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Table 1 The accession number and genotype of EU260395 1a
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Fig. 1 Phylogenetic tree construction of
the clear sequence on 5’ UTR region
It can not be able to distinguish between D14853 strain and EU155355
strain existence of the wrong type.
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Fig. 2 Phylogenetic tree construction of
the clear sequence on core region
It shows the genotypes are wholly correct on core region, but the
phylogenetic distances of different virus strains which have the same
genotypes are different with figures 3, 4, 5.
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Fig. 3 Phylogenetic tree construction of
the clear sequence on E1 region
It shows the genotypes are wholly correct on El region, but the
phylogenetic distances of different virus strains which have the same
genotypes are different with figures 2, 4, 5.

EU234065 la

EU155380 1a
EU260395 la

EU260396 1a

D14853 Ic
EU155381 1

EU155317 1b

EU155355 la
EU155377 1b

DQ480521 6a
DQ480523 6a

D49374 3b

NC_009824 3a
DQ480524 6a DQ480522 6a

Fig. 4 Phylogenetic tree construction of
the clear sequence on E2 region
It shows the genotypes are wholly correct on E2 region, but the
phylogenetic distances of different virus strains which have the same
genotypes are different with figures 2, 3, 5.
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Fig. 5 Phylogenetic tree construction of
the clear sequence on NS5B region
It shows the genotypes are wholly correct on NS5B region, but the
phylogenetic distances of different virus strains which have the same
genotypes are different with figures 2, 3, 4.
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Table 2 Pairwise distance of HCV genotype 1a
sequence between core region (in lower left) and
E1 region (in upper right)

No. 1 2 3 4 5

1.LEU260396 0.000 0.041 0.104 0.084 0.084
2.EU234065 0.014 0.000 0.087 0.072 0.078
3.EU155355 0.023 0.023 0.000 0.100 0.081
4.EU155380 0.029 0.025 0.042 0.000 0.092
5.EU260395 0.038 0.034 0.036 0.042 0.000

Bold indicates distinguished part. They show that EU260396 strain
with the evolution relation of EU260395 strain is the farthest on core
region and the phylogenetic distances are not be able to distinguish
between EU155380 strain and EU260395 strain from E1 area.

Table 3 Pairwise distance of HCV genotype 1a
sequence between E2 region (in lower left) and
NSS5B region (in upper right)

No. 1 2 3 4 5

1.LEU260396 0.000 0.028 0.066 0.048 0.057
2.EU234065 0.069 0.000 0.064 0.048 0.060
3.EU155355 0.134 0.129 0.000 0.069 0.048
4.EU155380 0.136 0.120 0.150 0.000 0.059
5.EU260395 0.153 0.161 0.102 0.170 0.000

Bold indicates distinguished part. They show that EU260396 strain
with the evolution relation of EU260395 strain is the farthest on E2
region and the evolution relation is exactly coincidence with the whole
genome sequence from NS5B area.

Table 4 Pairwise distance of HCV genotype 1a
complete genome sequence

No. 1 2 3 4 5

1.LEU260396 0.000

2.EU234065 0.043

3.EU155380 0.074 0.070

4.EU260395 0.082 0.077 0.092

5.EU155355 0.092 0.088 0.103 0.067 0.000

Bold indicates distinguished part. They show that EU260396 strain
with the evolution relation of EU155355 strain is the farthest, and with
the evolution relation of EU155380 strain is closer than EU260395

strain.
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Genotyping of Hepatitis C Virus and Analysis of The Molecular
Evolution Based on Core Region Sequence

WAN Xiang-Hui, ZENG Zhao-Fang', YANG Xi-Mei
(Key Laboratory of Laboratory Medical Diagnostics, Ministry of Education, Department of Laboratory Medicine,
Chongqing Medical University, Chongging 400016, China)

Abstract At present, there are many methods for genotype of hepatitis C virus , but not a gold standard. In order
to establish the rationale for genotypic determination of optimal region sequence, fifteen complete genome
sequences of hepatitis C which had been given the annotation about every region and derived from different
country were downloaded from GenBank. Phylogenetic trees on 5 UTR, core, E1, E2 and NS5B region were
established. The results demonstrated that genotyping group was not all correct on 5” UTR region while genotyping
groups were wholly correct on core, E1, E2 and NS5B region. Comparing phylogenetic distances on core, E1, E2
and NS5B region with that on complete genome sequence demonstrated that the NS5B area was the best
genotyping region instead of the complete genome sequence. In addition, analysis of the molecular evolution on
each core region could supply some clues for creating novel genotyping method based on PCR-RFLP.
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