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Abstract:

(100) olive tree nodes infected with wilt disease collected leaves from
different areas of Mosul city (Al-Arabi neighborhood, Al-Fadiliya
village, Bashiga district, University of Mosul) for the period from
1/6/2023 to 1/8/2023, the samples were transferred in sterile bottles to the
laboratories of the Department of Life Sciences to isolate and diagnose
bacterial species based on microscopic examination, biochemical tests
and molecular diagnosis. Strains of C. flaccumfaciens developing on the
nutrient acaronia medium appeared as short yellow to orange bacilli. For
biochemical tests, strains were Cram-positive, mobile colonies, oxidase
negative, catalase-positive. The results showed that the isolates (SHGHI,
SHGH2, SHGH3, SHGH4, SHGHS5) were sensitive to antibiotics
(Amikacin, Chloramphenicol, Gentamicin, Ciprofloxacin, Meropenem,
Trimethoprim Nitrofurantoin), and resistant to Cefixime and Cefotaxime.
17 molecular isolates of different bacterial species were diagnosed based
on the gene molecular isolates of different bacterial species were
diagnosed based on the 16S rRNA gene and PCR technology (6 isolates)
belonging to the bacteria Curtobacterium flaccumfaciens, Staphylococcus
haemolyticus,  Staphylococcushaemolyticus,  Staphylococcuswarneri,
Psedomonas koreensis, Psedomonas reinekei, Psedomonas putida,
Psedomonas sp, FEnterobacter hormaechei, Enterobacter cloacae,
Micrococcus yunnanensis, Kosakonia sp The genetic match ratio was
(99%, 97%, 99%, 99%, 99%, 99%, 99%, 98%, 99%, 99%, 99%, 99%,
99%, 99%, 99%, 99%, 91%, 93%, 97%, 99%, 99%, 99%) with isolates
recorded in the genebank as follows:17 (ON209684, MT484165,
KP898898, KR906476, CP041259, OP102635 ,MT622589,MH325270,
MN410649,MH542248 MK883125, MK 823239, MT124571, OR016663,
MK999978 MN733227,0U957238,) respectively The bacterium



C.flaccumfaciens SHGH has been associated with through Koch
hypotheses with leaf wilt disease in O. europaea (olive trees) . located in
the connector, Iraq. The whole genome sequence of bacteria was
analyzed. C. flaccumfaciens SHGH1 and uploaded into the Global
Genbank under accession number JAUMSNO000000000.1. The circular
chromosome consists of 3,834,306 nucleotide bases, 70.7% GC content,
and 4,176 Protein coding sequences, 53 RNA genes, 7 rRNA genes, and
42 tRNA genes. Based on the DNA silica hybridization technology, there
are 11 strains closely related to the SHGH strain. 16S rRNA gene
sequencing analysis showed that the SHGH strain had 100% similarity to
the C.flaccumfaciens LMG 36645 gene and 99% similarity to the
Curtobacterium allii gene 20TX0166 with more than 100 repetitions in
the Bootstrap test. SHGH strain analysis revealed the presence of several
enzymes that encode pathogen-related genes such as pectatelyase,
pectatelyser, serine proteinase, glycosyl hydrolase transferase
Furthermore, genome sequencing analysis of the SHGH strain showed
that it contains beta 1-4-glucanase and beta 1-4 xylenase enzymes, several
short glycosidase, peptidase and potential glycopolymer degradation
areas dominains-glycopolymer- degrading potential derived from the

protobacterio phage.
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