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Summary

7. SUMMARY

This study was conducted on 1830 samples which were
collected from human (100 samples of infected nails of
Onychomycosis), diseased animals (350 buffaloes and 290 cows)

and apparently healthy animals (400 buffaloes and 285 cows).

The samples collected from diseased cases included mastitic
milk samples (150 buffaloes and 100 cows), rectal swabs from
animals suffering from diarrhea (100 buffaloes and 90 cows),
nasal swabs from animals showing nasal discharge (50 buffaloes
and 50 cows) and vaginal swabs from animals suffering from any

reproductive disorders (50 buffaloes and 50 cows).

The normal samples were collected from apparently healthy
animals including 100 samples from each type of normal milk,
rectal, nasal and vaginal swabs of apparently healthy buffaloes,
also 60 samples of normal milk from cows and 75 samples from

rectal, nasal and vaginal swabs of apparently healthy cows.

Environmental samples included 225 samples which were
collected from environment of animal farms (90 air samples, 60
water samples and 75 soil samples) and 180 samples from
different places surrounding human (60 samples from each type,

air, water and soil).
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All the samples were cultured on SDA with
chloramphenicol and incubated at 30°C for 48-72 hours for
mycological examination. The obtained results revealed that
Rhodotorula species were isolated from human samples with an
incidence of (5%) and from diseased cases of buffaloes with an
incidence of (6.7%, 20%, 10% and 16%) from milk samples,
rectal, nasal and vaginal swabs, respectively, while those obtained
from apparently health buffaloes were with an incidence of (3%,
10%, 10% and 10%) from milk samples, rectal, nasal and vaginal

swabs.

Rhodotorula isolates presented (8%, 22.2%, 24% and 22%)
from diseased cases of cows and (10%, 20%, 13.3% and 9.3%)
from apparently healthy cases of cows from milk samples, rectal,

nasal and vaginal swabs, respectively.

Rhodotorula species were isolated with an incidence of
(13.3%, 20% and 20%) from environment surrounding animals
and with an incidence of (13.3%, 20% and 13.3%) from
environment surrounding human from air, water and soil,

respectively.

Yeast colonies which have carotenoid pigment were
subjected for further identification by phenotypic and genotypic
methods. All isolates which were identified morphologically by

macro and microscopically examination revealed carotenoid
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pigments colonies on SDA with orange to red surface color, large
round, ovoid or elongated cells with lactophenol cotton blue,
large gram positive yeast cells with Gram’s stain and absence of

hyphae and pseudohyphae with large blastospare on rice agar.

The identification of Rhodotorula isolates into species was
performed using APl 20C Aux system according to its substrate
assimilation profile. Among 25 selective isolates, 22 isolates were

R. mucilaginosa, 2 were R. glutinis and one was R. minuta.

On the other hand, 14 isolates were examined by molecular
method polymerase chain reaction (PCR). ITS 2 of PCR products
obtained from all isolates identified them as genus Rhodotorula at
429 bp.

DNA sequences for 5 isolates from them identified 3 as
R.mucilaginosa, one as R. slooffiae and one was identical to

Rhodotorula species known in gene bank as strain CBS 8885.

On the other hand, antifungal sensitivity test for
Rhodotorula isolates revealed high sensitivity for nystatine,
followed by ketoconazole and clotrimazole, while resistance was

observed with fluconazole and amphotericin B.
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