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Part 3: TAXONOMIC PROPOSAL
https://ictv.global/taxonomy/templates
	Taxonomic changes proposed: 

	Establish new taxon
	X
	Split taxon
	

	Abolish taxon
	
	Merge taxon
	

	Move taxon
	
	Promote taxon
	

	Rename taxon
	X
	Demote taxon
	

	Move and rename
	



	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	“Aviadenovirus cinerei”
	from the Latin cinereum, meaning “ash-coloured” (referring to Timneh grey parrot)

	“Mastadenovirus aethiopiense”
	from the Latin Aethiopia, referring to the Ethiopian Highlands where the gelada is restricted at present

	“Mastadenovirus arundinis”
	from the Latin arundo, meaning "bamboo" (referring to greater bamboo bat)

	“Mastadenovirus asiense”
	from the Latin Asia, meaning “Asia”, referring to the name of the continent in the English name of the host: Asian parti-colored bat (Vespertilio sinensis)

	“Mastadenovirus bestiae”
	from the Latin bestia, referring to the genus Theropichecus, a name derived from the Greek root words for "beast-ape" (θηρο-πίθηκος: thēro-píthēkos)

	“Mastadenovirus eliomysis”
	from the genus name of Eliomys (referring to Eliomys quercinus, garden dormouse)

	“Mastadenovirus eothenomysis”
	from the genus name of Eothenomys (referring to Eothenomys cachinus, Cricetidae; Kachin red-backed vole)

	“Mastadenovirus ferrumequini”
	from the species epithet of Rhinolophus ferrumequinum (referring to the largest of the horseshoe bats in Europe)

	“Mastadenovirus geladae”
	from the species epithet of Theropithecus gelada

	“Mastadenovirus hylobatidae”
	from the family name Hylobatidae (gibbons)

	“Mastadenovirus himalaiense”
	from the Latin Himalaia, referring to the Himalayan whiskered bat

	“Mastadenovirus kuhlii”
	from the species epithet of Pipistrellus kuhlii (referring to Heinrich Kuhl German naturalist regarded as the authority) 

	“Mastadenovirus noctulae”
	from the species epithet of Nyctalus noctula

	“Mastadenovirus pollicis”
	from the Latin pollex, meaning "thumb" referring to the host "colobus", which name comes from the Greek κολοβός (kolobós, "docked", "maimed") and refers to the stump-like thumb

	“Mastadenovirus mastomysis”
	from the genus name of Mastomys (referring to Mastomys natalensis, natal multimammate mouse)

	“Mastadenovirus portugalense
	from the name of the country Portugal where it was described (however, the greater mouse-eared bat Myotis myotis can be found throughout Europe)

	“Mastadenovirus rattasiense”
	from the combined Latin words referring to rattus Asiaticus (Asian rat)

	“Mastadenovirus rhinolophidae”
	minor typing mistake correction (missing 'h' from "rhinolophidae")

	“Mastadenovirus sanguineicordis”
	from the Latin sanguineus and cor, meaning "bleeding" and “heart” (combined), referring to the English name "bleeding-heart monkey"

	“Siadenovirus columbae”
	from the Latin columba, meaning “pigeon” (pigeon AdV-4)

	“Siadenovirus coturnicis”
	from the Latin coturnix, meaning “quail”

	“Siadenovirus sulawense”
	from the name Sulawesi, an island in Indonesia, referring to the first recognized host of this virus: Sulawesi tortoise
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	Abstract of Taxonomy Proposal: 

	
Taxonomic rank(s) affected:       
Species

Description of current taxonomy:       
125 species in 6 genera in the family Adenoviridae.

Proposed taxonomic change(s):     
Adding 20 new species; 16 to genus Mastadenovirus, 3 to Siadenovirus, 1 to Aviadenovirus; correcting two minor typing errors in the names of two mastadenovirus species.

Justification:
Novel adenovirus sequences have been submitted to GenBank, reflecting very rich diversity (https://sites.google.com/site/adenoseq). From these sequences, 20 full or almost full (coding-complete) vertebrate adenovirus genomes originating from 13 mammalian, 3 avian and 1 turtle species merit the establishment of new species for them. The phylogenetic distance of their DNA polymerase amino acid sequences shows adequate evolutionary distance to members of accepted adenovirus species (Fig. 1). A divergence in pairwise amino acid identity of the DNA polymerase sequence exceeding 15% is the main demarcation criterion. In case of 14-15% pairwise identity divergence, other criteria (e.g. different host species, genome organization or whole-genome GC% difference) and the monophyletic clustering of the available pol sequences helped to classify the adenoviruses into species.




