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Serotype: A Report date: 21/08/2013
WRLFMD Ref No: Amur/2/RUS/2013 Reported by: N.J. Knowles
Batch No: WRLMEG/2013/00019 Checked by: D.P. King
Sender Ref: A/Amur/2/RUS/2013
Location: Ust-lvanovka, Blagoveschensk, Amurskaya oblast, Russia  Topotype: ASIA
Date collected: 08/08/2013 Genotype/strain: Sea-97
Date received by WRLFMD: 21/08/2013 Sequence filename: RUS13-AH.SEQ
Date received for sequencing: n/a Date sequence last updated: 21/08/2013
Species: Cattle No. of Nt determined: 636
Material used: epithelium No. of ambiguities: 0
Region sequenced: VPI Gene length: 636
RT-PCR primers: not known Total no. of comparisons: 1666
Min. no. of nt for comparison: 600
Total turn-around time: 0 days
Comments:
Most Closely Related Viruses
Pos.  Virus name Filename i::";:t :1\;::1.1.‘[;1‘, :;1‘:1‘1;:. Y%Ild. %% Dil.  Topotype Strain
1 A/GDMM-CHA-2013-S (LVRI) CHA13-AA 636 634 0 99.69 0.31 ASIA Sea-97
2 A/Zabaikalsky/RUS/2013 (ARRIAH) RUS13-AA 636 634 0 99.69 0.31 ASIA Sea-97
3 A/Amur/3/RUS/2013 (ARRIAH) RUS13-Al 636 633 0 9953 047 ASIA Sea-97
4 A/KAZ/2/2013* (ARRIAH) KAZ13-AB 636 633 0 99.53 047 ASIA Sea-97
5 A/Amur/RUS/2013" (ARRIAH) RUS13-AG 636 632 0 99.37 0.63 ASIA Sea-97
6 A/MOG/2013 (ARRIAH) MOG13-AA 636 632 0 99.37 063 ASIA Sea-97
7 AJQHXN-CHA-2013-B (LVRI) CHA13-AB 636 632 0 99.37 063 ASIA Sea-97
8 A/KAZ/1/2013* (ARRIAH) KAZ13-AA 636 631 0 99.21 0.79 ASIA Sea-97
9  A/TAINM5/2012 TAI12-15 636 630 0 99.06 0.94 ASIA Sea-97
10 AITAI/1/2011 TAI11-01 636 620 0 97.48 2.52 ASIA Sea-97
Most Closely Related Reference Viruses
(see hup://www.wrlfimd.ore/fimd_genotvping/prototypes, htm)
Pos.  Virus name Filename :i:“;:t :I‘\:::I.ullli :I:\l:{,i[:‘ %I1d. % Diff.  Topotype Strain
1 A/TAI7/2003 (HQ116312) TAI03-07 636 596 0 93.71 6.29 ASIA Sea-97
2 AITAI2/97 (EF208778) TAI97-02 636 574 0 90.25 9.75 ASIA Sea-97
3 AITAI118/87* (EF208777) TAIB7-AD 636 558 0 87.74 12.26 ASIA Thai-87
4 A22/IRQ/64 (AY593763) IRQ64--A 636 525 0 8255 1745 ASIA Az
5 A/IRN/2/87 (EF208770) IRN87-02 633 519 0 81.89 18.01 ASIA Iran-87
68 A15/Bangkok/TAI/G0 (AY593755) TAIE0-D 636 516 0 81.13 18.87 ASIA A15
7 AIGHA/MB/73 GHA73-16 633 513 0 81.04 18.96 AFRICA G-VI
8 A/IRN/78/2009 IRN09-78 636 515 0 8097 19.03 ASIA Iran-05"%%
9 A/TUR/1/2008 TUR08-01 636 514 0 8082 1918 ASIA  Iran-05"Y
10 A/BAR/6/2008 BAR08-06 636 513 0 8066 19.34  ASIA  Iran-05%"%

nt. nucleotides
* not a WRLFMD reference number
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Serotype: A Report date: 21/08/2013
WRLFMD Ref No: Amur/3/RUS/2013 Reported by: N.J. Knowles
Batch No: WRLMEG/2013/00019 Checked by: D.P. King
Sender Ref: A/Amur/3/RUS/2013
Location: Krasnoe, Tambovskiy, Amurskaya oblast, Russia Topotype: ASIA
Date collected: 16/08/2013 Genotype/strain: Sea-97
Date received by WRLFMD: 21/08/2013 Sequence filename: RUS13-A1LSEQ
Date received for sequencing: n/a Date sequence last updated: 21/08/2013
Species: Cattle No. of Nt determined: 636
Material used: epithelium No. of ambiguities: 0
Region sequenced: VPI Gene length: 636
RT-PCR primers: not known Total no. of comparisons: 1666

