
 PCV2 (MLP-25)/Pig/IND/MH509731

 PCV2 (MZ-5)/Pig/IND/LC004750

 PCV2 (pmws PCV)/Pig/CAN/AF027217

 PCV1/Pig/USA/AF071879

 BatACV2 (XOR7)/Bat/MMR/KC339249

 BatACV11 (Mengyuan2)/Bat/CHN/NC 055122

 ElkCV (Banff/2019)/Elk/CAN/MN585201

 BatACV9 (BtRf-CV-61/YN2010)Bat/CHN/NC 039033

 WhaleCV (IP13001)/Beaked whale/USA/MN103538

 BatACV13 (Sardinia)/Bat/ITA/MN928506

 CanineCV (UCD1-1698)/Dog/USA/KC241982

 RoACV4 (RtAs-CV/IM2014)/Rodent/CHN/KY370029

 RoACV7 (FJ01)/Rodent/CHN/MF497827

 RoACV2 (RtAc-CV-2/GZ2015)/Rodent/CHN/KY370042

 RoACV1 (RtMc-CV-1/Tibet2014)/Rodent/CHN/KY370034

 RoACV3 (RtMc-CV-2/Tibet2014)/Rodent/CHN/KY370039

 GoCV/Goose/DEU/AJ304456

 SwCV (H51)/Swan/DEU/EU056309

 MiCV (MiCV-DL13)/Mink/CHN/KJ020099

 BatACV1 (XOR)/Bat/MMR/JX863737

 PCV4 (HNU-AHG1-2019)/Pig/CHN/MK986820

 Mon-66/Mongoose/KNA

 BarCV/Barbel/HUN/GU799606

 HuACV1 (NG13)/Human/NGA/GQ404856

 EcatfishCV (H5)/Catfish/Hun/JQ011377

 BatACV3/Bat/CHN/BatACV3/Bat/CHN/JQ814849

 BatACV4/Bat/BRA/KT783484

 BearCV (UaCV/Reno/2014)/Bear/USA/MN371255

 CivCV (Pl-CV3)/Civet/JPN/LC416389

 RoACV5 (RtNe-CV/YN2013)/Rodent/CHN/KY370027

 BatACV6 (BtRa-CV/JS2013)/Bat/CHN/KJ641724

 BatACV7 (BtRs-CV/HuB2013)/Bat/CHN/KJ641723

 RoACV6 (RtAd-CV/SAX2015)/Rodent/CHN/KY370037

 Mon-1/Mongoose/KNA

 Mon-29/Mongoose/KNA

 BatACV10 (HK00220)/Bat/JPN/LC456718

 BatACV10 (HK02976)/Bat/JPN/LC456717

 BatACV8 (BtMr-CV/GD2012)/Bat/CHN/2012/NC 038390

 BatCV12 (BtPspp.-CV/GD2012)/Bat/CHN/KJ641716

 BatACV5 (BtPa-CV-1/NX2013)/Bat/CHN/KJ641727

 BatACV5 (BtPa-CV-1/NX2013)/Bat/CHN/NC 038387

 BFDV (Taiwan-2)/Sun parakeet/TWN/KP677587

 BFDV/Psittaciformes/USA/AF071878

 PenCV (Croz chick)/Penguin/ATA/MN164703

 GuCV/Gull/UK/DQ845074

 PiCV (CoCV)/Pigeon/DEU/AF252610

 MosACV1 (CCirVL/Fresno)/Mosquito/USA/MH188038

 FiCV/Finch/UK/DQ845075

 StCV/Starling/DEU/DQ172906

 ZfiCV (8454V25-1)/Zebra finch/DEU/KP793918

 CaCV/Canary/AUS/AJ301633

 TiACV1 (A1)/Tick/USA/KU230452

 RaCV (4-1131)/Raven/AUS/DQ146997

 TiACV2 (hlj-Ic.518)/Tick/CHN/KX987146

 Cyclovirus putative Rep sequences
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Supplementary material S5: Phylogenetic analysis of the putative replication-associated proteins (Rep) of mongoose associated
circoviruses (A), and cycloviruses (B).

(A) Phylogenetic analysis of the putative replication-associated proteins (Rep) of mongoose associated circoviruses (Mon-1, -29
and -66) with those of other circoviruses. The virus name/source (detected in animal species)/country are shown for the Mon
sequences, while the species, or virus name (isolate)/source (detected in animal species)/country/GenBank accession number
have been mentioned for the other circovirus sequences. The tree was constructed by the maximum likelihood (ML) method,
with the LG model of substitution and 1000 bootstrap replicates. Cyclovirus putative Rep sequences were used as the outgroup.
Scale bar, 0.5 substitutions per amino acid. Bootstrap values of <80 is not shown. Mon-1 and -29 are shown with black circles,
whilst Mon-66 is highlighted with a red circle. BarCV: barbel circovirus; BatACV: bat associated circovirus; BFDV: beak and
feather disease virus; CaCV: canary circovirus; ChimpACV: chimpanzee associated circovirus; CivCV: civet circovirus; CV:
circovirus; DuCV: duck circovirus; EcatfishCV: European catfish circovirus; ElkCV: elk circovirus; FiCV: finch circovirus; GoCV:
goose circovirus; GuCV: gull circovirus; HuACV: human associated circovirus; MiCV: mink circovirus; MosACV: mosquito
associated circovirus; PenCV: penguin circovirus; PCV: porcine circovirus; PiCV: pigeon circovirus; RaCV: raven circovirus;
RoACV: rodent associated circovirus; StCV: starling circovirus; SwCV: swan circovirus; TiACV: tick associated circovirus;
ZfiCV: zebra fish circovirus.



Supplementary material S5: Phylogenetic analysis of the putative replication-associated proteins (Rep) of mongoose associated
circoviruses (A), and cycloviruses (B).

(B) Phylogenetic analysis of the putative replication-associated proteins (Rep) of mongoose associated cycloviruses (Mon-20, -24,
-32, -58, -60 and -62) with those of other cycloviruses. The virus name/source (detected in animal species)/country are shown for
the Mon sequences, while the species, or virus name (isolate)/source (detected in animal species)/country/GenBank accession
number have been mentioned for the other cyclovirus sequences. The tree was constructed by the maximum likelihood (ML)
method, with the LG model of substitution and 1000 bootstrap replicates. Circovirus putative Rep sequences were used as the
outgroup. Scale bar, 0.5 substitutions per amino acid. Bootstrap values of <80 are not shown. Mon-20 and -24 are shown with
pink circles, Mon-32 is highlighted with a green circle, whilst Mon-58, -60 and -62 are indicated with brown circles. AntACyV: ant
associated cylcovirus; BatACyV: bat associated cyclovirus; BoACyV: bovine associated cyclovirus; ChickACyV: chicken
associated cyclovirus; ChimpACyV: chimpanzee associated cyclovirus; CroACyV: cockroach associated cyclovirus; CyV:
cyclovirus; DfACyV: dragonfly associated cycovirus; DuACyV: duck associated cyclovirus; FeACyV: feline associated cyclovirus;
GoACyV: goat associated cyclovirus; HoACyV: horse associated cyclovirus; HuACyV: human associated cyclovirus; MoACyV:
mouse associated cyclovirus; PffACyV: Pacific flying fox associated cyclovirus; RoACyV: rodent associated cyclovirus; SpACyV:
spider associated cyclovirus; SqACyV: squirrel associated cyclovirus.


