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Abstract

Members of the Cryptococcus neoformans/C. gattii species complex are
the causative agents of cryptococcosis worldwide. A previous epidemiological
study of the yeast in Thailand showed high genetic diversity. The current study
now aims to investigate if there is a correlation of in vitro virulence and molecular
type of Thai cryptococcal stains. Two hundred and thirty five isolates recovered
between the years 2002-2005 from a tertiary hospital in Thailand were studied.
The molecular type was determined by URA5-RFLP analysis. The majority (94.1%)
of the isolates belonged to the molecular type VNI, while 3.8%, 0.4% and 1.7% of
the isolates were VNII, VGI and VGII, respectively. Most patients infected with C.
neoformans were HIV positive (99.1%) and all C. gattii infected patients were from
HIV negative patients. The majority (64.3%) was male and the mean age was 36.3.
Most strains were isolated from CSF (77.4%). All serial isolates were genetically
identical based on M13 fingerprinting analyses. /n vitro virulence studies showed
that VNI isolates produced more melanin, but less capsule, than the VNIl isolates.
Our study suggests that recurrent cryptococcosis in Thailand is typically caused by
the same strain as indicated by the same genotype. A definite correlation
between virulence and molecular type of Thai cryptococcal isolates need further

investigations on a great variety of cryptococcal isolates.
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