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ANropntMmbl U METOALI
rnobanbHOro BbipaBHUBAHUSA
nocriegoBaTeNibHOCTEMN.
MHoOXecTBeHHOE
BbipaBHMBaHWE.
PekoMOMHaLUMOHHbLIN aHaNn3



BbipaBHMBaHMe nocnepoBaTeribHOCTEN —METO/,
OCHOBaHHbLIN Ha  pasMelweHmn OByx wunm  bonee
nocneposatenoHocten  [OHK, PHK nnu 6enkos gpyr noa
apyrom Takmm obpasom, 4YToObl Jierko yBUOETb CXOAHbIE
y4acTKu B 9TUX nocnegoBaTeribHOCTAX. CXoaCcTBO NEPBUYHBIX
CTPYKTYP OBYX MOJIEKYI MOXET oTpaXkaTb Nx
dyHKUNOHArbHbIE,  CTPYKTYPHbIE UMM 3BOJHOLMOHHbIE
B3aMMOCBSA3MN. BbipOBHEHHbIE nocnegoBaTefibHOCTH
OCHOBaHUW HYKNeoTUa0B UMM aMUHOKUCIIOT OObIYHO
NpeacTaBnslTCsa B BUOE CTPOK MaTpuubl. [JobaBnstoTcs
paspbiBbl MEXOYy OCHOBaHUAMM TakmMm o06pasom, 4TOObI
OAWHAKOBbIE UITN NMOXOXNE SNIEMEHTHLI Dbl PaCcnONOXeHbI B
crieayoLwmx apyr 3a apyrom cronbuax matpuubl



[mobanbHoOe BblipaBHMUBaHUE

[lonaraetcqa, 4TO noOcCnenoBaTENbHOCTU
obrnagaloT O0CTaTOYHbIM  CXOACTBOM MO
BCEWN OINNHE

MoXXHO pa3gennTb Ha: nonapHoe
(BblpaBHMBaHWE OBYX
nocrnegoBaTernbHOCTEN) N MHOXECTBEHHOe
(BblpaBHMBAHME TPEX N bonee)

Camble pacnpoCcTpaHeHHbIE:
Clustal, T-Coffee, MAFFT n MUSCLE
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MAFFT

https://mafft.cbrc.ip/

T-Coffee

http://www.tcoffee.org/




Similarity

PekoMObMHaUMOHHbIM aHanus

Simplot (Lole et al., 1999)
https://sray.med.som.jhmi.edu/SCRoftware/simplot/

SimPlot - Query: HBoV3 RUS-Nscl1-N2512
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Analysis of HBoV genome sequences using Simplot (A) and Bootscan (B) methods.
Gray arrows show HBoV ORFs.



Bootstrap support (%)

PekoMObMHaUMOHHbIM aHanus

Simplot (Lole et al., 1999)
https://sray.med.som.jhmi.edu/SCRoftware/simplot/

HBoV3 RUS-Nscl1-N2512 scanned against
HBoV3 TU-A-210-07
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Analysis of HBoV genome sequences using Simplot (A) and Bootscan (B) methods.
Gray arrows show HBoV ORFs.



RDP — (http://web.cbio.uct.ac.za)
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RDP — (http://web.cbio.uct.ac.za)

Name of recombinant sequence
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Aay 593803 Piece of sequence from major parent
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Preparing your data Sl J-4 Influenza A H5N1 hemagluttininllHV-1 pol (recombinant data)

Cheoose a sequence alignment [GEIER =] ] Buibepute dann | HAstV fas

Please note that all selection analyses require a coding alignment. See for the list of Datamonkey analyses and data types that they can accept. To ensure that no single
job takes too long to run, there aiso are EIRLL Rl AIe 15] based on the analysis type.

BEELTY | Nucleotide (DNA/RNA) ¥ |

If you suspect that your data may contain recombinant sequences, please run a2 recombination (SBF or GARD) screen prior to

performing selection analyses on Datamonkey. Recombination can mislead selection analyses if it is not accounted for!

Click to | Upload |




SUCCESSFUL FILE UPLOAD

Read 16 sequences and 6358 nucleotide alignment columns and 1 pariifions.

Nucleotide composition

A 30.2108%
C 21.5166%
G 22.4216%
T 25.351%

8 seguences were renamed toc cecnfcrm to HyPhy standards. You can lock at the renamed
alignment in NEXUS format for reference.

AF141381 (HAsTV-3)-AF141381 HRSTV 3_
HM237363 (HastV-&) -HM237363_HASTV &
GR495608 (HA3TV-8) -G495608_ HASTV_ 6
FJ755402 (HAstV-1) -FJ755402_HASTV_1_
FJ755405 (HASTtV-1) -FJd755405_ HASTV 1
DR344027 (HAstw-4) -DR344027_HASTV_4_
DQO028633 (HASTV-5) -DR028&33_HASTV_5
FJ373758 (HAstTV-1) -FJ3T73759_HASTV_1_

BLAST yoursequences‘?'irﬁ{ﬁﬂrﬁéﬁ_HAS'W'j_ '\{ BLAST Away |

[ JoB ID:UFLoAD.868814535518859.1 [INFORMATION. OTHER ANALYSES] |

Proceed to the analysis menu




ANALYSIS OPTIONS

[ JoB ID:uPLoaD.868814535518859 .1 [InForMaTIoN OTHER ANALYSES] ]
Method: GARD M| Help)

Define a custom (or choose a “named” REY ¥ ) nucleotide substitution bias model (EEL)
| Tofrom | A | _c | 6 | T |

[AC v | (AT v |

Click to ‘ Run | the analysis.

Unsure which substitution model to use? an automatic model selection tool.
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TOPALI

PekoMOMHaUMOHHbIM aHanus

Predicting recombination regions
with HMM (Hidden Markov Model)
implemented in TOPALI. Default
parameter values were used. The
horizontal axis represents the site in
the alignment, the vertical axis
represents the probability for
topology change, and the dotted
line shows the 95 percentile under
the null hypothesis of no
recombination. SARS-CoV, IBV, BCoV
and HCoV was used, where
SARS-CoV-severe acute respiratory
syndrome-associated coronavirus,
BCoV-bovine coronavirus,
HCoV-human coronavirus, and
IBV-avian infectious bronchitis virus



