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Study on the molecular variety of Feline calicivirus (FCV)
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Abstract. It continues from the past, in an amino acid sequence of an Ao primer domain of all isolates, 2
genogroups were clustered with the bootstrap value that 98.3 % were high, and 198 - 1 and 199-1 strains of 1st
isolates were included in Genogroup I in the phylogenetic tree and were included in Genogroup II besides it.
Genogroup II was divided into three Genogroups II b, II ¢ with II a (212-1) and probability of 98.5 % with
probability of 96.1 % more. Isolates from a kitten except 212-1 strain were included in Genogroup Il b, and
3rd, 4th, 5th isolates was included in Genogroup Il c for long period. Characteristic changes associated with
inter individual transmission were found in 1 site in region C in which the neutralizing epitope resided (N at
position 399 to D), and in 2 sites in the 5’HVR of region E (E at position 428 to K, and A at position 432 to T).
Among the sites of substitutions specific to persistent infection, 4 sites in the 5’HVR of region E in which the
neutralizing epitope resided (D to H at position 434, G to E at position 440, A to K at position 450, and V to T
at position 455) may be related to escape mutation to escape from the antibody production.

In addition, a strain isolated from the cat which died suddenly is different from high pathogenic strain
reported previously, and it belongs to GA II, and it is different from field strains described above, and it is

necessary to study further with a vaccine break more.
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