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Cloning and sequence analysis of fiber gene of the
egg drop syndrome virus
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Abstract:[Objective] The research is to study the full length nucleic acid sequence of fiber gene of
Henan HNO03 isolate of egg drop syndrome virus (EDSV). [Method] One pair of primers was designed and
synthesized according to the fiber gene nucleic acid sequence (Z86065) of (EDSV) retrieved from the Gen-
Bank. Fiber gene of Henan HNO3 isolate of EDSV was amplified by PCR, then was cloned into pTG19-T
Easy vector and sequenced. [Result] The result indicated that the full length sequence of fiber gene consis-
ted of 1 935 bp,which included one open-reading frame,encoding 644 amino acid residues. There were five
potential N-glycosalation sites and five cysteines in the deduced amino acid sequence. The sequence analysis
showed that the identity was 99. 3% at nucleotide level between HNO3 isolate and EDSV AV-127 strain,
and 98. 9% at nucleotide level between HNO3 isolate and quail adenovirus QU strain. [ Conclusion] It
showed fiber gene for adenovirus was highly conserved.
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B 2 R pTG19-fiber 1Y% 2l PCR %5
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Identification of recombinant plasmid by digestion (BamH | \EcoR [ ) and PCR

M. \-EcoT14 T digest DNA Marker; 1. Recombinant plasmid pTG19-fiber digestion by BamH [ ;2. Recombinant plasmid pTG19-fiber
digestion by EcoR | ;3. PCR product of recombinant plasmid pTG19-fiber;m. D1.2000 DNA Marker.
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Table 1

Comparison of the deduced amino acid sequences

of fiber protein genes of adenoviruses

93 T SRR 2 5 A7 A5 IR FR Y/ %
Virus strain Site of difference Homology

AV-127 1 HNO3 .
AV-127and HNO3 86,312,320,328,333 99. 2
AV-127 i QU 15,18,86,172,273, 98. 8
AV-127 and QU 333,357,452 o
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