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The purpose of this study was to investigate the diversity of yeast inhabiting correlating degree of
canine atopic dermatitis (AD) and anatomical sites. Fifty-seven samples were divided as 17 normal skin,
20 with primary atopic lesions (PAD), and 20 with secondary atopic lesion (SAD). Yeast isolation and
characterization were carried out based on the microscopical and biochemical properties. The approved
DNA analysis was utilized for species confirmation and their genetic variation. Antifungal susceptibilities
were determined against flucytosine, nystatin, ketoconazole, itraconazole and terbinafine. There were 4
yeast species consisting Malassezia pachydermatis, M. furfur, Candida parapsilosis and C. tropicalis
recovered from skin samples. M. pachydermatis and C. parapsilosis were isolated from all salnple;s, while
a few numbers of C. tropicalis and M. furfur were cultured from 3 healthy and 1 diseased dogs,
respectively. The frequency and population size of M. pachydermatis and C. parapsilosis were higher
than that of healthy (p<0.01). The large number of C. parapsilosis were closely associated to only PAD in
all sites, while those of M. pachydermatis were associated to both PAD and SAD (p<0.01). C.
parapsilosis was predominant at perineum, while M. pachydermatis was rare. Use of PCR-RFLP of 268
rDNA and intergenic spacer (IGS) 1 region digested with Cfol and Clal could not reveal any varity of the
genetic elements among the isolates. Over 75% of isolates were resistant to fluorocytocine and over 40%
and 20% of C. parasilosis were in resistant level to itraconazole and ketoconazole, respectively, In
contrast, all tested M. pachydermatis were susceptible to all 5 antifungal agents. This study firstly
demonstrated co-colonization of M. pachydermatis and C. parapsilosis with large amount in diseased
dogs. This speculated that C. parapsilosis may also play as aggregating factors associated canine

seoborrhic dermatitis, expecially in a case of unresponsive treatment by antifungal administration.





