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Part 1a: Details of taxonomy proposals

	Title:   
	A new coronavirus species in the Minunacovirus subgenus

	Code assigned: 
	2026.003S.N.v1.Minunacovirus_1nsp
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	

	Animal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	

	Animal positive-strand RNA viruses
	
	Plant viruses
	

	Archaeal viruses
	
	General -
	



	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: 

	Coronaviridae Study Group


	Optional – complete only if formally voted on by an ICTV Study Group: 

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	ICTV Coronaviridae Study Group
	
	0
	

	
	
	
	










	Submission date:
	  09/30/2026




Part 1c: Feedback from ICTV Executive Committee (EC) meeting 
	Executive Committee Meeting Decision code:
	X

	A – Accept
	

	Ac – Accept subject to revision by relevant subcommittee chair. No further vote required
	

	U – Accept without revision but with re-evaluation and email vote by the EC
	

	Uc – Accept subject to revision and re-evaluation and email vote by the EC
	

	Ud – Deferred to the next EC meeting, with an invitation to revise based on EC comments
	

	J - Reject
	

	W - Withdrawn
	



	Comments from the Executive Committee:

	





Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	





	Revision date:
	







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
	
	Demote taxon
	

	Move and rename
	




	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Alphacoronavirus kerichoense
	The term refers to a new species belonging to the Minunacovirus subgenus This species is named after Kericho, a county in Kenya where this virus was discovered. 

	
	

	
	




	Permission for use of names derived from a living person:        

	Taxon name
	Full name of person from whom the name is derived
	Attached 

	
	
	

	
	
	

	
	
	

	
	
	






	Abstract of Taxonomy Proposal: 

	
Description of current taxonomy:       
In our previously published study on wildlife virome in East Africa, we have reported the complete genome sequences of a novel alphacoronavirus in Miniopterus bats from Kenya. Phylogenetic analysis suggests that this virus belong to the Minunacovirus subgenus, but it is distinct from the two existing Minunacovirus species but has not been taxonomically classified. 

Proposed taxonomic change(s):     
We propose to create a new species for this novel Miniopterus bat coronaviruses. We tentatively name the new species Alphacoronavirus kerichoense, as the virus was discovered in bat samples collected in Kericho County, Kenya. 


Demarcation criteria for new taxon/taxa:
The Miniopterus bat coronavirus isolate 4A/Kenya/BAT0740/2015 (GenBank accession number PP273175) is assigned to a new species tentatively named Alphacoronavirus kerichoense in the subgenus Minunacovirus. The species demarcation criteria is following the current ICTV report on the Coronaviridae (https://ictv.global/report/chapter/coronaviridae/coronaviridae). The analysis involves profiles of multiple sequence alignments (MSA) of 3CLpro, NiRAN, RdRP, ZBD and HEL1 domains made using Bayesian and Maximum-likelihood phylogenetic trees, with profiles of the clustering cost (CC) function produced for weighted hierarchical clusterings of pairwise patristic distances (PPD). The subgenus and species demarcation thresholds are set as a range of PUD values (% of different amino acid residues in compared proteins), which are deduced from PPD values for which the number of taxa clusters remained constant. The PUD values of the novel Miniopterus bat coronavirus from Kenya and existing Minunacovirus species exceed the species threshold but fall within the range of a single subgenus. 

Justification:
We performed the Maximum-likelihood phylogenetic analysis using the MSA of the 5 domains and calculate the PPD and PUD of the Miniopterus bat coronavirus isolate 4A/Kenya/BAT0740/2015 and coronaviruses of existing species. The results suggest it can be recognized as a new species within the Miniopterus subgenus.





	· Text of Taxonomy proposal:  


	
Description of current taxonomy:       
In our metagenomic study on bat and rodent viruses from East Africa, we have identified a novel alphacoronaviruses in Miniopterus bats from Kenya. The strain is termed 4A/Kenya/BAT0740/2015 (Microbiome, 2025), and we have obtained the complete genome sequence. It shows less than 80% genome sequence identity to previously described coronaviruses in the Minunacovirus subgenus. However, this novel virus has not been taxonomically classified.


Proposed taxonomic change(s):     
We propose to create a new species for the novel Miniopterus bat coronaviruses discovered in Kenya.  We tentatively name the species Alphacoronavirus kerichoense. This species is named after Kericho County in Kenya, the geographical location where the virus was first discovered. 


Demarcation criteria for new taxon/taxa:
The virus is assigned to the new species Alphacoronavirus kerichoense in the subgenus Minunacovirus. The subgenus and species demarcation criteria are following the current ICTV report on the Coronaviridae (https://ictv.global/report/chapter/coronaviridae/coronaviridae). Creation of a new taxon is based on the analysis involving profiles of multiple sequence alignments (MSA) of 3CLpro, NiRAN, RdRP, ZBD and HEL1 domains made using Bayesian and Maximum-likelihood phylogenetic trees, with profiles of the clustering cost (CC) function produced for weighted hierarchical clusterings of pairwise patristic distances (PPD). The PUD values (% of different amino acid residues in compared proteins) are deduced from PPD values for which the number of taxa clusters remained constant. The subgenus demarcation threshold is set as a range of PUD values 0.132-0.142 and the species demarcation threshold is set as 0.075.


Justification:      
 We performed the Maximum-likelihood phylogenetic analysis using the MSA of the f 3CLpro, NiRAN, RdRP, ZBD and HEL1 domains and calculate the PPD and PUD of the novel Miniopterus bat coronavirus 4A/Kenya/BAT0740/2015 and existing coronavirus species in the subgenus Minunacovirus. The range of the PPD and PUD values are 0.109-0.148 and 0.091-0.108. The results suggest that the virus can be assigned to a new species in the Minunacovirus subgenus.




	References:   
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	Accompanying files: 

	Filename
	Description of contents

	2026.0XXS.N.v1.Minunacovirus_1nsp Minunacovirus_5domains.pdf
	Maximum-Likelihood phylogenetic trees of coronaviruses constructed using multiple sequence alignments of five concatenated domains in the replicase region (3CLpro, NiRAN, RdRP, ZBD and HEL1)

	2026.0XXS.N.v1.Minunacovirus_1nsp Minunacovirus_PPD.xlsx
	[bookmark: OLE_LINK4]Calculation of PPD value matrices of the novel coronavirus 4A/Kenya/BAT0740/2015 and all existing coronavirus species. 

	2026.0XXS.N.v1.Minunacovirus_1nsp Minunacovirus_PUD.xlsx
	Calculation of PUD values matrices of the novel coronavirus 4A/Kenya/BAT0740/2015 and all existing coronavirus species.
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