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Abstract: To explore the molecular characteristics of A11R from Goatpox virus( GTPV) , genomic DNA was extrac-
ted from Goatpox virus Gulang strains. The specific primers were designed and used to amplify A11R gene from genomic
DNA by PCR. The PCR product was ligated into pGEM-T
Y% H #3:2015-05-13 Easy vector. After transformation into Escherichia coli
B&TE  FRT R 85 AT RHIFL 10 (201310093 ) 5 5 A DH5a

SRBFEIL A0 H (31201892) 5 HlF & (1 AR 3 4 1 H
(1208RJZA101) ; 58 863" 13 H (2012AA101304 )
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TR TIGE, (Tel) 13019125792, ( E-mail ) 358496480 reading frame (ORF) of 954 nucleotides and the deduced

, the positive clones were sequenced and the se-
quences were analyzed with the bioinformatic softwares.

The result showed A7IR gene sequence contained an open

@ qq.com protein consisted of 317 amino acids with the theoretical
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% 3, (E-mail) thliying@ 163.com Analysis of secondary structure of protein A11R revealed
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that a-helix, B-strand and loop accounted for 29. 02%, 10.41% and 60. 57%, respectively. Multiple sequence alignment

showed ATIR gene from different Capripoxvirus isolates were highly conserved with similarity as high as 98%. Phylogenetic

analysis demonstrated that, GL and NK, TU and SA were grouped in one branch, indicative a close genetic relationship.
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Fig.1 PCR amplification of AIIR gene

" GTPV-PL  GIPV-GV  GIPV-FZ  SPPV-TU  SPPV-SA  SPPV-NK  LSDV-NI  GTPV-GL

ada (%) (%) (%) (%) (%) (%) (%) (%)
GTPV-PL 100 100 99 99 99 100 99
GTPV-GV 100 100 99 99 99 100 99
GTPV-FZ 100 100 99 99 99 100 99
SPPV-TU 99 99 99 100 100 99 100
SPPV-SA 99 99 99 100 100 99 100
SPPV-NK 99 99 99 100 100 99 100
LSDV-NI 99 99 99 98 98 98 98
GTPV-GL 99 99 99 100 100 100 99
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Fig.2  Phylogenetic tree of different isolates based on amino
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Fig.3 Hydrophilic and hydrophobic analysis of protein A11
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Fig.4 Analysis of flexible region and the antigenic index of protein A11R
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Fig.5 Simulated secondary structure of protein A11R
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Fig.6 Prediction of the 3D structure of protein A11R
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