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35 mm CEF  0.25% 200 x g
=6 4 ALV-] DNA TE
Monoclonal Antibody MAb JE9 ° -20C PCR SDO71K1
FITC Sigma IFA cDNA
CEF
SDO71K1 CEF 8~24 h 3h
1.1.2 PCR Kit TaKaRa DNA
MERCK SDO71K1 LTR
OMEGA T pMDI8-T T4DNA 1.3 PCR
TaKaRa ALV HPRS103
GenBank Accession No. 746390
1.2 SDO7LK1 cDNA SDO71K1 c¢DNA
SDO7LKI1 IFA 9 1
1 SDO7LK1 cDNA
Table 1~ Primers for PCR in amplification of SDO7LKI ¢DNA fragments
Segment Primers Sequences 5'—>3' Fragment sizes/bp
1 5-LTRF GGCTCTTATGTAACGATG 611
glR GGAAATCACCTTTATGACGG
2 2F GTGATAGTTAGGGAATAGTG 1174
2R TTGGGCAGGTCCTAAAATAA
3 23F TTATATGTCCTCCCCGCTGCT 1017
23R GGTAATAGTGATGTCCGCTCC
4 ok TATCAGCGCTCGGTGTAT 1155
plR CGCAACTGCTCATAAAAGGG
5 p2F GTAGCAGAACCCAGGATAG 807
p2R CAACAAACGCGGAGTCAG
6 p3F GGGTGTACAACAACTGGA 1307
EnvlR CCCTGGGACAACGGAAATAA
7 Env2F TCTGCTGCCATCGAGAGGTTACT 2423
Env2R GTGCTCGTAGTTGTCAG
8 3-LTRF GCTGCCTTGCTTGTCATAG 964
3-LTRR TGTCACAGGTGCTCGTAGT
9 3-LTRF GCTGCCTTGCTTGTCATAG 753/967
LTRR ACCCTACTTCCACCAATCG
1.4 SDO7LK1 ¢cDNA PCR 2
rTaq PCR TaKaRa 2.1 SDO7LK1 cDNA
9 SDO71K1 cDNA
PCR pMD18-T DNAstar 9 PCR
ALV-]
SDO7LK1 c¢DNA
1.5 SDO7LK1 GenBank accession No. FJ216405
DNAstar 7734 nt ALV-]
SDO7LK1 3 ORF
ORF

gag
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606 ~ 2711 2106 nt pol 7018 ~ 7114 97 nt DRI
2729 ~ 5350 2622 nt env 7155 ~ 7247 93 nt E XSR 7248 ~
5304 ~ 6995 1692 nt 7396 149 nt
3 HPRS103 GenBank Accession No. 746390 2.2 SDO7LK1 cDNA
ADOL-7501 GenBank Accession No. AY027920 ALV-]
NX0101 GenBank Accession No. DQ115805 ALV-J/SDO7LK1  ¢DNA
LTR 327 nt DNAstar
U3 1~226 7408 ~ 7633 226 nt R Clustal V 2
227 ~ 247 7634 ~ 7654 21 nt US 3 ALV-J HPRS103 ADOL-
248 ~ 327 7655 ~ 7734 80 nt 3’ 7501 NXO0101 SDO7LK1 gag  pol
3'UTR 6996 ~ 7632 LTR
637 nt Ins. TM  insertion encoding eny 2
transmembrane segment of TM 6798 ~ SDO71K1 3 ALV-)
7017 220 nt rTM redundant non-functional TM
2 SDO7LK1 ALV-]J
Table 2 Pair distences of SDO7LK1 genome and the representatives ALV-] strains
Gene SDO7LK1 HPRS103 ADOL-7501 NX0101
LTR 327 nt 95.4% 325 nt 92.0% 325 nt 93.5% 325 nt
gag 2106 nt 97.2% 2106 nt 95.3% 2106 nt 96.5% 2106 nt
pol 2622 nt 97.6% 2622 nt 98.0% 2622 nt 98.1% 2622 nt
env 1692 nt 94.0% 1692 nt 88.6% 1692 nt 93.1% 1692 nt
3'UTR 637 nt 86.0% 748 nt 87.9% 522 nt 67.2% 595 nt
Ins. TM 220 nt 96.4% 220 nt 94.7% 208 nt 93.2% 220 nt
™ 97 nt 64.9% 210 nt 85.7% T nt 57.7% 184 nt
DRI 93 nt 91.4% 93 nt 89.2% 93 nt 84.6% 91 nt
E XSR 149 nt 87.1% 147 nt 87.8% 147 nt 50.0% 14 nt
Genome 7734 nt 44.1% 7841 nt 53.1% 7612 nt 54.5% 7688 nt
3 B PCR
3-LTRF  LTRR SDO7LK1
10 J DNA PCR
ALV-] 753 bp 967 bp
24 HPRS103 ADOL-7501  NXO0101 SDO7LK1
! 3'LTR
ALV-] T 5'LTR A
ALV-]
3'UTR SDO7LK1 3'UTR
> ALV-] SDO7LK1 HPRS103 8% ADOL-7501
CEF DNA 9% NXO0101 14.9%
9 SDO7LK1 3'UTR “ E XSR "
PCR ¥ bp # 7248 ~ 7396 NX0101
ALV-] 4817
cDNA 10
SDO7LK1

5'LTR gag pol env 3'LTR
cDNA

“E XSR " J
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(A) pol
SLTR 8&ag eny 3'LTR
i J |
I 325 604 2709 5302 6993 K 7841
2727 5348 7517
(B) pol
5'LTR £ag eny 3'LTR
| | |
i, )
I 325 604 2709 5302 6990 7612
2727 5348 7288
© pol
5'LTR £ag env 3'LTR
i )l |
1 325 604 2709 5302 6993 K 7688
2727 5348 7364
®) pol
5'LTR gag eIV 'LTR
i J |
1 327 606 2711 5304 6995 7734
2729 5350 7408
2 ALV-]J
Fig.2 Proviral genomic structures of four different ALV-J. A HPRS103 B ADOL-7501 C NXO0101 D SDO7LKI.
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Sequence analysis for the complete proviral genome of Avian Leukosis Virus
Subgroup J strain SDO7LK1 isolated from layers

Guijie Guo Shuhong Sun Zhizhong Cui”
College of Animal Science and Technology Shandong Agricultural University Tai' an 271018 China

Abstract Objective To study the source and trend in evolution of ALV-] strains from layers in China. Methods The
genomic DNA extracted from chicken embryo fibroblasts CEF infected by ALV-] strain SDO7LKI isolated from layers was used
as template to amplify the ALV-] proviral DNA by PCR. Nine continuous and overlapping fragments were amplified with nine
pairs of primers according to published sequences then cloned into the T vector and sequenced. Results The complete
sequence of the whole genome of ALV-]J Chinese strain SDO7LK1 was first established. Conclusion Comparisons of SDO7LK1
sequence with that of the other Avian leukosis viruse strains by using DNAstar software demonstrated that the genes gag and
pol of ALV-] were relatively conservative the nucleotide identity of all the strains was over 95.0% . However the gene env
identity was only in the ranges between 88.6 and 94.0% .

Keywords subgroup J of avian leukosis virus layers the complete sequence of the whole genome
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