	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected:       
Species

Description of current taxonomy:       
Six genera and 125 species in the family Adenoviridae;
genus Mastadenovirus: 63 species,
genus Aviadenovirus: 28 species,
genus Barthadenovirus: 21 species,
genus Siadenovirus: 11 species,
genus Ichtadenovirus: 1 species,
genus Testadenovirus: 1 species 
(https://sites.google.com/site/adenoseq).

Proposed taxonomic change(s):     
Establish 20 new species (total species number in the family: 145);
genus Mastadenovirus: 16 new species (6 viruses from primates, 4 from rodents, 6 from bats; total virus species: 80),
genus Aviadenovirus: 1 new species (for a psittacine adenovirus; total 29),
genus Siadenovirus: 3 new species (2 viruses from birds, 1 from a turtle; total 24).

Demarcation criteria:
In the family Adenoviridae, species demarcation depends on at least two of the following characteristics (Benkő et al., 2022):
Phylogenetic distance (>10–15%, based on maximum likelihood analysis of the DNA polymerase amino acid sequences),
genome organization (characteristically in the right terminal region),
host range,
nucleotide composition,
cross-neutralization,
pathogenicity.

Justification:      
In recent years, several new adenovirid genomes have been sequenced completely or almost completely from mammals: including 6 viruses from primates, 4 from rodents, 6 from bats (Buigues et al., 2024a, 2024b; Moonga et al., 2024; Piewbang et al., 2024; Speranskaya et al. 2024; Wang et al., 2024). Similarly, adenovirus (AdV) genomes have been described from birds, and these AdVs belong either to the genus Aviadenovirus like the Timneh grey parrot adenovirus (Das et al., 2024) or to the genus Siadenovirus: pigeon adenovirus 4 and quail adenovirus 1 (Lukaszuk et al., 2025). A turtle AdV (from farmed and diseased Chinese soft-shelled turtles) proved to belong to siadenoviruses, too (Tian et al., 2025). This virus seems to be equivalent with the so-called Sulawesi tortoise adenovirus detected earlier by a general PCR in different turtle species (Rivera et al., 2009; Schumacher et al., 2012; Vincent et al. 2023; Ready et al., 2025a, 2025b).

Twenty of these AdVs merit the establishment of new species for them: 16 mastadenoviruses, 3 siadenoviruses and 1 aviadenovirus. 

In the case of the present species candidates, almost all exemplar strains of the proposed novel species shared DNA polymerase (amino acid) sequence identity with the closest related reference strain below 85%. In case of 14-15% difference, other criteria (e.g. different host species, genome organization or whole-genome GC% difference) and the monophyletic clustering of the available DNA polymerase sequences helped to classify the adenoviruses into species.

The ICTV requires the application of a binomial species naming system. For adenovirid species, we use Latinized species epithets derived by applying different approaches (Postler et al., 2022).
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Fig. 1. Phylogenetic tree of representative members of accepted and proposed adenovirid species based on complete DNA-dependent DNA polymerase amino acid sequences. Official species are designated by colored dots, proposed species are signed by colored circles and emphasized in red letters. Viruses with no complete genome (but complete polymerase gene) are shown without dots or circle signs. The two species names in blue are those with proposed minor typo corrections in their species names. Multiple alignment: MultAlin; manual edition: BioEdit 7.2.5 (the length of the edited alignment was 1023 amino acids), model selection: ProtTest 2.4; maximum likelihood calculation: PhyML 3.1 with model LG+I+G and branch support Shimodaira-Hasegawa (SH) on the Galaxy/Pasteur platform. Unrooted calculation; the phylogenetic tree was visualized using MEGA11, white sturgeon adenovirus 1 was selected as outgroup for visualization. The bar indicates 10% difference between two neighbouring sequences. SH branch support values above 50 are shown at the nodes. Viruses are represented by GenBank accession number, virus name (with type or strain designation), and species name if available or proposed (in quotation marks if proposed herein).