Min. no. of nt for comparison: 600

Total turn-around time: 0 days
Comments:

Most Closely Related Viruses

Pos.  Virus name Filename 2::“31 E;:I]\t ah:::l.ai(él.‘ %I1d. % Diff.  Topotype Strain
1 AJAmMur/RUS/2013* (ARRIAH) RUS13-AG 636 635 0 99.84 0.16 ASIA Sea-97
2 A/Amur/2/RUS/2013 (ARRIAH) RUS13-AH 636 633 0 99.53 047 ASIA Sea-97
3 A/GDMM-CHA-2013-S (LVRI) CHA13-AA 636 633 0 99.53 047 ASIA Sea-97
4 A/Zabaikalsky/RUS/2013 (ARRIAH) RUS13-AA 636 633 0 99.53 0.47 ASIA Sea-97
S A/KAZ/2/2013" (ARRIAH) KAZ13-AB 636 632 0 99.37 063 ASIA Sea-97
6 A/MOG/2013 (ARRIAH) MOG13-AA 636 631 0 99.21 0.79 ASIA Sea-97
7 AJQHXN-CHA-2013-B (LVRI) CHA13-AB 636 631 0 99.21 079 ASIA Sea-97
8 A/KAZ/1/2013* (ARRIAH) KAZ13-AA 636 630 0 99.06 094 ASIA Sea-97
9  A/TAINMS5/2012 TAI12-15 636 629 0 98.90 1.10 ASIA Sea-97

10 A/TAI/M/2011 TAI11-01 636 619 0 97.33 2.67 ASIA Sea-97
Most Closely Related Reference Viruses
(see httpy/www.wrlfind.org/find_genotyping/prototypes.htm)

Pos. Virus name Filename I:;::ﬂ;' :i:tcrl? ;:?b:;,j % ld. % Diff. Topotype Strain
1 AITAI7/2003 (HQ116312) TAIO3-07 636 595 0 93.55 645 ASIA Sea-97
2 AITAI2/97 (EF208778) TAI97-02 636 573 0 90.09 9.91 ASIA Sea-97
3 A/TAII118/87* (EF208777) TAIB7-AD 636 557 0 87.58 12.42 ASIA Thai-87
4 A22/IRQ/B4 (AY593763) IRQE4--A 636 525 0 82.55 17.45 ASIA Az
5 A/IRN/2/87 (EF208770) IRN87-02 633 519 0 81.99 18.01 ASIA Iran-87
6 A15/Bangkok/TAI/60 (AY593755) TAI60--D 636 517 0 81.29 18.71 ASIA A15
7 A/IRN/78/2009 IRN09-78 636 515 0 8097 1903 ASIA  Iran-057"%
8 A/GHA/MG/73 GHA73-16 633 512 0 80.88 19.12 AFRICA G-Vl
9 ATUR/1/2008 TUR08-01 636 514 0 8082 1918 ASIA Iran-05""°

10 A/BAR/6/2008 BAR08-06 636 513 0  80.66 19.34  ASIA  Iran-05"%

nt, nucleotides
*.not a WRLFMD reference number

Assembled with Report Generator v4.1
© The Pirbright Institute (not to be reproduced without permission)



Report on FMDV A in the

Russian Federation in 2013
Batch: WRLMEG/2013/00019

ANITI9/2012
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oo | AIVITIB/2012
ANITINTI2012
ANITI6/2012
ANITI15/2012
AIMAYI72012
ATAI15/2011

’ indicates viruses in this batch

Software: MEGA 5.2

Analysis
Analysis Phylogeny Reconstruction
Scope All Selected Taxa
Statistical Method -----s-=ssssneeemn Neighbor-joining
Phylogeny Test
Test of Phylogeny ------------------- Bootstrap method
No. of Bootstrap Replications ------- 1000
Substitution Model
Substitutions Type ----------—---- --- Nucleotide
Model/Method -------m-eenmeeemnnen Kimura 2-parameter model
Substitutions to Include --——---—- d: Transitions + Transversions
Rates and Patterns
Rates among Sites ------------—-- --- Uniform rates
Pattern among Lineages ---------—---- Same (Homogeneous)
Data Subset to Use
Gaps/Missing Data Treatment -----—- Pairwise deletion

Codons Included
No. of Sites : 639
No Of Bootstrap Reps = 1000
Only bootstrap values of 70% and above are shown

--——-- 1st+2nd+3rd+Non-Coding

*, not a WRLFMD Ref. No.

N.J. Knowles, K. Bachanek-Bankowska & J. Wadsworth,
21 August 2013

© The Pirbright Institute
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