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Abstract

During the period from July to December (2022),11 strains of
Stenotrophomonas maltophilia were obtained from 375 samples including
(349) clinical samples, in addition to (26) Swabs from the surfaces of medical
devices collected from (Asalam teaching hospital, Mosul general hospital,
Aljumhurii teaching hospital, Chest Diseases Hospital, Ibi Sina teaching

hospital, and Specialized burn center) in Mosul City.

Biochemical tests and VITEK-2 compact system were used to
identify the non lactose fermented and oxidase-negative isolates.Results

showed that S. maltophilia was identified in 11 strains of all bacterial isolates,

the highest percentage 5 (¢2%) of S. maltophilia was isolated from urinary tract

infection compared to other sites of infections. Other isolates were recovered

from burn infections were 2(YA%) and 2(YA%) of strains from cystic fibrosis

patients sputum, in addition tol (9%) of strains from each of wound and
medical devices. While no isolates were recovered from throat, blood and CSF

samples.

The resistance percentage to the ampicillin , gentamicin, and amikacin
(100%), cefixime (91%), imipenem (64%), meropenem(55%), azithromycin
(36%),nalidixic acid and trimethoprim (18%) and ciprofloxacin(0%).

All strains have the ability to produce beta-lactamase enzyme when tested
by iodometric method.Morever , results showed that (55%) of isolates were

able to produce a slime layer.

The results of detection of biofilm formation by tube method showed that
(45%) of isolates were strongly adherent, (36%) had moderate productivity,
(9%) weakly adherent and (9%) isolates were non-adherent while ability of
S.maltophilia to form biofilm by microtiter plate method was strong (73%),
moderate (27%).

Extracellular virulence factors of S. maltophilia were studied. All (11)

isolates of S.maltophilia (100 %) were produced Siderophores, protease, and
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lipase, (73%) produce DNase, (64%) produced gelatinase and (45%) produced

lecithinase.

As the biosurfactants production were investigated, S.maltophilia didnot
show any hemolysis, while all isolates gives positive results for the oil
dispersion and drop collapse methods using olive oil as a nitrogen source giving
highest production rate of biosurfactant than glycerol.

Molecular diagnosis was carried out using universal 16S r RNA gene for 14
understudy isolates.The sequences were determined usingBasic Local
Alignment Search Tool (BLAST) inNational Center for Biotechnology
Information (NCBI). Results showed that 11 of them belong to
Stenotrophomonas maltophilia , while the three remaining isolates belong to
Enterobacter hormaechei. Also, when molecular diagnosis was carried out
using the designed specific primers that were designed in the current study for
detecting 23S rRNA gene, the eleven isolates belong to S.maltophilia that
amplified at 816 bp. Phylogenetic tree of all isolates that based on 16S rRNA
gene revealed three main clusters A,B and C.Stenotrophomonas maltophilia
clustered on A, and B, while Enterobacter hormaechei on C. The first cluster
A contained 9 strains with the bootstrap value was (99.86%), the second cluster
B with the bootstrap value of (99.88%) and the third cluster C with the bootstrap
value of (99.88%).All sequences were submitted to the gene bank (NCBI) and
were given the accession numbers. While studying the phylogenetic
relationship between the strains based on 23S rRNA revealed that S.maltophilia
clustered in A and B. Seven isolates linked in cluster A with a bootstrap value
01 (99.99%) and two isolates in cluster B with a bootstrap value (98.88%). All
sequences were submitted to the gene bank (NCBI) and were given the

accession numbers.

The results of PCR amplification of the fimv gene that is designed during
the current study among S.maltophilia isolates showed that (73%) of isolates

give positive results at 736 bp.
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The results of PCR amplification of the smgnr gene among
S. maltophilia isolates showed that only one isolate (9%) give positive result

for this gene,while all isolates gave a negative results for int/ and sul-1 genes.
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