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1. Steps to perform phylogenetic analysis
(refer to manual for detalls)

* Launch MEGA

* Open a merged file with suffix of .fas
* Select all sequences and run clustalW
* Trim sequences and rerun clustalW

* Click ‘Data’ = ‘Phylogenetic analysis’

* Go back to main page of MEGA and click ‘PHYLOGENY' =
‘Construct/Test Neighbor-Joining Tree’

e Polish tree
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AB154224 ID SC02-87 Monkey 2002
AB154218 ID FL97-01 Dog 1997
MW690144 MAS VRI-T541-2017 Dog 2017 Asian/SEAT
KP319222 CN JX JX10-37 Ferret badger 2010
JN974830 CN GZ CGZ0501D Dog 2005
KC465378 CN IM CNM1104D Dog 2011
KP202447 CN YN CYN14114D Dog 2014
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® These sequences can be classified into 3 clades,
l.e., Aisan, Arctic-related and Cosmopolitan, and [ &
can be further classified into 9 subclades.

® Query sequence (filled red circle) closely clusters T GUSHT092 N JX JX08.45 Feret adger 2008 |

. . . & KT894573 CN CQ HNNYD03 Dog 2011 | Asian/SEAZ

with 4 Genbank sequences (filled black circles) = KFS0T181 CN TV TW-1680 Ferret badger 2013 T Astan/SEAS
KP892527 CN TW 2014-3145 Ferret badger 2014 | Asan

AY352459 RU 304c Steppe fox 1977
FJ415312 CN IM NeiMeng@25 Raccoon dog 2007 .
KF700096 KR KRVC1305 Dog 2013 ’ Arctic-related/AL2
100 KY175230 CN XZ CXZ1501H Human 2015 |
JX987742 NP 11016NEP Dog 2011 7
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within in the subclade Cosmopolitan/ST

® The phylogenetic topology is highly consistent

with identity matrix H HE802675 PK Pk 23 Mouse 2010 Arctic-related/AL 1

KM099393 IN RV-IGU-R202 Mongoose 2014 |
— KY765901 TJ Tajik FTA Dog 2012 1 Cosmopolitan/other
AY35.2406 RU RV158Y Cat 1991 1
KU041698 CN XJ XJTKSFOX14 Fox 2014
AB570997 MN MGL-10 Cow 2006
@ KYG549620.1:60-1492 Rabies lyssavirus isolate CNIM1701 omplete genome
KX533960 CN IM NMFOX15 Fox 2015 Cosmopolitan/ST
@ Sample-N:Contig1
| @ KM016899.1:59-1491 Rabies virus isolate WQ14-RF complete genome
51| @ EF614254.1:1-1414 Rabies virus isolate Mongolia 6 nucleoprotein (M) mRNA complete cds
@ LC422733.1:1-1409 Rabies lyssavirus MGL18-01 N gene for nucleoprotein partial cds ]
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3. Practice session

Perform a phylogenetic analysis of the query sequences, draw a
phylogenetic tree and polish It.
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