
 
Figure S1 Whole genome phylogene,c analysis of Papillomaviridae. Maximum likelihood tree of 

representa,ve member species from each genus within the Papillomaviridae family. The tree was 

constructed using with the Best-fit model (GTR+F+I+G4) selected based on the Bayesian Informa,on 

Criterion (BIC). Bootstrap analysis was performed with 1,000 ultrafast bootstrap replicates, and 

bootstrap values ≥ 70 are displayed. Colored labels indicate different subfamilies. The sequence 

obtained in this study (PV540703) is highlighted in bold red, while other papillomaviruses from Equus 

are shown in bold. 

 

KF857586 Vulpes vulpes papillomavirus 1
X70827 Human papillomavirus 4
HG530538 Mesocricetus auratus papillomavirus 1
DQ217793 Bos taurus papillomavirus 7
AY722648 Canis familiaris papillomavirus 2
KP757765 Rusa timorensis papillomavirus 1
DQ091200 Capra hircus papillomavirus 1
AF486184 Bos taurus papillomavirus 3
M17463 Human papillomavirus 5
FJ379293 Erinaceus europaeus papillomavirus 1
GU220391 Bettongia penicillata papillomavirus 1
KC858264 Eptesicus serotinus papillomavirus 2
DQ366842 Rousettus aegyptiacus papillomavirus 1
X56147 Human papillomavirus 41
AY684126 Erethizon dorsatum papillomavirus 1
JX123128 Eidolon helvum papillomavirus 1
JQ692938 Miniopterus schreibersii papillomavirus 2
KC858263 Eptesicus serotinus papillomavirus 1
KC858266 Rhinolophus ferrumequinum papillomavirus 1
KC020689 Castor canadensis papillomavirus 1
V01116 Human papillomavirus 1
K02708 Sylvilagus floridanus papillomavirus 1
KC460986 Talpa europaea papillomavirus 1
D55633 Canis familiaris oral papillomavirus 1
FJ796965 Ovis aries papillomavirus 3
AJ238373 Phocoena spinipinnis papillomavirus
EU240894 Tursiops truncatus papillomavirus 1
GU117623 Phocoena phocoena papillomavirus
EF395818 Sus scrofa papillomavirus 1
EF536349 Ursus maritimus papillomavirus 1
JQ814847 Myotis ricketti papillomavirus 1
JF304765 Saimiri sciureus papillomavirus 1
X74475 Human papillomavirus 32
AY609301 Trichechus manatus latirostris papillomavirus 1
HQ262535 Morelia spilota papillomavirus 1
GU384895 Equus caballus papillomavirus 3
JQ965698 Equus caballus papillomavirus 6
PV540703 Equus caballus papillomavirus
AF498323 Equus caballus papillomavirus 1
M15953 Alces alces papillomavirus 1
AF457465 Bos taurus papillomavirus 5
KF741371 Equus asinus papillomavirus
HQ293213 Zalophus californianus papillomavirus 1
DQ295066 Canis familiaris papillomavirus 3
KU963288 Equus caballus papillomavirus 8
U01834 Mastomys natalensis papillomavirus 1
EU796884 Felis domesticus papillomavirus 2
EU188799 Francolinus leucoscepus papillomavirus 1
AF502599 Psittacus erithacus papillomavirus 1
KJ173785 Pygoscelis adeliae papillomavirus
AY057109 Fringilla coelebs papillomavirus
EU493092 Caretta caretta papillomavirus 1
KJ452243 Fulmarus glacialis papillomavirus 1
KX643372 Sparus aurata papillomavirus 1
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Figure S2 L1 phylogene,c analysis of Papillomaviridae. Maximum likelihood tree of representa,ve 

member species from each genus within the Papillomaviridae family. The tree was constructed using 

the L1 gene with the Best-fit model (GTR+F+I+G4) selected based on the Bayesian Informa,on 

Criterion (BIC). Bootstrap analysis was performed with 1,000 ultrafast bootstrap replicates, and 

bootstrap values ≥ 70 are displayed. Colored labels indicate different subfamilies. The sequence 

obtained in this study (PV540703) is highlighted in bold red, while other papillomaviruses from Equus 

are shown in bold. 

 

 

M17463 Human papillomavirus 5
GU220391 Bettongia penicillata papillomavirus 1
DQ217793 Bos taurus papillomavirus 7
FJ379293 Erinaceus europaeus papillomavirus 1
KF857586 Vulpes vulpes papillomavirus 1
X70827 Human papillomavirus 4
HG530538 Mesocricetus auratus papillomavirus 1
AY722648 Canis familiaris papillomavirus 2
DQ091200 Capra hircus papillomavirus 1
KP757765 Rusa timorensis papillomavirus 1
AF486184 Bos taurus papillomavirus 3
EU240894 Tursiops truncatus papillomavirus 1
AJ238373 Phocoena spinipinnis papillomavirus
GU117623 Phocoena phocoena papillomavirus
JQ814847 Myotis ricketti papillomavirus 1
JF304765 Saimiri sciureus papillomavirus 1
X74475 Human papillomavirus 32
EF395818 Sus scrofa papillomavirus 1
EF536349 Ursus maritimus papillomavirus 1
HQ262535 Morelia spilota papillomavirus 1
EU796884 Felis domesticus papillomavirus 2
AY609301 Trichechus manatus latirostris papillomavirus 1
KC858264 Eptesicus serotinus papillomavirus 2
KC858266 Rhinolophus ferrumequinum papillomavirus 1
KC858263 Eptesicus serotinus papillomavirus 1
JX123128 Eidolon helvum papillomavirus 1
KF741371 Equus asinus papillomavirus
JQ692938 Miniopterus schreibersii papillomavirus 2
AY684126 Erethizon dorsatum papillomavirus 1
X56147 Human papillomavirus 41
D55633 Canis familiaris oral papillomavirus 1
KC460986 Talpa europaea papillomavirus 1
K02708 Sylvilagus floridanus papillomavirus 1
KC020689 Castor canadensis papillomavirus 1
V01116 Human papillomavirus 1
FJ796965 Ovis aries papillomavirus 3
EU188799 Francolinus leucoscepus papillomavirus 1
KJ173785 Pygoscelis adeliae papillomavirus
AY057109 Fringilla coelebs papillomavirus
AF502599 Psittacus erithacus papillomavirus 1
EU493092 Caretta caretta papillomavirus 1
KJ452243 Fulmarus glacialis papillomavirus 1
U01834 Mastomys natalensis papillomavirus 1
DQ366842 Rousettus aegyptiacus papillomavirus 1
GU384895 Equus caballus papillomavirus 3
JQ965698 Equus caballus papillomavirus 6
PV540703 Equus caballus papillomavirus
M15953 Alces alces papillomavirus 1
AF457465 Bos taurus papillomavirus 5
AF498323 Equus caballus papillomavirus 1
KU963288 Equus caballus papillomavirus 8
HQ293213 Zalophus californianus papillomavirus 1
DQ295066 Canis familiaris papillomavirus 3
KX643372 Sparus aurata papillomavirus 1
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