[image: ][image: ]
2 | Page

image2.png
——— @ MK101347 white sturgeon adenovirus 1

10 — @ AF224336 frog adenovirus 1

L0 PQ083072 Sulawesi tortoise adenovirus 1 (Chinese soft-shelled turtle)

® MZ562791 psittacine adenovirus 2
MN480433 common murre adenovirus 1
—o PP999621 pigeon adenovirus 4

[~ ® FJ849795 great {it adenovirus 1
L @ MW508338 great tit adenovirus 3

. — @ KP144329 chinstrap penguin adenovirus 2

— O PV175342 guail adenovirus 1
o L— @ AF074946 turkey adenovirus 3

| — @ HMS585353 South Polar skua adenovirus 1

L— @ EU715130 raptor adenovirus 1
— ® MK227353 psittacine adenovirus 7
w L @ MK695679 psittacine adenovirus 5
O JUN632576 red-eared slider adenovirus 1
® LC469780 crane adenovirus 1
1w [— ® JF510462 goose adenovirus 4
— ® KJ469653 duck adenovirus 2

MW380865 duck adenovirus 5

— ® MZ819701 black-naped oriole adenovirus

® MT138100 Naumann's thrush adenovirus 1

MN153802 white-eved parakeet adenovirus 2
=L @ MT138099 Eurasian siskin adenovirus 2

., —— ® ON642334 tawny frogmouth

w|[L_—— ® KX121164 pigeon adenovirus 2

® FN824512 pigeon adenovirus 1

B £O OR096706 Timneh arey parrot adenovirus 1

L® Kxs77802 psitacine adenovirus 4

- ® MH580295 psittacine adenovirus 1

® ONB43719 Eurasian scops owl adenovirus 1
® LC638697 Indian eagle-owl adenovirus 1

MT138102 white-backed woodpecker adenovirus

— ® MZ666388 areat cormorant adenovirus

GU936707 turkey adenovirus 1
L— @ MN733730 duck adenovirus 4
1w — @ AC_000014 fowl adenovirus 1
[t KF477313 turkey adenovirus 5
—— ® HEB08152 fowl adenovirus 4

]

KC493646 fowl adenovirus 5
.|[— ® KF477312 turkey adenovirus 4
| - ® KT862808 fowl adenovirus 6
oL @ AFos3075 fowl adenovirus 9
@ 0Q986611 greywarbler adenovirus 1

100 @ MT674683 eastern spinebill adenovirus 1

—— MT138097 pine grosbeak adenovirus

=__— ® MT138101 yellow-browed warbler adenovirus 1
MT138103 Radde's warbler adenovirus 1

——— ® BKO66675 varanus adenovirus

[ ® 0Q792214 agile wallaby adenovirus 1

KY748210 deer adenovirus 1

( —® AF036092 bovine adenovirus 4
@ JQ345700 bovine adenovirus 6

010

U40839 ovine adenovirus 7

L @ 1.c597488 bovine adenovirus 7
[ @ MT050041 bearded dragon adenovirus 1
® BK066448 viviparous lizard adenovirus 1
KJ156523 lizard adenovirus 2
s —— @ DQ106414 snake adenovirus 1
® AC_000004 duck adenovirus 1
® 01692338 common tern adenovirus 1
L @ OR233592 scaly thrush adenovirus

i

) { MN025529 white-eved parakeet adenovirus 1 ]_
@ KJ675568 psittacine adenovirus 3

Mastadenovirus

® OR871655 psittacine adenovirus 12 (lovebird!

(OM367996 falcon adenovirus 1 (American kestrel)

[~ ® MK757473 duck adenovirus 6 (Cherry valley /Pekin/ duck)

— ® MT138098 psittacine adenovirus 11 (blue-throated macaw)

Ichtadenovirus acipenseris
Siadenovirus ranae
“Siadenovirus sulawense”
Siadenovirus cinerei.
Siadenovirus uriae
“Siadenovirus columbae”
Siadenovirus paridae.
Siadenovirus carbocapituli
Siadenovirus spheniscidae
“Siadenovirus coturn
Siadenovirus gallopavotertii

Siadenovirus stercorariidae
Siadenovirus raptoris
Siadenovirus sanguineae
Siadenovirus viridis
Testadenovirus trachemysis
Aviadenovirus gruis.
Aviadenovirus anser
Aviadenovirus anatis
Aviadenovirus anatidae

Aviadenovirus senegalense
Aviadenovirus oti
Aviadenovirus bubonis

Aviadenovirus phalacrocoracidae.
Aviadenovirus falconis
Aviadenovirus gallopavoprimum
Aviadenovirus ae
Aviadenovirus ventriculi

Aviadenovirus gallopavoquintum

Aviadenovirus hydropericardii
Aviadenovirus cerasi

us quintum

us gallopavogquartum
us hepatitidis

Aviadenovirus gallinae
Barthadenovirus gerygones.

