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Table 1 Sequence identity matrix of p23 (left) and p18 (right) gene of 15 CTV isolates
Seq CTI3 CT4 CT9 CTI0 CTl4 CT15 Janl Jan2 Jan3 PeralAC NuagA PB61 SY568 T36 VT
CT3 ID 0.933 0.990 0.903 0.919 0.932 0.901 0.906 0.905 0.974 0.904 0.895 0.906 0.900 0.903
CT4 0.911 ID 0.927 0.923 0.969 0.988 0.952 0.952 0.955 0.963 0.963 0.906 0.957 0.923 0.957
CT9 0.987 0.905 ID 0.900 0.916 0.925 0.898 0.903 0.901 0.961 0.901 0.896 0.903 0.896 0.900
CTI0O 0.905 0.943 0.900 ID 0.906 0.921 0.908 0.911 0.905 0.912 0.904 0.946 0.907 0.904 0.904
CTi4 0.918 0.956 0.911 0.948 ID 0.952 0.943 0.946 0.946 0.952 0.946 0.898 0.947 0.916 0.955
CTI5 0.890 0.976 0.883 0.918 0.943 ID 0.943 0.943 0.943 0.952 0.943 0.913 0.943 0.913 0.938
Janl 0.909 0.950 0.903 0.941 0.971 0.933 ID 0.985 0.987 0.960 0.984 0.901 0.960 0.909 0.944
Jan2 0.909 0.950 0.903 0.941 0.971 0.935 0.995 ID 0.964 0.960 0.960 0.908 0.977 0.912 0.944
Jan3 0.905 0.946 0.896 0.937 0.976 0.928 0.991 0.991 ID 0.960 0.984 0.901 0.981 0.912 (.947
PeralAC0.971 0.941 0.975 0.937 0.976 0.937 0.976 0.976 0.980 1D  0.960 0.912 0.958 0.920 0.942
NuagA 0.911 0.948 0.905 0.939 0.978 0.926 0.984 0.984 0.989 0.989 ID 0.901 0.967 0.914 0.950
PB61 0.900 0.937 0.894 0.946 0.941 0.941 0.931 0.931 0.926 0.939 0.920 ID 0.90] 0.888 0.890
SY568 0.896 0.941 0.890 0.933 0.963 0.918 0.974 0.974 0.976 0.959 0.976 0.922 ID 0.912 0.952
T36 0.903 0.933 0.896 0.954 0.950 0.918 0.926 0.931 0.926 0.939 0.928 0.943 0.926 ID  0.903
VT 0.900 0.933 0.892 0.933 0.950 0.905 0.956 0.956 0.961 0.946 0.959 0.918 0.946 0.931 ID
8283 Jan2
| E— Jan1l
0.01 96 Jan3
89 NuagA
64 85|:—SY568
92 VT 83 CT4
88 Peral AC a:—CT14
——CT14 91 VT
CT4 Peral AC
96 CT10 __i—CTIS
T36 82 _—CT9
65___|—_— CT15 99L—CT3
88 PBé61 T36
—CT3 45 CT10
99L——CT9 70 PB61
Fig.1 Phylogenetic tree of p23 (left) and p18 (right) gene sequence of 15

CTV isolates using MEGA 3.0
The trees unrooted were constructed by the neighbor-joining method with bootstrap 1000 repetitions.
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