2063 pigs were
seropositive for T. gondii, with titers of 1:25 in 108, 1:50
in 58, 1:100 in 14, 1:200 in 6, 1:400 in 13, 1:800 in 27,
1:1600 in 6 and 1:3200 in 1 (Table 1). Viable T. gondii
strains were isolated in mice from 23 (9.87 %) of 233
seropositive pigs, one with titers of 1:100, eight with ti-
ters of 1:400, 13 with titers of 1:800, and one with titers
of 1:1600 in this study (Table 1). The isolation results in-
dicated that probability of viable T. gondii isolation was
high at higher titers (1:400, 1:800). The designation of
those isolates is shown in Table 2.
Due to low DNA concentration, eight of 23 isolates

could not be genotyped with complete data at all loci,
including TgPigCn3-2, TgPigCn5-7, TgPigCn22-10,
TgPigCn69-2, TgPigCn69-14, TgPigCn77-2, TgPigCn80-
25 and TgPigCn80-27, and therefore data from these

eight strains were not included. The results of genotyp-
ing of these 15 strains and eight references were summa-
rized in Table 3. TgPigCn5-6 was identified as
ToxoDB#3 (type II-variant), TgPigCn14-56 had type II
alleles at all markers except one allele not identified at
the Apico locus and are considered the ToxoDB #1 or
#3, and the other 13 isolates were ToxoDB #9 (type
Chinese 1), which suggested that ToxoDB #9 is predom-
inant in this region.

Discussion
Seroprevalence of T. gondii in pigs varies in different re-
ports from China. In the present study, we found a
prevalence of 11.26 % (233/2063) in Liaoning Province.
Other studies reported 70.7 % in Guizhou Province [8],
10.1 % in Anhui Province [15], and 22.3 % in Yunnan
Province [20]. Taken together, pork may pose a potential
risk of T. gondii infection in humans in China.
Genotype #9 has been identified in a variety of domes-

tic and wild animals in China. Here we summarized
genotyping data in China in Table 4. Genotype #9 was
previously identified in 38 pigs including two in Guang-
dong, one in Gansu, six in Henan, five in Yunnan, one

Table 3 Genotyping of T. gondii from pigs in northeastern China

Isolate ID SAG1 5'-3'SAG2 alt-SAG2 SAG3 BTUB GRA6 c22-8 C29-2 L358 PK1 Apico Genotype

GT1 I I I I I I I I I I I Reference,ToxoDB#10, type I

PTG II or III II II II II II II II II II II Reference,ToxoDB #1, type II

CTG II or III III III III III III III III III III III Reference,ToxoDB#2, type III

Coug I II II III II II II u-1 I u-2 I Reference, ToxoDB#66

MAS u-1 I II III III III u-1 I I III I Reference, ToxoDB#17

TgCatBr5 I III III III III III I I I u-1 I Reference, ToxoDB#19

TgCatBr64 I I u-1 III III III u-1 I III III I Reference, ToxoDB#111

TgRsCr1 u-1 I II III I III u-2 I I III I Reference, ToxoDB#52

This study

TgPigCn3-12 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn5-5 u-1 II II III III II II III II II nd ToxoDB#9, Chinese 1

TgPigCn5-6 II or III II II II II II II II II II I ToxoDB#3, type II-variant

TgPigCn8-16 u-1 II II III III II II III II II nd ToxoDB#9, Chinese 1

TgPigCn8-18 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn10-34 u-1 II II III III II II III II II nd ToxoDB#9, Chinese 1

TgPigCn14-56 II or III II II II II II II II II II nd ToxoDB#1 or #3

TgPigCn19-24 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn27-8 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn29-5 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn33-6 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn40-10 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn58-14 u-1 II II III III II II III II II I ToxoDB#9, Chinese 1

TgPigCn61-11 u-1 II II III III II II III II II nd ToxoDB#9, Chinese 1

TgPigCn80-11 u-1 II II III III II II III II II nd ToxoDB#9, Chinese 1
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in Anhui, seven in Guizhou, three in Sichuan, one in
Chongqing and 12 in Jiangxi provinces [8, 11–16].
Genotype #9 was also reported in 92 cats including 11
in Beijing, 40 in Guangdong, nine in Anhui, two in
Shanxi, seven in Guizhou, six in Hubei, 11 in Yunnan,
one in Henan and five in Zhejiang provinces [8–12, 21–24].
The same genotype was also identified in one black
goat in Yunnan Province [25], one vole in Hubei
Province [12], five bats in Guangdong, Jiangxi and
Jilin provinces [4], seven rats and mice in Jiangsu
Province [26], and 12 humans in Anhui, Zhejiang and
Guangdong provinces [10, 11, 27]. The compiled re-
sults indicated that ToxoDB #9 is the most prevalent
genotype in different hosts and geographical locations
in Mainland China. The same genotype was also
identified in dogs from Sri Lanka and Colombia, in
chickens from Brazil and in sheep from the United
States, indicating that this genotype is widespread
worldwide [12, 27].
In this study, ToxoDB#3 (the type II-variant) was iden-

