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Abstract

144 samples were collected from different food and environmental sources,
including leafy vegetables (celery, cabbage and lettuce), local dairy products
(fresh buffalo milk, fresh cow's milk and local cheese), meat products (frozen
minced meat, meat (non-frozen minced meat, sausage and chicken) and
environmental samples from farm soil and irrigation water taken from the river.
The 1solates were purified on different culture media, and the total number of
aerobic bacteria and the total number of coliform bacteria were estimated from
food, and environmental samples. The results showed that the highest value of
the total bacterial count was in the local cheese samples (209 * 10° CFU/ml) ;
While the highest value for coliform bacteria (250 * 10° CFU/ml) was in the
celery sample. The highest value for the total bacterial count from the
environmental samples was (196 * 10° CFU/ml) for farm soil samples and for
irrigation water samples (119 * 10° CFU/ml). while the total count (for coliform
bacteria) was (178 * 10° CFU/ml) from Soil samples to (149 * 10° CFU/ml) for
irrigation water samplesDifferent bacterial species were isolated from the
studied samples and identified by phenotypic, microscopic methods and using
VITEK2 technique, such as Staphylococcus (aureus 29.86% , saprophyticus
6.25% , lentus 4.86%), Kocuria (Rothia) kristinae 9.02% , Enterococcus
(faecalis 28.4%, gallinarum 11.8% , cassliflavus 16.6%), Klebsiella spp. 13.1%
, Salmonella spp. 9.02% , Bacillus spp. 15.2% , Shigella spp. 13.8% |,
Escherichia coli. 68.05% , Proteus spp. 34.02% , Streptococcus spp. 9.7% . The
percentage of Gram-positive bacteria was 68.75% and Gram-negative bacteria
was 31.25%. Listeria spp. was isolated from the study samples using selective
culture media (Hichrome-Listeria selective agar base). Listeria spp. was
diagnosed externally (naked eyes), microscopically, biochemically, molecularly,
and underwent antibiotic sensitivity tests. L. monocytogenes was identified in 4
samples with a rate of (2.7%) of the total isolates” samples and L. welshmeri

was identified in 15 samples with a rate of (10.4%) of the total isolates” samples.
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Molecular Genetics Testing of Listeria spp. was carried out by extracting DNA
from the studied samples, which included meat samples, dairy samples, leafy
vegetable samples, and environmental samples, by using a Genomic DNA mini
kit, a polymerase chain reaction (PCR) was performed to amplify the 16S rRNA
gene segment gene (1495 base pairs) for 5 local isolates, all of which gave a
positive result. The nucleotide sequences of the 16S rRNA gene region of four
1solates were compared with international reference strains registered in the
International Gene Bank (NCBI), where the results showed that there is one
1solate belonging to L. monocytogenes and three to L. welshmeri. The
L. monocytogenes match ratio of the sequence of the 16S rRNA gene was
(99.16%) with the Japanese isolate, while the match rate of the same
L. welshmeri gene for the three isolates of L. monocytogenes ranged between
(96-99%) with the global isolates in Poland, China, Brazil, Turkey, and
Germany. The new 16S rRNA gene sequences of L. monocytogenes were
registered in the International GenBank under accession number [OQ378323.1],
and for the three L. welshmeri isolates under accession numbers iap, plcA, actA
and did not contain virulence genes hly, llsx, ptsA. The results of the antibiotics
used in the study varied, as the highest diameter of inhibition was (28) mm for
the antibiotic Erythromycin at a concentration of (15) micrograms on
L. welshmeri bacteria, which were resistant to antibiotics, such as Cefalexin,
Chloramphenicol, Penicillin-G, Cephalothin, Oxacillin, and Co-Trimoxazole.
While the highest inhibition diameter was (25) mm for L. monocytogenes,

which was resistant to Tetracycline antibiotic and was resistant to Erythromycin.



