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1
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Fig.4 Sequence of M geneof CCV V1 and deduced amino acid sequence
(The initiatiion and stop codon were shadowed ; Sgnal peptide was underlined
Potentia N-glycosylating stes were covered with box)
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Fig.5 Anayssof hydrophobicity and antigenic index of M protein of CCV V1 and
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Cloning and sequence anadyssof membrane protein gene of
canine coronavirus stran V1

QIAO Jun', XIA Xian-zhu', HU Gui-xue®, XIE Zhi-jing" ,Y AN Fang',Y ANG Song-tao' , HUANG Gen'
(1 Insititute of Military Veterinary, Academy of Military Medical Sciences of PLA , Changchun, Jilin 130062, China;
2 College of Animal Science and Technology, Jinlin Agricultural University, Changchun, Jilin 130118, China)

Abstract : According to membrane protein gene sequence of canine coronavirus strain V1 reported by
GenBank ,a pair of gecific primers was desdgned and used to amplify M gene. The postive PCR product was
purified and ligatured with p GEM-T. The correct podtive recombinant was used for sequencing. The complete
length of M gene of CCV V1 was 789 bp and encoded 263 amino acids. The initiative 17 amino acids was sgna
peptide. The homology of nucleic acid and amino acid between CCV V1 and Insavc-1 was 91. 7 % and 90. 2 %
regectively. The different parts mainly exist in front of one third region of protein. Three hydrophobic regions
exist in the protein ,which denotes that it is a continuous cross membrane protein. Three N-glycosylating stes
were a9 found in region of 15- 17,38 - 40 and 234 - 236 amino acids,which possbly consst of antigenic ste
on the surface of the protein. Moreover ,there were some differences in the hydrophobicity and antigenic index
between two strains,which may cause some difference in immunogenicity.

Key wor ds :canine coronavirus; membrane protein gene;gene cloning ; sequence analys s