tified in one pig from Liaoning Province. This genotype

was also identified in one cat in Yunnan Province [23],
in one pig in Guangdong Province [16], in one sheep
from Qinghai Province [11], in two wild birds in
Xinjiang [28], in four pet birds from Gansu [29], in three
sparrows from Gansu [30] (Table 4). TgPigCn14-56 was
not successfully typed at locus Apico; however, based on
the genotype profile of the other nine alleles it is either
ToxoDB genotye #1 (type II) or #3 (type II variant).

Conclusions
In conclusion, the present study is the first report of T.
gondii isolates and genotyping from pigs in Liaoning
Province, northeastern China, and the results extended
the scope of T. gondii genotype database in China. The
results indicated that T. gondii infection was widespread
in pigs intended for human consumption in this region,
which may serve as an important source for transmis-
sion of the parasite and poses a public health concern.
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Table 4 Genotyping of T. gondii in animals and humans by PCR-RFLP in different geographic regions of China

Host Location Samples ToxoDB PCR-RFLP genotypes Reference

#10 #1 #2 #3 #9 #
17

#
20

#
204

#
205

#
213

#
225

Type
I

Type
II

Type
III

Type II-
variant

Chinese
1

Chinese
2

Cat BGAGHYSHZa 109e 1 2 1 1 92 2i 1 1 4 2 [8–12, 21–24]

Pig GHQNGYAGJSCHHJLb 71 15 1f 2 51 2 [8, 11–16, 33];
this study

Sheep Qinghai 1 1 [11]

Goat Yunnan 8 7 1 [25]

Rabbit Shanghai 1 1 [31]

Wild
bird

Xinjiang 3 1 2 [28]

Pet bird Gansu 4 4 [29]

Chicken Anhui 1 1 [12]

Sparrow Gansu 4g 3 [30]

Voles Hubei 1 1 [12]

Bats JGJc 8 3 5 [4]

Rat/
mouse

Jiangsu 7 7 [26]

Dog Henan 1h [32]

Human AGZSd 16 2 1 12 1 [10, 11, 27]

Total 235 29 4 2 13 169 2 1 1 1 4 2 3
aBGAGSHYS, Beijing, Guangdong, Anhui, Guizhou, Hubei, Yunnan, Shanxi, Henan, Zhejiang
bGHQNGYAGJSCHHJL, Guangdong, Hunan, Qinghai, Nanjing, Gansu, Yunnan, Anhui, Guizhou, Jiangxi, Sichuan, Chongqing, Hubei, Henan, Jilin, Liaoning
cJGJ, Jilin, Guangdong, Jiangxi
dAGZS, Anhui, Guangdong, Zhejiang, Shanghai
eTwo of 109 samples was identified as a new genotype and not listed in Table 4
fTgPigCn14-56 had type II alleles at all markers except a allele not identified at the Apico locus and are considered the ToxoDB #1 or #3 in this study
gOne of four was identified as a new genotype and not listed in Table 4
hThis genotype was identified as a new genotype and not listed in Table 4
iGenotype Chinese 2 was identified in two cats in this study [9]

Wang et al. Parasites & Vectors  (2016) 9:248 Page 4 of 5



Authors’ contributions
NY and CS conceived and designed the study, drafted the manuscript, and
critically revised the manuscript. DWW, YL and TTJ, performed the
experiments, analyzed the data and GMY, GXZ and JBH helped in the
experiments. All authors have read and approved the final manuscript.

Acknowledgements
This study was supported by The National Natural Science Foundation of
China (NSFC, Grant No. 31201894), China Postdoctoral Science Foundation
(2014 M561252), and Tianzhu mountain youth backbone teachers in
Shenyang Agricultural University.

Author details
1Laboratory of Zoonosis of Liaoning Province, College of Animal Science &
Veterinary Medicine, Shenyang Agricultural University, Shenyang, Liaoning
Province 110866, P.R.China. 2Institute of Animal Science, Chinese Academy of
Agricultural Sciences, Beijing 100193, P.R.China. 3Department of Microbiology,
The University of Tennessee, Knoxville, Tennessee 37996, USA.

