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Introduction

Cryptosporidium spp. are an 
important cause of diarrhea 
in both humans and animals. 
This study was to evaluate 
the prevalence, genotypic 
diversity of Cryptosporidium 
in various rodents in Hainan, 
China.

Methods

Cryptosporidium was detected 
from 219 wild rats, 360 farmed 
bamboo rats (Rhizomyidae) and 
257 farmed Asiatic brush-tailed 
porcupine (Atherurus macrourus) 
by nest-PCR amplification of the 
partial SSU rDNA gene.

Results

T h e  t o t a l  p r e v a l e n c e  o f 
Cryptosporidium  was  12.2% 
(102/836). The prevalence of 
Cryptosporidium  in wild rats 
(53/219; 24.2%) was higher than 
that in  farmed bamboo rats 
(37/360;  10.3%) and Asiat ic 
brush-tailed porcupine (12/257; 
4 . 7 % ) .  S e v e n  s p e c i e s - C . 
ubiquitum (n = 15), C. occultus (n 
= 14), C. parvum (n = 6), C. muris 
(n = 3), C. viatorum (n = 2), C. 
bovis (n = 1) and C. xiaoi (n = 1)-
a n d  e l e v e n  g e n o t y p e s  ( C . 
p a r v u m - l i k e ,  B a m b o o  r a t 
genotype I and II, Civet genotype 
I ,  Rat  ge n o t y p e  I  to  I V,  R at 
g e n o t y p e  V I  a n d  V I I ,  C . 
environmental  sequence) of 
Cryptosporidium were identified. 

All the seven species identified 
here were found in humans 
p r e v i o u s l y  h i g h l i g h t s  t h e 
p o s s i b l e  c r o s s - s p e c i e s 
t r a n s m i s s i o n  o f 
Cryptosporidium between those 
rats and humans as well  as 
other animals.

Conclusions

Meanwhile, a novel genotype C. 
environmental sequence - l ike 
( s i m i l a r i t y  9 5 . 3 9 %  w i t h  t h e 
sequence FJ205699) was found in 
a wild rat.

 MW829529-Rat genotype III-wild rat

 MW829530-Rat genotype III-wild rat

 MW829551-Rat genotype III-wild rat

 JX294363-Rat genotype III-Wild black rat

 MW829513-C.environmental sequence 1-Wild rat

 MW829509-Rat genotype VI-Wild rat

 MW829506-Rat genotype VII-Wild rat

 JX294358-Rat genotype III-Wild black rat

 MT561514-Rat genotype I-Unknown

 MW090935-Rat genotype I-Wastewater treatment plants

 AF112576-C.canis-Dog

 AF159113-C.felis-Felis catus

 JN172970-Rat genotype IV-wild rat

 AY737582-C.environmental sequence-Storm water

 MW829548-C.environmental sequence-Wild rat

 AF093492-C.parvum-Human

 KT922236-C.ubiquitum-lamb

 JF710261-C.suis-pig

 MK982467-C.occultus-Calf

 MK522269-C.viatorum-China wild rat

 ZS230-C.parvum-like

 AF093493-C.parvum-Bovine

 ZS210-C.parvum-like

 KF612324-C.erinacei-Erinaceus europaeus

 JF710244-C.scrofarum-Pig

 KT725201-C.ryanae-Dairy cattle

 AY741305-C.bovis-Bos taurus

 HZ132-C.bovis

 MH049731-C.xiaoi-Sheep

 HZ207-C.xiaoi

 AB089285-C.andersoni-Bos taurus

 AF093498-C.muris-Mouse

 AF026388-Eimeria tenella

99

70
82

83

87

99

100

99

98

31

50

98

21

74

100

88

27

86

82

14

6

59

9

45

73

65

65

0.02

Phylogenetic relationship of the 
Cryptosporidium. The filled squares 
and c i rc les  represent  the novel 
genotypes and sequences identified 
here, respectively.
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