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ABSTRACT:

Candida parapsilosis complex is integrated by three genetically different species called C.
parapsilosis sensu stricto, C. orthopsilosis y C. metapsilosis which vary in their virulence and
anti-fungal sensibility. To identify this disease agents up to species category is necessary the
use of both, classical phenotypical identification trough microbiological assays and molecular
identification through genetic approaches. In the context of poor or none knowledge about the
main in Argentina, the aid of this work was to verify the existence and identify of any of these
three species in a set of at least 40 strains, previously characterized as C. parpsilosis only by
microbiological assays. Molecular studies where based on ITS 1- 5.85- ITS2 region. The
primers used in the PCR reaction where ITS 1 and ITS 4. The resulting sequences included
both regions ITS1 and ITS 2 partially, and the 5.8S region completely. The sequences where
evaluated using Chromaslite 2.01 which allows both visualization and edition of chromatograms.
The alignments and phylogenetical analysis where made in Mega 7. The chosen statistical
method was maximum likelihood. Results revealed that about 84% of the samples where C.
parapsilosis sensu stricto, 8% percent where C. orthopsilosis and 8% where C. metapsilosis.
The results of these studies are very important because the right identification of C. parasilosis
complex species is required to archive efficient treatments, since they differ in susceptibility to
drugs profiles.
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