Received: 30 January 2016 Accepted: 21 April 2016

References
1. Dubey JP. Toxoplasmosis of animals and humans. 2nd ed. Boca Raton: CRC

Press; 2010.
2. Zhou P, Chen Z, Li HL, Zheng H, He S, Lin RQ, Zhu XQ. Toxoplasma gondii

infection in humans in China. Parasit Vectors. 2011;4:105.
3. Tian YM, Dai FY, Huang SY, Deng ZH, Duan G, Zhou DH, Yang JF, Weng YB,

Zhu XQ, Zou FC. First report of Toxoplasma gondii seroprevalence in
peafowls in Yunnan Province, Southwestern China. Parasit Vectors. 2012;5:
205.

4. Qin SY, Cong W, Liu Y, Li N, Wang ZD, Zhang FK, Huang SY, Zhu XQ, Liu Q.
Molecular detection and genotypic characterization of Toxoplasma gondii
infection in bats in four provinces of China. Parasit Vectors. 2014;7:558.

5. Dubey JP, Hill DE, Rozeboom DW, Rajendran C, Choudhary S, Ferreira LR,
Kwok OCH, Su C. High prevalence and genotypes of Toxoplasma gondii
isolated from organic pigs in northern USA. Vet Parasitol. 2012;188:14–8.

6. Howe DK, Sibley LD. Toxoplasma gondii comprises three clonal lineages:
correlation of parasite genotype with human disease. J Infect Dis. 1995;
172:1561–6.

7. Shwab EK, Zhu XQ, Majumdar D, Pena HF, Gennari SM, Dubey JP, Su C.
Geographical patterns of Toxoplasma gondii genetic diversity revealed by
multilocus PCR-RFLP genotyping. Parasitology. 2014;141:453–61.

8. Li YN, Nie XW, Peng QY, Mu XQ, Zhang M, Tian MY, Min SJ. Seroprevalence
and genotype of Toxoplasma gondii in pigs, dogs, and cats from Guizhou
province, Southwest China. Parasit Vectors. 2015;8:214.

9. Chen ZW, Gao JM, Huo XX, Wang L, Yu L, Halm-Lai F, Xu YH, Song WJ, Hide
G, Shen JL, Lun ZR. Genotyping of Toxoplasma gondii isolates from cats in
different geographic regions of China. Vet Parasitol. 2011;183:166–70.

10. Wang L, Chen H, Liu D, Huo X, Gao J, Song X, Xu X, Huang K, Liu W, Wang
Y, et al. Genotypes and mouse virulence of Toxoplasma gondii isolates from
animals and humans in China. PLoS One. 2013;8:e53483.

11. Zhou P, Zhang H, Lin RQ, Zhang DL, Song HQ, Su C, Zhu XQ. Genetic
characterization of Toxoplasma gondii isolates from China. Parasitol Int. 2009;
58:193–5.

12. Wang L, Cheng HW, Huang KQ, Xu YH, Li YN, Du J, et al. Toxoplasma
gondii prevalence in food animals and rodents in different regions of
China: isolation, genotyping and mouse pathogenicity. Parasit Vectors.
2013;6:273–8.

13. Zhou P, Nie H, Zhang LX, Wang HY, Yin CC, Su C, Zhu XQ, Zhao JL. Genetic
characterization of Toxoplasma gondii isolates from pigs in China. J Parasitol.
2010;96:1027–9.

14. Zhou P, Sun XT, Yin CC, Yang JF, Yuan ZG, Yan HK, Zhu XQ, Zou FC. Genitic
characterization of Toxoplasma gondii isolation from pigs in Southwestern
China. J Parasitol. 2011;97:1193–5.

15. Wang H, Wang T, Luo Q, Huo XX, Wang L, Liu TT, Xu XC, Wang Y, Lu FL,
Lun ZR, Yu L, Shen JL. Prevalence and genotypes of Toxoplasma gondii in
pork from retail meat stores in Eastern China. Int J Food Microbiol. 2012;157:
393–7.

16. Jiang HH, Huang SY, Zhou DH, Zhang XX, Su CL, Deng SZ, Zhu XQ. Genetic
characterization of Toxoplasma gondii from pigs from different localities in
China by PCR-RFLP. Parasit Vectors. 2013;6:227.

17. Dubey JP, Desmonts G. Serological responses of equids fed Toxoplasma
gondii oocysts. Equine Vet J. 1987;19:337–9.

18. Dubey JP. Refinement of pepsin digestion method for isolation of
Toxoplasma gondii from infected tissued. Vet Parasitol. 1998;74:75–7.

