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.. 2536-2552 (42, 43)

Gl

Lineage I, sublineage le Lineage I, sublineage Ile
Lineage II, sublineage lle (89.0%)
.. 2553-2554

% nucleotide similarity
phylogenetic tree

11.0%

% nucleotide

Lineage II, sublineage lia

G3

Lineage Il sublineage Il

Lineage |, sublineage le

amino acid similarity
G2 1
% nucleotide

Lineage Isublineage la

2 Lineage

98.2%
% amino acid similarity

amino acid



% nucleotide amino acid similarity

n[8] P-genotype

99.6% phylogenetic analysis P[8]
Lineage m % nucleotide
% nucleotide amino acid similarity

0.4 % Lineage V, sublineage Vb

similarity amino acid similarity (99%)

Phylogenetic  analysis VPT

G1, G2, G3, P[4]

(common strain)

phylogenetic tree % Homology
Gl P[8]
(44) Gl P[8]
G2, 63, P[]
G3 G2
, (44)

2 complete genome (11 )

86

P[g]

amino acid similarity

P4]

% nucleotide

VP4

P[g]

P[4]



8/

species barrier

complete genome (11 )
22 7
VP7 VP4 GIP[8] 5 , G3P[8] 4 , GIP[8] 2 , G12P[8] 3
, G12P[6] 1 , G2P[4] 6 G3P[9] 1

phylogenetic analysis complete nucleotide sequences
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