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Integration analysis of HBV transgene in genome of C57-TgN(HBVadr2. 0)SMMU3 transgenic mice

Z1 Xiao-yuan' , ZHANG Nan', BA Yue’, ZHANG Shu-zhong', YAO Yu-cheng', XIONG Jun', LI Jian-xiu!, WANG Xin-
min' , HU Yi-ping'® (1. Department of Cell Biology, College of Basic Medical Sciences, Second Military Medical University,
Shanghai 200433, China; 2. Department of Environmental Health, College of Public Health, Zhengzhou University, Zheng-
zhou 450052)

_ABSTRACT | Objective: To analyze the characters of HBV DNA integration in the transgenic mice genome of C57-TgN(HB-
Vadr2. 0)SMMUS3 strain. Methods: F6-F17 C57-TgN(HBVadr2. 0) SMMU3 transgenic mice were used. PCR, Southern blot-
ting and DNA sequencing were used to analyze the characters of hepatitis B virus transgene integrated in F6-F17 transgenic mice
genomic DNA. Results: The same copies of hepatitis B' virus genomic DNA was stably integrated into the genome of F6-F17
Co7-TgN(HBVadrZ2. 0)SMMUS3 transgenic mice and genetically transmitted from parents to offspring. The integrated trans-
gene contained the complete HBV genomic DNA including HBV pres, s, ¢ and x gene. DNA sequencing indicated that the
HBV transgene was adr subtype HBV DNA., Conclusion; The full-long HBV genomic DNA of adr subtype has been integrated
in the genome of the C57-TgN(HBVadr2. 0) SMMUS3 line transgenic mice.
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Tab 1  Sequences of primers used in PCR amplification
Name Number Sequence Product (bp)
Primers for pres gene Pl 5'-AGA GGC AAA TCA GGT AGG AGC GGG-3 238
P2 5'-TAG CAG AGC TTG GTG GAA TGT TGT GG-3°
Primers for s gene P3 5-0CC AAC CTC CAA TCA CTC ACC AAC C-3 444
P4 5-GGC CCC CAA TAC CAC ATC ATC CAT A -3
Primers for ¢ gene P5 5'- COT CAC CAT ACC GCA CTC AGG CAA -3 404
P6 5. CTA ACA TTG AGA TTC €CG A -3
Primers for x gene pP7 5-GGA CGT CCT TTG TCT ACG TCC CGT C-3 346
P8 5'-CCT AAT CTC CTC CCC CAA CTC CTC C-3
Primers for IL-3 gene P9 5'-GGG ACT CCA AGC TTC AAT CA-3’ 544
P10 5" TGG AGG AGG AAG AAA AGC AA-3
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Fig 1 Schematic representation of HBV
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P1-P8: Position of the primers
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Fig 2 PCR analysis of integration of hepatitis B virus genomic DNA in transgenic mice
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