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BACKGROUND and AIMS

Feline calicivirus (FCV) is a highly infectious
RNA pathogen of domestic cats, belonging to
the Caliciviridae family, which includes other
important pathogens of man.

FCV infection is generally associated with mild
acute oral and respiratory disease. More recently,
outbreaks of severe systemic calicivirus disease
with high mortality have also been reported (1)

FCV vaccines do not prevent infection, and both
vaccinated and unvaccinated cats may become
asymptomatically persistently infected, with FCV
prevalence rates as high as 91% being reported
(2, 3).

FCV is a highly variable virus, both genetically and
antigenically. There are a large number of different
strains of FCV, with varying antigenicity pathogenicity
circulating in the general cat population.

The variability of feline calicivirus represents a major challenge to its control.

It is crucial to understand how such viruses are transmitted and how they persist in the wider population: Disease will ultimately only
be controlled if we can control virus spread.

Here we have used a sample of the UK veterinary-visiting cat population to determine the prevalence and genetic diversity of FCV.

METHODS and RESULTS
Three veterinary practices were randomly chosen from Fig.1. Geographical distribution of the 57 #
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A wide range of genetic diversity of FCV was
observed with phylogenetic analysis identifying
76 distinct strains of FCV circulating in the UK

(Fig. 2).
Some evidence of geographical clustering was
identified, where viruses isolated from different
cats from the same practice clustered together
(outlined in blue) as variants of a single strain.

(2004).

A total of 69 practices were asked to take oropharyngeal
(OP) swabs from 30 consecutive, compliant cats
presented at their surgery between September and
December 2006.

For each sampled cat, owner consent was obtained and a
simple questionnaire, detailing the cats postcode and
basic demographic and clinical details was completed. All
OP samples were batched and sent to our laboratory for
virus isolation and sequencing of the viral capsid using

standard protocols (2)
Figure 2: Genetic diversity of 94 of the 135 FCV
isolates obtained from regions 1 -23). Clusters,

outlined in blue, represent variants of the same
Cross sectional study September - December 2006 strain isolated from the same practice within a
region.
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Table 1: Summary of compliance and prevalence
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Table 2: Univariable analysis of FCV carriage

CONCLUSIONS

FCV is endemic in the UK cat population
A wide range of different strains appear to be circulating in the UK cat population, with some geographical clustering of variants of the same strain. This suggest that
transmission and evolution of FCV may be occurring at the local level.
Future work will include analysis of strain variability within and between practices , and investigation of correlation between the precise geographical location of a virus
/solate and its genotype
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