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Argumentation to create a new genus:

1) Although genome organization of CLBV resembles that of trichoviruses, it differs from
these in the following aspects aspects: (i) in ACLSV and other trichoviruses ORF2
overlaps ORFs 1 (in 80-92 nt) and 3 (in 88-483 nt), whereas in CLBV, ORFs 2 and 3
are separated by an intergenic region and ORFs 1 and 2 overlap in just one nucleotide;
(ii) the CP of CLBV is much larger than the CP of ACLSV and other trichoviruses; and
(iii) the 3’ untranslated region (3’UTR) of trichoviruses has between 141 and 190
nucleotides, excluding the poly(A) tail, whereas the 3’UTR of CLBV spans 541 nt. (see:
http://www.danforthcenter.org/upload/ictvupload/2003.147-9P.05.Flexiviridae.doc)

2) Phylogenetic comparisons with members of the proposed genera within the family
Flexiviridae (Potexvirus, Mandarivirus, Allexivirus, Carlavirus, Foveavirus,
Capillovirus, Vitivirus and Trichovirus) in the RdRp and in the CP regions, show that
CLBYV is clearly separated from members of all these genera (see description of family
Flexiviridae).

3) CLBV is seed borne in several citrus species or hybrids. With the exception of some
carlaviruses seed transmission has not been reported from other members of the family
Flexiviridae.

Origin of the proposed genus name

In nature Citrus leaf blotch virus has been found infecting only citrus species
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Genomic organization of CLBV
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Fig. 1. Phylogenetic (NEIGHBOR) analysis of the members of the proposed family Potexviridae
using aa sequences of the RdARp region of the polymerase. Sequences were aligned using GCG
PILEUP and genetic distances estimated by PROTDIST (Dayhoff PAM method). Trees were
displayed in TreeView. Bootstrap values based on 100 replicates are shown where >60%.
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Fig. 2. Phylogenetic (NEIGHBOR) analysis of the members of the proposed family Potexviridae
using aa sequences of the core region of the coat protein. Sequences were aligned using GCG
PILEUP and genetic distances estimated by PROTDIST (Dayhoff PAM method). Trees were
displayed in TreeView. Bootstrap values based on 100 replicates are shown where >60%.
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