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Abstract
AIM: To describe the gene heterogeneity and gquasispecies
of SEN virus.

METHODS: Three SEN virus subtype D or H positive sera
from a SEN virus prevalence investigation in Shenzhen
District were randomly selected and a nested-PCR were
performed. 3 positive PCR products of each subtype were
ligated into pMD18 T-vectors. 1-11 clones from every PCR
product were randomly selected to be sequenced and
aligned with SENV sequences retrieved from GeneBank
representing strains from 4 different countries and district.
Homology of nucleotide sequences were analysed and a
phylogenic tree was conducted.

RESULTS: 13 clones of SENV D and 3 of SENV H were
sequenced and demonstrated to belong to SENV. 81.8%
(9/11) clones from a single host SZ-54 were quasispecies.
The nucleotide sequence homology of 15 SENV D clones
(11 of Shenzhen and 4 retrieved from GeneBank repre-
senting 4 other countries and district) were 77.7-99.5%.
The amount of mutated bases between each two of 9
clones from same host were 8.5+5.2, which was signifi-
cantly different from that between each two of 11 clones
from 3 hosts within Shenzhen district (28.9+3.2) and that
between each two of 15 clones from different hosts and
districts (29.6+7.8) (P <0.001). The nucleotide sequence
homology of 7 SENV H clones (3 of Shenzhen and 4 retrieved
from GeneBank as described above) were 74.6-95.0%.

The phylogenic tree shows that clones from same patient
are more related to each other than from other patients
and much closer than strains representing other countries
and district.

CONCLUSION: There exist SENV quasispecies in SENV
carriers. The heterogeneity of nucleic acid of SENV might
be influnced by differences between hosts and regions.
This unique characteristic should be taken in consider-
ation when we detecting the virus, determining sequence
mutation and even discussing its clinical implication.
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