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Table 2: Distribution of MDR among the
isolates

SN Bacterial isolates No. of Isolated bacteria ~ MDR (%)

Background

World Health Organization Global
Burden of Disease Study estimated
that lower respiratory  tract
infections (LRTIs) were responsible
for 429.2 million episodes of illness
worldwide and also were the
leading cause of disease burden
measured in terms of disability
adjusted life years (DALYs) (Shibl
et al.,2010).

1 Staphylococcus aureus 34 12(35.3)

Klebsiella pnewmoniae 4 9(375)

Klebsiella oxytoca 15 (41T

4  Escherichia coli 12 2(16.7)

5(83.3)

Aeromonas hydraphila

6  Acinetobacter baumannii 5 2(40.0)

5833)

Pseudomonas aeruginosa

B. pseudomallei 3(100)

It is an important cause of death in
low and middle income countries
(Lozano et al., 2012). According to
WHO 2006, Lower respiratory tract s T T e
infection kills more people than

human immunodeficiency virus
(HIV), TB and malaria combine. : 16 32 ZB R 21 22 20 20 2 v
LRTI is one of the most frequent
reasons for hospitalization
(Colloniz et al., 2016)

TOTAL 108(100) 43(39.8)

Fig. 4. : Gel electrophoresis of
In  resource-limited  countries, | amplified bla-SHV gene
bacteria have been the main cause
of LRTI. This could be explained | Table 3: Distribution of b/a-SHV Encoding

by the inaccessibility of molecular | gene among the MDR Isolates

diagnostic tools and antimicrobial Bacterial No.of  Bla-SHV
susceptibility test thus leading to isolates MDR  gene (%)
inadequate antibiotics prescription

and consequently contributed to a | 1 K pneumoniae 6 3(50)
rapid increase in antimicrobial | 5 ..omonas 6 3(50)
resistance among bacteria causing

LRTIs (Alter et al, 2011; hydrophila

Ouedraogo et al., 2014; Simusika | 3 K oxyroca 4 2(50)

et al" 2015) 4 Pseudomonas 4 1(25)
The ESBL and carbapenemase aeruginosa
producing/carbapenem resistant | 5 Burkholderia 3 3(100)

organisms are a breed of multidrug-
resistant  pathogens. Infections
caused by these organisms are | 6 Escherichia 2 1(50)
associated with higher rate of
mortality, morbidity as well as
health care costs (Bindayna et al.,
2009; Umadevi et al., 2011)

psudomallei

coli

Total 25 13(52)

Methodology |

M 13 14 15 1617 18 19 20 21 22 23 24 25 M NC

Innoculum Fig. 5. : Gel electrophoresis of
preparation amplified bla-CTX-M 1 gene

Reading
Plates and Inoculation of
Interpreting Test Plates
Results

Table 4: Distribution of bla-CTX-M 1
Encoding gene among the MDR Isolates

S Bacterial No. of CTX-M 1

Application of )
/ isolates MDR (%)

Discs and
Incubation

K. pneumoniae 2(33.3)

Fig. 1. Antimicrobial
Susceptibility Pattern of the
Isolated Bacteria

2 Aeromonas 6 6(100)

hydrophila

K. oxytoca 3(75.0)

~

4 Pseudomonas 3(75.0)
Step 1:
Genomic DNA
was extracted
using
Easypure®
Bacterial
Genomic DNA

Kit

Step 2: PCR
Mastermix
prep.aratlon 5 Burkholderia 3 3(100)
with f3-
lactamase-
specific
primers E. coli

aeruginosa

psudomallei

0(0)

Total

17(68.0)

NC
Step 4:
Agarose Gel
Electrophoresi
s were carried
out and The
bands on the
gels were
visualized by
ultraviolet
transilluminati
on
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Step 3: PCR
Analyses

M 1213341516 1718 19 2021 22 232425 M
The reaction .
was amplified
in
conventional
ECR under Fig. 6. : Gel electrophoresis of
standard

conditions amplified bla-OXA 1 gene

Table 5: Distribution of bla-OXA 1
Encoding gene among the MDR Isolates

Fig. 2. Molecular
Identification of Antibiotic
Resistance Determinants

S Bacterial No. of Bla-OXA 1

/ isolates MDR gene (%)

2 <} a 5 6 4 8 9 10 11 12 13 14 15

K. pneumoniae 2(33.3)

2  Aeromonas 6 6(100)

hydrophila

— —— —_—

K. oxytoca 2(50.0)

4 Pseudomonas 4 2(50.0)

Fig. 3. : Gel electrophoresis of
amplified bla-TEM gene

aeruginosa

5 Burkholderia 3 1(33.3)
Table 1: Distribution of bla-TEM

Encoding gene among the MDR Isolates psudomallei

S Bacterial No. of MDR bla-TEM 6

/ isolates Isolates gene (%)
N Total 25 14(56.0)

Escherichia coli 2 1(50.0)

Conclusion
Bla-TEM and CTX-M 1 genes are the
1 K. pneumoniae 6(100) most frequently detected resistance gene
among the MDR isolates analysed. The
level of resistance exhibited by all the
3 K oxytoca 4(100) MDR isolates as recorded in this study
is of medical concern and occurred as a
result of present of more than one ESBL
genes among the MDR isolates

2 A. hydrophila 6(100)

4 Pseudomonas 4(100)

aeruginosa
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