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Abstract: Three strains of bovine parainfluenza viruses type 3 ( BPIV3) were successfully isolated from lung

tissues of sick cattle with symptom of fever and cough emerged at a farm in Xinjiang region, and further identified

by SYBR green RT — PCR. Their genome sequences were characterized. Three isolates of BPIV3 in total were

obtained and designated as XJ03, XJ022 and XJ023 respectively.

Genomic characterization of the two isolate

XJ03 and XJ023 showed their whole genome lengths were 15475 bp and 15477 bp respectively, and were

phylogenetically most closely related to the BPIV SD0835, with 99.3% identity at nucleotide, they all belong to

BIPV3 genotype C. Among isolates of BIPV3 genotype C,
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the isolates XJ03 and XJ023 exhibited the lowest
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nucleotide similarity with South Korean 12Q061 strain (97.5% ).

In comparison to strains SD0835, the F, N,

HN, L, P and M protein of isolate XJO3 have 99.63% , 92. 15% , 99.48% , 99.28% , 98. 50% and 100%

amino acid sequence identity to those of SD0O835, respectively, and there exist several new amino acid mutations.

These results would be helpful for the diagnosis and control of BPIV3.
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BPIV3 -7 CATTCAGCAGYTAYATATGTCC ATTCCTGGTCCYACTGATGG 6100 ~7830
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BPIV3 -9 GAATGTCAYCTCAATTCTCCTAT GTCTACCTTCTTGTTTTATYTCTTTCTC 8780 ~ 10360

BPIV3 - 10 TGAAAGATAAAGCATTATYCCC TCAGACCAAAARACACATCTAG 10120 ~ 11260
BPIV3 - 11 ATGGATGATCTDGGTCATGA GCCTGGTAAATACATCCAWGTA 11140 ~ 12280
BPIV3 - 12 TGATAAATGGRCTTGAAACTCC GATGCTATYTCTGCTAAACAAC 12150 ~ 13570
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BPIV3 43 A .B.C =/ANJE[H A, A &l BPIV3 F
BAFETALSE L H A, B H BPIV3 )4 B
B AFN, f 76 55 [ BT AR AE & B B BB R
C 7 BPIV3 434 T ERE  HAS, Z ATk 36
| HAETE A % BPIV3, John D. Neill 253 5 it 24
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John D. Neill TA k45 3 [F 7Y P A7 78 18 7 (1) 30
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