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Abstract Bovine leukemia virus (BLV) is the causative agent of bovine enzootic leukemia. This disease is an economic
importance of disease losses in cattle worldwide. The present study investigated the prevalence and genetic diversity of the env
gene of BLV in dairy cattle. Polymerase chain reaction revealed the prevalent as 34.2% (41/120). The phylogenetic analysis of
nucleotide sequences of env gene of 20 out of 41 positive samples showed 11 samples were designated as genotype G10, 7
samples were genotype G1, one sample was genotype G6 and one sample was undesignated genotype. According to results
of this study, the results showed prevalence and genotypic distribution of BLV in dairy cattle in Chiang Mai. This information

would be an advantage for the planning disease control in the future.
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Table 1 Prevalence of BLV in seven farms
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Farm No of samples No of positives Prevalence

A 34 14 71.2

B 8 5 62.5

C 9 3 33.3

D 9 3 33.3

E 19 5 26.3

F 19 8 421

G 22 3 13.6
Total 120 41 34.2
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gel immunodiffusion tagingaanuaugnlisenas
13.4 UAY3RUAY 3.4 AINAIAL (Bunyahotra et al.,
1994; Wongkasemijit et al., 1994) Tull A.A. 2008 {
MeuAgnIeansinde laiauudsiden
119 ulaanlagananaunuluandaminasslngis
ELISA mmwumiﬁmﬁy@’é@mz 32.5 (Rukkwamsuk
and Rungruang, 2008) T A.A. 2009 $181971a7N
Fwdaneyatifiamansindelafanziudaiden
1191ulafaed% ELISA wudvfulaundauaubes
Az 61.3 Wnauandenisdnidelada (Panneum et

al., 2009)

Table 2 Genotypic distribution of Bovine leukemia virus within seven farms

No Farm Sample Genotype Nucleotide difference
1 BLV.CM.7 G10
2 BLV.CM.12 G10
A BLV.CM.7 and BLV.CM.12 : 0.5% (2/430)
3 BLV.CM.13 G10
4 BLV.CM.15 G10
5 BLV.CM.35 G1
6 BLV.CM.37 G1
B N/A
7 BLV.CM.38 G10
8 BLV.CM.41 G1
9 BLV.CM.43 G1
10 C BLV.CM.44 G1 N/A
1" BLV.CM.45 G10
12 BLV.CM.56 G1
D BLV.CM.56 and BLV.CM.58 : 0.7%(3/430)
13 BLV.CM.58 G1
14 BLV.CM.63 G6
15 BLV.CM.68 G10
E BLV.CM.74 and BLV.CM.77 : 3.3%(14/430)
16 BLV.CM.74 G10
17 BLV.CM.77 G10
18 BLV.CM.99 G10
F BLV.CM.74 and BLV.CM.77 : 0.2%(1/430)
19 BLV.CM.100 G10
20 G BLV.CM.108 U N/A

N/A means identical of nucleotide sequences within the same genotype in each farm
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Figure 1. The phylogenetic tree was reconstructing base on 430
base pairs of env gene of BLV. The total of 73 strains that
contained 20 strains of Chaing Mai BLVs (closed black circle) and
53 BLVs deposited in the Genbank database were subjected in the
phylogenetic tree. The genotypes were assigned based on
position in phylogenetic tree corresponding to those of the
previous report. In this study, there were G10 (11/20), G1 (7/20),
G6 (1/20) and undesignated genotype (1/20). The maximum-
likelihood method with bootstrap 1000 value replicates created

with MEGA 7.0 software.
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