19. Su C, Shwab K, Zhou P, Zhu XQ, Dubey JP. Moving towards an integrated
approach to molecular detection and identification of Toxoplasma gondii.
Parasitology. 2010;137:1–11.

20. Zou FC, Sun XT, Xie YJ, Li B, Zhao GH, Duan G, Zhu XQ. Seroprevalence of
Toxoplasma gondii in pigs in southwestern China. Parasitol Int. 2009;58:306–7.

21. Dubey JP, Zhu XQ, Sundar N, Zhang H, Kwok OC, Su C. Genetic and
biologic characterization of Toxoplasma gondii isolates of cats from China.
Vet Parasitol. 2007;145:352–6.

22. Qian WF, Wang H, Su C, Shan D, Lv CC, Liu Q. Isolation and characterization
of Toxoplasma gondii strains from stray cats revealed a single genotype in
Beijing, China. Vet Parasitol. 2012;187:408–13.

23. Tian YM, Huang SY, Miao Q, Jiang HH, Yang JF, Su CL, Zhu XQ, Zou FC.
Genetic characterization of Toxoplasma gondii from cats in Yunnan
Province, Southwestern China. Parasit Vectors. 2014;7:178.

24. Yang Y, Ying YQ, Verma SK, Cassinelli ABM, Kwok OCH , Liang HD, Pradhan
AK, Zhu XQ, Su C, Dubey JP. Isolation and genetic characterization of viable
Toxoplasma gondii from tissues and feces of cats from the central region of
China. Vet Parasitol. 2015;211:283–8.

25. Miao Q, Huang SY, Qin SY, Yu X, Yang Y, Yang JF, Zhu XQ, Zou FC. Genetic
characterization of Toxoplasma gondii in Yunnan black goats (Capra hircus)
in southwest China by PCR-RFLP. Parasit Vectors. 2015;8:57.

26. Yan C, Liang LJ, Zhang BB, Lou ZL, Zhang HF, Shen X, Wu YQ, Wang ZM,
Tang RX, Fu LL, Zheng KY. Prevalence and genotyping of Toxoplasma gondii
in naturally-infected synanthropic rats (Rattus norvegicus) and mice (Mus
musculus) in eastern China. Parasit Vectors. 2014;7:591.

27. Wang L, He LY, Meng DD, Chen ZW, Wen H, Fang GS, Luo QL, Huang KQ,
Shen JL. Seroprevalence and genetic characterization of Toxoplasma gondii
in cancer patients in Anhui Province, Eastern China. Parasit Vectors. 2015;8:
162.

28. Huang SY, Cone W, Zhou P, Zhou DH, Wu SM, Xu MJ, Zou FC, Song HQ,
Zhu XQ. First report of genotyping of Toxoplasma gondii isolation from wild
birds in China.
J Parasitol. 2012;98:681–2.

29. Cong W, Meng QF, Song HQ, Zhou DH, Huang SY, Qian AD, Su CL, Zhu XQ.
Seroprevalence and genetic characteriation of Toxoplasma gondii in three
species of pet birds in China. Parasit Vectors. 2014;7:152.

30. Cong W, Huang SY, Zhou DH, Zhang XX, Zhang NZ, Zhao Q, Zhu XQ.
Prevalence and genetic characterization of Toxoplasma gondii in House
Sparrows (Passer domesticus) in Lanzhou, China. Korean J Parasitol. 2013;
51(3):363–7.

31. Zhou Y, Zhang H, Cao J, Cong H, Zhou J. Isolation and genotyping of
Toxoplasma gondii from domestic rabbits in China to reveal the prevalence
of type III strains. Vet Parasitol. 2013;193:270–6.

32. Qian WF, Yan WC, Wang TQ, Zhai K, Han LF, Lv CC. Prevalence and genetic
characterization of Toxoplasma gondii in pet dogs in Central China. Korean
J Parasitol. 2015;53(1):125–8.

33. Jiang HH, Wang SC, Huang SY, Zhao L, Wang ZD, Zhu XQ, Liu Q. Genetic
characterization of Toxoplasma gondii isolates from pigs in Jilin Province,
Northeastern China. Foodborne Pathog Dis. 2016;13(2):88–92.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Wang et al. Parasites & Vectors  (2016) 9:248 Page 5 of 5


	Abstract
	Background
	Findings
	Conclusions

	Introduction
	Methods
	Ethics statement
	Sample collection
	Detection of T. gondii antibodies by MAT
	Bioassay in mice
	Genotying of T. gondii isolates from pigs

	Results
	Discussion
	Conclusions
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References

