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Abstract: In order to understand the epidemic situation of exogenous avian leukemia virus (ALV)
in broiler flocks in Shandong province, blood plasma were collected for virus isolation and identi-
fication by ELISA (detection of P27 antigen) and PCR. A strain of new ALV subgroup was isola-
ted and identified from commercial broiler flocks in a farm of Shandong province, named FC1505.
The env gene of the isolate was sequenced and indicated that the amino acid sequence of gp85 had
the highest gp85 identity of more than 95% to the strains of suspected subgroup K of ALV from
Chinese native breed chickens. Its gp85 identity to other known chicken ALV subgroups A-E and
J was lower than 90%. In order to further analyze the molecular properties of the isolate, the ge-
nome of the virus was sequenced and compared with those from other ALV reference strain of
different subgroups. The results showed that the gag, pol and gp37 genes of the isolate were
relatively conservative, with the identity more than 90% , and showed the highest identity to sus-

pected ALV-K isolates. Whole genome sequence analysis supported that the FC1505 isolate
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belongs to ALV-K. Following the reports of K subgroup ALV in Jiangsu and Southern China

provinces of China, this is the first report of an ALV-K isolate from broilers of Shandong

province and its whole genome analysis.

Key words: broiler flock; avian leukosis virus; isolation and characterization; whole genome

sequence analysis
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Table 1 Primers used to amplify genes
519 BAF IR T4 (5'—>3") H 93 [ /nt
Primers Sequence (5'—>3") Target gene
Env-F GAGGTGACTAAGAAAGATGAGGCGAGCC 5 200
Env-R CCATCAACCCAGGTGCACACCAATG
FC1-F GCGTGTAGTGTTATGCAATACTC 5 827
FCI-R ACTAATTGCGTTAGCGCTAC
FC2-F AGGAAGAGATTGTCTGCAGGGC P
FC2-R CCAAATAACCTTATCAGTGTCCCTG
FC3-F CTACTAGCCAAGGCAATGTATGC )
FC3-R TGAAGCCTTCTGCTTCATGCA 2189
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PEAL B O T R % o B AR Y AR . B — P
ALV 7385 bk 19 45 A 25 20 50 5 [ A Ak 2 4fGE 1Y
ALV TR BEAT 7 81 HE 820 M LB B 0. T
A BT AN R R ALV 225 bk R 5] 35 4F 43 5
) ALV Rtk fE B ILE 2.

ALV I Iy Bk G )

Subgroup Isolate (Accession No. )
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Fig. 1  Phylogenetic tree for gp85 amino acid sequences of
Shandong isolates and reference ALV strains of dif-
ferent subgroups
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Fig.2 Segmental sequence comparison between the isolate FC1505 and other ALVs
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