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Identification and Sequence Analysis of Endogenous Avian Leukosis Virus Element

in Genome of Hy-Line Brown Layers
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(1. College of Veterinary Medicine , Shandong Agricultural University, Tai’ an 271018, China;
2. Third Institute of Oceanography, State Oceanic Administration, Xiamen 361005, China)

Abstract: To study the integration site of endogenous avian leukosis virus(ALV) elements in the
genome of Hy-Line Variety Brown, a non-joined PCR amplicon (named HIL.-E1) was obtained
using a B family DNA polymerase from hypothermophilic archaea Thermococcus sp. 4557 (TXW-
PolB). HL-E1 contains three essential genes including gag, pol,and env and the 3’-LLTRs. And it
lacks 93,1 960 and 805 base pairs in the gag, pol and env genes,respectively. A 4 663 bp function-
al mutant of ALV integrated in the Hy-Line Variety Brown genome. The conserved env(highly
similar with endogenous avian leucosis virus) and LTR genes have identities of 96. 8% and 97. 4%
to evl site. This indicates a newly identified endogenous ALV sequence integrated in an unknown
site in the chicken genome.
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template(A) or using Hy-Line Variety Brown neck tissue DNA as template(B). M. 1 kb plus DNA marker (pur-

chased from Transgen Biotech) ;1-8. PCR amplicon of 72-52 °C annealing temperature
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Fig.2 Schematic illustration of HL-E1
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5 ev-1 F1 TW-3593 i) LTR KA. ki Z T
HL-E1 3k 41 /N B 8/ F Hofth ALV W #F (3%
1), BeAh, @ %t HL-E1 f2 28 1 = M 2 A )5
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Table 1 Comparison of HL-E1 strains with other subgroups ALV genes and genome size bp

ALV % W12 7% 3 1k

LR R AL R 4 Gene and genome

Reference of subgroup gag pol env LTR Genome
SDAUO09CI(A W.5#) SDAU09CL (Subgroup A) 2 106 2 691 1 842 234 7 469
SDAU09C2(B W.#£) SDAU09C2(Subgroup B) 2 106 2 688 1 845 246 7413
ev-1(E W #E) ev-1(Subgroup E) 2 106 2 487 1 851 274 7525
ALVE-BIOCE W#) ALVE-B10(Subgroup E) 2 106 2727 1851 274 7 250
JEA 1 Sy ik ALV 551 ALV sequence of gallus chromosome 1 2 106 2 706 1 851 274 =>7 221
NX0101(J WHE NX0101(Subgroup D 2 106 2622 1710 325 7 688
JSIICI(K WE#) JS11C1(Subgroup K) 2 106 2 688 1 806 327 7707
HL-E1l 2013 728 1 046 274 4663
HL-E1 2k 5% 3 %50 HL-E1 missing nucleotide number 93 1759—1 999 664—805 0 2558—3025

®2 HL-E1 5ERTEIMNEY ALV SHREFAMBEEH N R ALV 5 F 5 E M L&

Table 2 Comparison of HL-E1 strains with other subgroups ALV three genes and LTR homologous %
ALV H A # 5 2% 15 HL-El
Reference other subgroup gag pol env LTR
SDAUO09CI(A W) SDAU09ICI (Subgroup A) 95.3 92.2 91.2 25.2
SDAU09C2(B &) SDAU09C2(Subgroup B) 96. 3 93.3 90. 0 30.1
ev-1(E WHE) ev-1(Subgroup E) 98.7 96.0 96. 8 97.4
ALVE-BI0O(E W #f) ALVE-B10(Subgroup E) 99.3 98.1 99.1 98.5
JEXY 1 S Yk ALV F%1] ALV sequence of gallus chromosome 1 99. 3 98.2 98. 8 98.5
NX0101(J IE#E)NX0101(Subgroup J) 98.9 91.3 50.5 49.3
JSIICI(K W#$) JS11C1(Subgroup K) 96. 8 95.1 94.7 50.0
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