Barthadenovirus mellis

Barthadenovirus inornati

Barthadenovirus schwarzi
Barthadenovirus varani.
Barthadenovirus macropodidae
Barthadenovirus cervi
Barthadenovirus bosquartum
Barthadenovirus bossextum

s galloanserae.
s sternae

zootherae

Barthadenovirus caerulei

Barthadenovirus amazonae




image3.png
010

——— @ MK101347 white sturgeon adenovirus 1

4 Siadenovirus

————————— O JN632576 red-eared :

slider adenovirus 1

—< Aviadenovirus
= 4 Barthadenovirus

«—O PQ490628 murine adenovirus 4

— ® AC_000012 murine adenovirus 1

@ EU835513 murine adenovirus 3

—O PQ678060 tanezumi rat adenovirus 1
—® HM049560 murine adenovirus 2
—— ® OR998962 Leschenault’s rousette adenovirus
L @ MN986925 Guinea pig adenovirus 1

@ BK067721 kangaroorat adenovirus 1

H

ol PP098962 marmot adenovirus 2

.. ® ON217544 bovine adenovirus 10

[_—— OR998830 intermediate roundleaf bat adenovirus
iw—— ® MF773580 polar bear adenovirus 1

MK774519 porcine adenovirus 4

@ KJ563221 California sea lion adenovirus 1
@ AC_000190 tree shrew adenovirus 1
«l/|——® 0Q081771 grey mouse lemur adenovirus
—O PP410069 greater horseshoe bat adenovirus MAG47
L@ KT698853 bat adenovirus 4 (WIV9)
=0 PV383552 bat adenovirus F45
O OR998961 Himalayan whiskered bat adenovirus 1
{Eo MK472072 Gould's wattled bat adenovirus

BK066631 bat adenovirus 33390
O PP297886 common noctule adenovirus Quixote

O PP410068 Kuhl's pipistrelle adenovirus MAG44
® BK066905 vampire bat adenovirus

PP711818 heartnosed bat adenovirus

PP711819 Hildegarde’s tomb bat adenovirus
:{1 — ® JN418926 equine adenovirus 1
® KP238322 skunk adenovirus 1

“ —® KX871230 bat adenovirus 11 (Rafinesque’s big-eared bat)
|- GU226970 bat adenovirus 3
«|—® AC_000003 canine adenovirus 1
./[—® LC385827 Asian particolored bat adenovirus Vs9

L—® UN252129 bat adenovirus 2
@ AC_000189 porcine adenovirus 3
@ AF289262 porcine adenovirus 5
— ® AF252854 bovine adenovirus 2
BK066828 roe deer adenovirus 2
@ BD269513 bovine adenovirus 1
@ LT841149 bottlenose dolphin adenovirus 1
<L — @ KR024710 bottlenose dolphin adenovirus 2
#1—® KY352473 harbour porpoise adenovirus 1
o ww-O ORQ98870 greater bamboo bat adenovirus 1
OR998808 lesser bamboo bat adenovirus 1
KX961095 bat adenovirus 9 (WIV17)
L—® AP018374 straw-colored fruit bat adenovirus
| —® MG551742 Eqyptian fruit bat adenovirus
KT698856 bat adenovirus 7 (WIV12)

wl— ® KT698852 bat adenovirus 8 (WIV13)
[————® KT160425 equine adenovirus 2
KY427939 red sauirrel adenovirus 1
|—® PP098964 marmot adenovirus 1
sL— PP098963 marmot adenovirus 3
BK066403 vole adenovirus 1
ww— O PQ678115 Kachin red-backed vole adenovirus
O PQ576919 garden dormouse adenovirus 1
o[——® MK518392 ovine adenovirus 8
[—® AF030154 bovine adenovirus 3
=1~ ® MZ507556 reindeer adenovirus 1
KY306667 deer adenovirus 2
@ HQ913600 titi monkey adenovirus 1
o[~ O PP985428 simian adenovirus 58 (black-and-white colobus)

