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Old Taxonomic Order 

Order 
Family Tombusviridae 
Genus Carmovirus 
Type Species Carnation mottle virus 
Species in the Genus: 15 

New Taxonomic Order 
Order 
Family Tombusviridae 
Genus Carmovirus 
Type Species Carnation mottle virus 
Species in the Genus: 17 
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Argumentation to justify the designation of new species in the genus 
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Angelonia flower break virus 
Angelonia flower break virus   (AFBV)  DQ219415 
Pea stem necrosis virus 
Pea stem necrosis virus  (PSNV)  AB086951 
 

• Extent of serological relationship as determined by immunodiffusion and/or ELISA, 
• Extent of sequence identity between relevant gene products: 

o Less than 41% aa sequence identity of the CP, 
o Less than 52% aa sequence identity of the polymerase, 

• Cytopathological features. Presence or absence of multivesicular bodies, 
• Transmission by a fungal vector, 
• Natural host range, 
• Artificial host range reactions. 
  

Angelonia flower break virus  
There is a substantial characterization and complete sequence (DQ219415) of the virus (Adkins 
et al., 2006) that indicates that it has the genome characteristics of a member of the genus 
Carmovirus. This is supported by phylogenetic analysis (see Annex) and comparsions showing 
that it has 51% aa identity in the entire polymerase gene (and 52% in the coat protein) 
to Carnation mottle virus. 
 
Pea stem necrosis virus  
The complete sequence of the virus (AB086951) is described and analysed in the paper by 
Suzuki et al., (2002). This shows that it has the genome characteristics of a member of the 
genus Carmovirus. This is supported by phylogenetic analysis (see Annex) and comparsions 
showing that it has 53% aa identity in the entire polymerase gene (and 32% in the coat protein) 
to Melon necrotic spot virus. 



Annex 

 
 

 
 
 
 
 
Phylogenetic (Neighbor-joining) tree for members of the genus Carmovirus and relatives, based 
on the joined polymerase-mp-cp peptide sequences. Analysis in MEGA 3.1 used JTT distances 
and 100 bootstrap replicates. The two proposed new species are highlighted in red. 
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