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Rosario et al. (2017) reviewed the taxonomy of the family Circoviridae and, following analyses of the distribution of percentage pairwise identities (PI) among cyclovirus and circovirus genomes, recommended a 80% PI threshold for species level classification within this family. Currently there are 29 circovirus species and 45 cyclovirus species recognized by ICTV. 

Over the last year, 21 new circoviruses and three new cycloviruses which share <80% PI to currently classified viruses have been identified. Using the PI based classification recommended for viruses in the family Circoviridae, the 21 circoviruses can be classified into 10 species (Table 1; Figure 1) and each of the three cycloviruses represent a new species (Table 2; Figure 2)

Circovirus
The 21 new circoviruses have been identified in bats (n=11), rodents (n=7) and ticks (n=3). Based on PIs coupled with phylogenetic support (Figure 1) these can be classified into 10 species

1. Bat associated circovirus 10 (10 isolates which share genome-wide 97-98% PI) (Zhu et al., 2018)
2. Bat associated circovirus 11 (1 isolate) (Zhu et al., 2018)
3. Rodent associated circovirus 1 (1 isolate) 
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available
4. Rodent associated circovirus 2 (1 isolate)
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available
5. Rodent associated circovirus 3 (1 isolate)
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available
6. Rodent associated circovirus 4 (2 isolates which share genome-wide 91% identity)
7. Rodent associated circovirus 5 (1 isolate)
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of Rodents and other small animals from China – no publication available
8. Rodent associated circovirus 6 (1 isolate)
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available
9. Tick associated circovirus 1 (1 isolate) (Tokarz et al., 2018)
10. Tick associated circovirus 2 (2 isolates which share genome-wide 100% identity) (Wang et al., 2018)



Table 1: Details regarding proposed new isolates and species belonging to the genus Circovirus
	Species name
	GenBank accession
	Virus acronym
	isolate ID
	Country of isolate
	Host/isolation source

	Bat associated circovirus 10
	KX756986
	BatACV10
	Acheng30
	China
	Vespertilio sinensis

	
	KX756987
	
	Acheng1
	China
	Vespertilio sinensis

	
	KX756992
	
	Acheng8
	China
	Vespertilio sinensis

	
	KX756988
	
	Acheng3
	China
	Vespertilio sinensis

	
	KX756993
	
	Daqing7
	China
	Vespertilio sinensis

	
	KX756991
	
	Acheng27
	China
	Vespertilio sinensis

	
	KX756989
	
	Acheng10
	China
	Vespertilio sinensis

	
	KX756995
	
	Acheng2
	China
	Cimex adjunctus

	
	KX756990
	
	Acheng14
	China
	Vespertilio sinensis

	
	KX756994
	
	Daqing3
	China
	Vespertilio sinensis

	Bat associated circovirus 11
	KX756996
	BatACV11
	Mengyuan2
	China
	Hipposideros armiger

	Rodent associated circovirus 1
	KY370034
	RoACV1
	RtMc-CV-1/Tibet2014
	China
	Neodon clarkei

	Rodent associated circovirus 2
	KY370042
	RoACV2
	RtAc-CV-2/GZ2015
	China
	Apodemus chevrieri

	Rodent associated circovirus 3
	KY370039
	RoACV3
	RtMc-CV-2/Tibet2014
	China
	Neodon clarkei

	Rodent associated circovirus 4
	KY370029
	RoACV4
	RtAs-CV/IM2014
	China
	Allactaga sibirica

	
	KY370038
	
	RtDs-CV/IM2014
	China
	Dipus sagitta

	Rodent associated circovirus 5
	KY370027
	RoACV5
	RtNe-CV/YN2013
	China
	Niviventer eha

	Rodent associated circovirus 6
	KY370037
	RoACV6
	RtAd-CV/SAX2015
	China
	Apodemus draco

	Tick associated circovirus 1
	KU230452
	TiACV1
	A1
	USA
	Ixodes scapularis

	Tick associated circovirus 2
	KX987146
	TiACV2
	hlj-Ic.518
	China: Heilongjiang
	Ixodes crenulatus

	
	KX987147
	
	hlj-hl499
	China: Heilongjiang
	Haemaphysalis longicornis
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Figure 1: Maximum likelihood phylogenetic tree (rooted with reverse complement sequences of cycloviruses) of representative genomes from each circovirus species inferred using PHYML (Guindon et al., 2010) with GTR+I+G4 chosen as the best fit model and a ‘two colour’ pairwise identity matrix inferred using SDT v1.2 (Muhire et al., 2014). Sequences of representative isolates for each new species are highlighted in red font.

Cyclovirus

The new cyclovirus species have been identified in a duck and rodents.  PIs coupled with phylogenetic analyses (Figure 2) support the classification of these viruses into three new species.

1. Duck associated cyclovirus 1 (1 isolate) (Feher et al., 2017) – please note that a separate proposal has been submitted by the researchers who identified this virus.
2. Rodent associated cyclovirus 1 (1 isolate) 
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available 
3. Rodent associated cyclovirus 2 (1 isolate) 
· Genbank submission information: Wu, Z., Du, J. and Jin, Q. (2017) Virome analysis of rodents and other small animals from China – no publication available

Table 2: Details regarding proposed new isolates and species belonging to  the genus Cyclovirus
	Species name
	GenBank accession
	Virus acronym
	isolate ID
	Country of isolate
	Host / isolation source

	Duck associated cyclovirus 1
	KY851116
	DuACyV1
	DuACyV-1/1
	Hungary
	Anas platyrhynchos 
(cloacal swab)

	Rodent associated cyclovirus 1
	KY370028
	RoACyV1
	RtRf-CV-2/YN2013
	China
	Rattus flavipectus

	Rodent associated cyclovirus 2
	KY370026
	RoACyV2
	RtRs-CV/YN2013
	China
	Rattus rattus sladeni
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Figure 2: Maximum likelihood phylogenetic tree (rooted with reverse complement sequences of circoviruses) of representative genomes from each cyclovirus species inferred using PHYML (Guindon et al., 2010) with GTR+I+G4 chosen as the best fit model and a ‘two colour’ pairwise identity matrix inferred using SDT v1.2 (Muhire et al., 2014). Sequences of representative isolates for each new species are highlighted in red font.

Notes: 

1. A separate proposal has been submitted from the scientist that identified duck associated cyclovirus 1. 

2. A sequence (accession KY370032) labelled as rodent circovirus isolate RtCb-CV-3/HeB2014 is a cyclovirus and shares 82% PI with cyclovirus isolate TsCyV-1_JP-NUBS-2014 (accession # LC018134) which is assigned to species Squirrel associated cyclovirus 1. Hence rodent circovirus isolate RtCb-CV-3/HeB2014 is assigned to the species Squirrel associated cyclovirus 1.
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