® KX505867 simian adenovirus 55 (golden snub-nosed monkey)
= 1o AY598782 simian adenovirus 3 (thesus)
® HQ605912 simian adenovirus 20 (grivet)
KP329563 simian adenovirus 13 (macaque)
KM190146 simian adenovirus 54 (hesus 23336)
,Ki[. KP329564 simian adenovirus 16 (grivet)
@ KP329561 simian adenovirus 8 (cynomolqus monkey)

DQY23122 human adenovirus 52
IO PQ490709 simian adenovirus 60 (gelada baboon)
O PQ490710 simian adenovirus 61 (gelada baboon)
L' @ KP329565 simian adenovirus 19 (yellow baboon)

,~O PQ490717 simian adenovirus 64 (gelada baboon)

O PQ490713 simian adenovirus 65 (gelada baboon)
KP329566 simian adenovirus 17 (grivet)
119443 human adenovirus 40
GU191019 human adenovirus 18
[— ® AC_000008 human adenovirus 5
=|[L-O 0P921948 simian adenovirus 57 (gibbon)
.|~ ® AB448767 human adenovirus 8
o+~ ® AY487947 human adenovirus 4
1w ® DQO86466 human adenovirus 3

Ichtadenovirus acipenseris

Testadenovirus trachemysis

“Mastadenovirus mastomysis”
Mastadenovirus encephalomyelitidis
Mastadenovirus cordis.
“Mastadenovirus rattasiense”
Mastadenovirus muris
Mastadenovirus fructus
Mastadenovirus caviae
Mastadenovirus dipodomysis.

Mastadenovirus bosdecimum.

Mastadenovirus ursi
Mastadenovirus porcusquartum
Mastadenovirus otariidae
Mastadenovirus tupaiae
Mastadenovirus lamiae
“Mastadenovirus ferrumequini
“Mastadenovirus rhinelophidae”
“Mastadenovirus portulagense”
“Mastadenovirus himalaiense”
Mastadenovirus chalinolobi
Mastadenovirus vespertilionis
“Mastadenovirus noctulae”
“Mastadenovirus kuhlii”
Mastadenovirus desmodi

Mastadenovirus car

Mastadenovirus equi.
Mastadenovirus trianonense
Mastadenovirus magnauris
Mastadenovirus musariti
Mastadenovirus canidae
“Mastadenovirus gsiense
Mastadenovirus pipistrelli
Mastadenovirus porcustertium
Mastadenovirus porcusquintum
Mastadenovirus bovidae
Mastadenovirus capreoli.
Mastadenovirus bosprimum
Mastadenovirus delphini
Mastadenovirus delphinidae
Mastadenovirus phocoenae.
“Mastadenovirus arundinis”

Mastadenovirus pteropodidae
Mastadenovirus eidoli
Mastadenovirus aegyptiaci
Mastadenovirus miniopteridae
Mastadenovirus humile
Mastadenovirus equidae
Mastadenovirus sciuri
Mastadenovirus marmotae

Mastadenovirus arvicolinae

jastadenovirus eothenomysis”
“Mastadenovirus eliomysis”
Mastadenovirus ovisoctavum.
Mastadenovirus bostertium
Mastadenovirus tarandri
Mastadenovirus cervi
Mastadenovirus simuli
“Mastadenovirus pollicis”
Mastadenovirus flavi
Mastadenovirus si;
Mastadenovirus simiavigesimum
Mastadenovirus macacae
Mastadenovirus rhesi
Mastadenovirus alienum

Mastadenovirus longumeaudae
Mastadenovirus russelli
“Mastadenovirus bestiae”
“Mastadenovjzus aethiopiense”
Mastadenovilis cynocephali
“Mastadenovisus sanguineicordi:
["Mastadenovjrus
Mastadenovirus chlorocebi
Mastadenovirus faecale
Mastadenovirus adami
Mastadenovirus ceasari
“Mastadenovirus hylobatidae”
Mastadenovirus dominans
Mastadenovirus exoticum
Mastadenovirus blackbeardi





image1.png




