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Genotype Identification and Analysis of Bovine Viral Diarrhea Virus in Yili Valley Area

WANG Chuan-feng (Yili Vocational and Technical College, Yining, Xinjiang 835000)

Abstract In order to find out the genotype of BVDV infection in cattle farms in Yili Valley area,using a universal primer for the 5'-UTR of
the BVDV genome, gene amplification, sequencing and blasting, phylogenetic tree construction were conducted on suspected infection samples
by one-step RT-PCR. The results showed that 1 of 12 suspected samples was PCR positive, and the genotype was identified as BVDV2. The re-
sults of the study indicated that there was BVDV2 infection in large-scale cattle farms in the Yili Valley,which provided theoretical basis for the

prevention and control of BVD in large-scale cattle farms in this area.
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Login ID Year Country/Region Name Strain Genotype Species
FJ387317.1 2009 ESE BVDV1-8070606 8070606( B) BVDV1b 2}
EU159702.1 2010 [ S 4 BVDV-XJMNS CXJMNS BVDVla S
LT901731.1 2017 i [E BVDV1-MRI1368 MRI1368 BVDV1b 4
EU555287.1 2008 v [ A ] T BVDV-LTY LTY BVDVlc 4+
MH753465.1 2012 +HH BVDV1-TR81 TR81 BVDV1b 4
FJ493477.1 1998 B BVDVI-P-AT P-AT BVDV1b 4
MK381384.1 2018 = BVDV1-208-KT/18 208-KT/18 BVDV1b 4
LT902255.1 2017 B BVDV1b-MRI2027 MRI2027 BVDV1b 4
KY865359.1 2016 o E YT BVDV1-DZ-2 DZ-2 BVDV1b 4
FJ527854.1 2004 L alEspa BVDV-XJ04 XJ-04 BVDV2 4
KC596020.1 2013 FEHE BVDV2-125¢ 125¢ BVDV1 4
AF091605.1 1998 5| BVDV—-OregonC24V Oregon C24V BVDV1 4
JQ679447.1 2005 EpE BVDV1-S-11580 S-11580 BVDVI1 4
KF925505 2013 PEdb BVDV-BJ1305 BJ1305 BVDV1 4
GU395526.1 2006 [ BVDV1-MSI MSI1 BVDV1b 4
KY985210.1 2015 (AL BVDV1-92SV1003 925v1003 BVDV1 4
KF856288.1 2013 r BVDV1-X]J XJ BVDV1 4
KF856287.1 2012 b [ e BVDV2-ShaWan ShaWan BVDVI1 4
FJ387276.1 2005 E| BVDV1-Dorado Dorado BVDV1b 4
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Fig.1 RT-PCR amplification results
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3 4 5 6 7 8 9 10 [ 11 12 |13 | 14 | 15 | 16 17 | 18 | 19 | 20
1 86.6 |96.2 |96.6 |96.2 |96.2 (91.6 (92.0 |97.7 |97.2 |97.7 [96.2 (39.0 | 73.0 |969 [885 (754 (771 1 BVDV1-925V1003.seq
2 975 (98.6 |986 |975|91.0 |[91.4 (982 |98.0 |989 |97.8 (394 (76.7 |975|888 |786 [771| 2 BVDV1-208-KT-18.seq
3 £ 2 971|979 |971(915 (918|986 |972|993 (986 (39.9|764 |979 |887 (786 (779 | 3 BVDV1-8070606.seq
4 142|147 86.4 [87.2 [85.0 |87.4 |86.7 |850 (864 (858 |39.9 |749 |865 (875 (773|687 | 4 BVDV1-BJ1305.seq
5 32 |18 | 22 972 916|919 |972 (976 (971|972 |385 |76.0 (965|885 |780 |745| 5 BVDV1b-MRI1368.seq
6 28 | 07 | 22 |137 90.5 (908 975 (971 (975|972 (392 (756 (969 881|779 (760 | 6 BVDV1b-MRI2027 .seq
7 32 (15|22 |146| 30 | 22 90.8 (918|972 |968 |97.8 (971 (402 |775|965 [88.7 (796 |771| 7 BVDV1-Dorado.seq
8 32 (18|22 |141| 29 [ 18 | 30 90.9 (912|979 (972|978 (972 |38.8 |764 |97.2 [878 (787|753 | 8 BVDV1-DZ-2.seq
@ 9 82 (89|84 |163(83 95|93 |91 96.2 (920|904 |914 |90.7 (389 (742|910 (905|767 (713 | 9 BVDV1-LTY.seq
5 10 |78 | 85 | 80 |133 |80 (92 | 80 | 88 924 918 (915|389 (742 (913 (912|767 |714 | 10 BVDV1-Manasi.seq
g 1 16 |11 |07 |143| 22 |18 |22 |14 |82 |78 97.9 (397 |752 (986 (887 [77.7 [764 | 11 BVDV1-MS1.seq
a 12 (21 |12 |21 |164 |17 (21 |25 |21 |96 |87 |12 379 (752|968 |87.1|744 (755 | 12 BVDV1-P-AT.seq
13 (16 |11 |07 |147 |22 (18 |22 |15 |85 [81 |00 |12 76.0 |986 (89.2 (78.0 [775] 13 BVDV1-5-11580.seq
M |32 |15 | 07 |154 |22 | 22 |22 | 22 |93 (89| 45 |21 | 15 77.0| 14 BVDV1-TR81.seq
15 [125.0(123.3|120.9|119.9({128.3(123.9|119.2|126.1|126.1(126.7|121.5|132.0{120.9 BVDV1-XJ.seq
16 (341 (29.0 1298 |306 (291 (297 |27.7 |285|31.7 |[31.6 (304|303 |304 BVDV2-125c.seq
17 (23 |18 |14 |150( 36 (32 |29 |28 |89 (86 |07 | 24 | 07 BVDV2-ShaWan.seq
18 |11.8 [124 |127 [13.1[11.9[124 (127 (129 | 97 | 89 (117 [137 [11.9 BVDV-OregonC24V.seq
19 (30.3 |26.1 1263|269 [26.1 (261 |246 |25.0 |279 (279 (267 | 313|273 32 BVDV-XJ04.seq
20 (264 (265|254 |40.7 [30.3 (28.0 | 265|291 |357 [35.3 (274 |28.8 |259 |26.5 [136.1/45.0 | 275 | 365 BVDV-YL1.seq
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Fig.2 The nucleotide similarity comparison of BVDV
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Fig.3 Phylogenetic tree constructed by BVDV 5’-UTR
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