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XXXXX|Rat|Rattus_tanezumi|RT-08|Singapore[2012

MT085302|Rat|Maxomys_surifer|ParaV|RtMs-ParaV/TI2006| Thailand|2006
MT085297|Rat|Bandicota_indica|ParamyxoV|RtBi-ParaV/Tt2013|Thailand|2013
MZ328277|Rat|Rattus_norvegicus|JeilongV|Wenzhou_Rattus_norvegicus_Jeilongvirus_1|China|2016

100[ MT085299|Rat|Rattus_exulans|ParaV|RtRe-ParaV/Cm2009|Cambodia|2009
MT085303|Rat|Rattus_exulans|ParaV|RtRe-ParaV/TI2006|Thailand|2006
JN689227|Rat|Rattus_andamanensis|JeilongV||TailamV|TL8K|Hong_Kong|2009 Tailam virus
KX940963|Rat|Rattus_rattus|JeilongV|BeilongV|YLRR120908_1K|Hong_Kong|2008

1004 MT085491|Rat|Rattus_norvegicus|JeilongV|BeilongV|Rbeiv/GD2017|China|2017

92 £ DQ100461|JeilongV|BeilongV|Australia|2005 Beilong virus
190 L 0K623358|Rat|Rattus_norvegicus|JeilongV|BeilongV|Ninove/Rn/1/2019|Belgium|2019
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KX940961|Rat|Rattus_norvegicus|JeilongV|BeilongV|ERN081008_1S|Hong_Kong|2008
MZ328283|Rat|Rattus_nitidus| V|China|2016
MZ328280]| ivi ful |JeilongV|Longquan_Nivi I _jeilongvirus_2|China|2016

MT823461|Mouse|Apodemus_agrarius|JeilongV||Aa17-255|South_Korea|2017
MZ328281|Mouse|Apodemus_agrarius|JeilongV|China|2016

p i|ParaV/NX2015|China|2015 Rodent paramyxovirus

KY370 Apod i |JeilongV|JeilongV_

0K623357|Vole|Myodes_glareolus|JeilongV|BE/Ninove/Mg/1/2019|Belgium|2019
MG516455|Vole|Myodes_glareolus|JeilongV|Pohorje_myodes_p: yxovirus_1|TT02/05| ial2016 Poho—
OM030330|Vole|Eoth _melanogaster|JeilongV|Wufeng_Eothenomys_melanogaster_jeilongvirus_1|China|2016

AY900001|Mouse|M JeilongV|J-Virus|Australial 1970 Jdnvirus|
w2

MZ328282|Mouse|Apodemus_agrarius|JeilongV|China|2016
MG573141|Mouse|Lophuromys_machanguilJeilongV|MMLV-2|M0Z135_2|Mazambique|2011
OK623362|Mouse|Praomys_rostratus|JeilongV|Meliandou_praomys_virus|GN/Meliandou/Pr/1|Guinea|2018
100 0K623364|Rat|Lophuromys_sikapusilJeilongV|GN/Meliandou/Lm/1/2018|Guinea|2018

100 MG573140|Mouse|Lophuromys_machanguilJeilongV|MMLV-1|MOZ135_1|Mozambique|2011 MMLV-1

0K623366| |Uranomys_ruddilJeilongV|AFGN2| 12018
i MT823463|Mouse|Apodemus_agrarius|JeilongV||Aa17-154|South_Korea|2017
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OM030331|Mouse|Typhlomys_cinereus|JeilongV|Wufeng_Typhlomys_cinereus_jeilongvirus_1|China|2016

MG203877|Bat|Miniopterus_griveaudifJeilongV|PV-16797|Comoros|2011 ~ Bat paramyxovirus 16787
MG20387 iniopterus_griveaudilJeilongV||PV-17770|Mad 12012 Bat paramyxovirus 17770
KC154054 iniopterus_: ibersii|JeilongV||ParaV/Anhui2011|China|2011 M. schreibersii paramyxovirus

MG230624|Bat|Mini us sp.|JeilongV|ParaV/B16-40|South_Korea|2016 Shaan virus

0OM030334|Bat|Myotis_davidiilParaV|JSB_DaWei|China|2016

0L630969|Bat[Hipposideros_armiger|JeilongV|China|2021
MZ312421|Bat|Hipposideros_galeritus|JeilongV|PREDICT-PmV-74/PDF-0699|Malaysia|2012
OK210083|Bat|Tadarida_brasiliensis|ParaV[BC5|USA|2017

OM030337|Bat|Murina_leucogaster|ParaV|WFB_BaiGuan|China|2016
MZ328290|Bat|Rhinolophus_pearsonii|ParaV|WFB_Rpear|China|2016
KJ641657|Bat|Murina_leucogaster|JeilongV|BtMI-ParaV/QH2013|China|2013 Bat paramyxovirus

OM030335|Bat|Myotis_davidii|ParaV|YJB_DaWeilChina[2016
MZ328 |Miniopterus_schreibersii|ParaV|JSB_Msch|China[2016

MN561699|Hedgehog|Erinaceus_europaeus|JeilongV||BelerinaV|HH114|Belgium|2015 Belerina virus

100 MZ753810|Bat|D X |ParaV|ara25B|Brazil|2007

MZ312424|Bat|Diaemus_youngi|JeilongV|PREDICT/PBZ-3205|Brazil|2013
LC431581|Cat|Felis_catus|Feline-ParaV|JeilongV|Japan|2019 Feline paramyxovirus
MZ312420|Bat|Carollia_perspicillata|ParaV|PREDICT-PmV-13/PDF-3308|Brazil| 2014
100 MZ328278|Nivi _nivi |JeilongV|China|2016

100 OMO030338|Rat|Rattus_losealJeilongV|WZS_HuMao|China|2016

0K623363|Mouse| is|JeilongV| |GN/Meliandou/Mn/1/2018|Guinea|2018

ys_|

100 MW579602|Mouse|Lophuromys_machanguilJeilongV||RulomaV|TA502|Tanzania|2013 Ruloma virus
0K210080|Rat|Neotoma_albigula|ParaV|AK5|USA|2017

00— KF278639|Rat|Rattus_rattus_sladeni|HenipaV|MojiangV|Tongguan1|China|2012

Henipavirus

L OM101129|Shrew|Crocidura_lasiura|HenipaV|LangyaV|SDQD_$2001|China|2020

AY286409|Rat|Rattus sp.[NarmoV|MossmanV/|Australia|1970 Nar-

Maximum likelihood phylogeny of full Jeilongvirus genomes generated using the
GTR + GAMMA model in RaxML. Coloured taxa represent exemplar Jeilongvirus
species. Red fonts indicate novel genomes generated from Rattus tanezumi in
this study. Bootstrap values greater than 70% are indicated at branch nodes.
The scale bar denotes nucleotide substitutions per site.



