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Abstract

Project Code : MRG6180145

Project Title : Genetic relationship of adenoviruses detected in patients with intussusception,

acute gastroenteritis and in pigs with acute diarrhea
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Abstract:

Adenovirus is one of important pathogens that cause the diseases in both human and
animals. Pigs have been recognized as a source of several human epidemics and a close contact
with this animal or consuming of products from the infected pig may create the possibility for
zoonotic events to occur. This study performed genetic characterization and investigated genetic
relationship of adenovirus detected in patients with acute gastroenteritis, intussusception and in
piglets with acute diarrhea. The PCR, nucleotide sequencing, and bioinformatics analysis were
performed. Five-hundred and forty-eight fecal samples collected from children with diarrhea, 62
from patients with intussusception, and 781 from piglets with diarrhea were tested for the
presence of adenovirus. The prevalence of adenovirus infection in children with diarrhea,
intussusception, and piglets with diarrhea were 8.2% (45/548), 32.2% (20/62), and 16.9% (132/781),
respectively. Eleven genotypes of adenovirus were detected in patients with diarrhea and human

adenovirus C2 (HAdV-C2) was the most predominant genotype. Five genotypes of adenovirus
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were detected in patients with intussusception and HAdV-C2 was also the most common
genotype detected. Analysis of genetic relationship between adenovirus from humans and pigs
revealed that the viruses detected in patients with diarrhea were closely related to those of viruses
from patients with intussusception. They were clustered to the same group, sharing nucleotide
sequence identities in the partial hexon gene raged from 76.4-100%. However, the viruses
detected in pigs were clustered to different group separating from the viruses detected in humans.
Adenovirus from pigs and humans shared 66.1-78.1% nucleotide sequence identity. The data
demonstrated that adenoviruses detected in pigs differed from the viruses detected in humans.
In conclusion, the evidence of interspecies transmission of adenovirus between humans and pigs

was not observed in this study.
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