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Abstract

The current study aimed to diagnose the Cryptosporidium parvum
and 1dentify the extent of its spread in children who suffer from diarrhea,
especially children under five years of age, through microscopic
diagnostic methods using the modified Ziehl Nelson stains MZN and
Kimsa, as well as flotation methods using sugar fragment solution, in
addition to using molecular diagnostic technology. Using polymerase
chain reaction (PCR), the practical aspect was completed in the graduate
studies laboratory at the College of Education for Girls / Department of
Biology Sciences for the period between the beginning of July 2022 and
the end of March 2023, as the current study included examining (114)
stool samples from patients and patients hospitalized in Ibn Al-Atheer
Hospital. In Nineveh Governorate, among those aged (1-5) years and for
both sexes, direct microscopic examination of samples using modified
Ziehl-Nelsen stain and Kimsa stain showed the presence of parasite egg
cysts at a rate of 37.71%, with 43 positive samples, while the infection

rate reached 31.57% for 36 samples infected by Indirect microscopic

examination by fluorescence with glycolytic solution.

The infection rate was affected by epidemiological factors, as males
recorded a higher infection rate compared to females, as the infection rate
reached 39.7% and 33.3%, respectively. The infection rate also recorded
a difference according to the type of residence, as the infection rate in the
countryside reached 38.66% and in the city it reached 35.89%, in addition
to The current study recorded different infection rates according to the
months of the year, as the highest infection rate was in the month of
November at a rate of 72.27%, while the lowest infection rate was

concentrated in the month of February at a rate of 7.14%. The study



recorded the highest infection rates in the age group 3 years - 4 years at a

rate of 45.83%.

By following up on the results of the molecular examination for

infection with the Cryptosporidium parasite and determining it, the rate of
molecular examination showed a higher rate of infection than the rate of
infection by microscopic examination, as the rate reached 58.13%, with

25 positive samples out of 43.

The polymerase chain reaction (PCR) technique was carried out by
using specific primers for the Cell Oocyst Wall Protein (COWP) gene.
The molecular examination included the polymerase chain reaction
(Conventional PCR), as the results revealed the presence of a single band
in the agarose gel with a molecular weight of 650 base pairs.
Nitrogenous base pairs in DNA extracted from samples of people infected
with cryptosporidiosis

For the purpose of following up the genetic sequence of the isolate
under study, DNA sequencing technology was used to analyze the
sequence of the 10 samples out of 25 positive samples that were sent, and
the gene sequences were matched with the gene sequences documented at
the National Center for Biotechnology Information (NCBI), as a new
isolate was revealed, which is Cryptosporidium hominis. For the first
time in the city of Mosul, it was recorded in the sequence LC757376.1,
which was 88% similar to the American and Egyptian isolates, and the

1solate was recorded in the names of the researchers
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