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I. Abstract 
Urinary tract infections (UTIs) are frequently reported as owed to multi drug resistant pathogens. Present study was designed to determine whether phylogenetic type is associated with the development of multidrug resistance to antibiotics.

Urinary tract infection (UTI) isolates from three hospitals in Pakistan were collected over a period of 10 months and were analysed in terms of causative bacterial species and drug susceptibility. Multidrug resistance was widespread  frequencies were 50% for several antibiotics, including ciprofloxacin and third-generation cephalosporins for Escherichia coli isolates. Majority of E. coli isolates remained susceptible to meropenem and fosfomycin. Sixty E. coli isolates were analysed in detail to determine correlations between resistance phenotypes and genotypes, mutation rates and phylogenetic group. Most isolates had elevated mutation rates, suggesting this was being selected. The majority of ciprofloxacin-resistant isolates carried a specific set of mutations in the quinolone resistance-determining region of gyrA and parC (S83L, D87N, S80I and E84V). In addition, 67% of the ciprofloxacin-resistant E. coli isolates carried one or more horizontally transmissible determinants of resistance

to ciprofloxacin, including aac(6′)-Ib-cr, qepA, qnrA and qnrB. There was a significant correlation between resistance

to third-generation cephalosporins, being an extended-spectrum b-lactamase producer, being resistant to

ciprofloxacin and belonging to phylogenetic group B2.

The data suggest that features of the bacterial genotype might facilitate the development of Multi drug resistance in particular lineages. Better understanding of the mechanistic basis for correlations between drug resistance and genotype could potentially be exploited to develop molecular tools for the

prediction of resistance development.

[image: image1.jpg]



II.  Image:

III. Reference:

1. Kim HB, Park CH, Kim CJ et al. Prevalence of plasmid-mediated quinolone resistance determinants over a 9-year period. Antimicrob Agents Chemother 2009; 53: 639–45.
2. Komp Lindgren P, Karlsson A°, Hughes D. Mutation rate and evolution of fluoroquinolone resistance in Escherichia coli isolates from patients with urinary tract infections. Antimicrob Agents Chemother 2003; 47:3222–32.
3. Heisig P. Genetic evidence for a role of parC mutations in development of high-level fluoroquinolone resistance in Escherichia coli. Antimicrob Agents Chemother 1996; 40: 879–85.
Biography:
Dr. Humera Nazir has completed his PhD from Quaid-i-Azam University, Pakistan. Pursued Ph. D research on “Prevalence and development of antibiotic resistance among the clinical isolates of Urinary Tract Infections” and one year research work and field study in different dimensions of Molecular Biology/ microbiology was  done in BMC, Uppsala University, Sweden under the supervision of Prof. Diarmaid Hughes. She worked as assistant Professor Microbiology at International Islamic University, Islamabad.

I. Presenting author details 
[image: image2.jpg]«—— Orful (
PN« Orfu3 (1.9kb)

«—— Orfu2 (1.3kb)






Full Name: Dr. Humera Nazir
Contact number: +923363634888
Twitter account:
Linked In account: Dr. Humera Nazir
Session name/ number:
Category: Oral presentation
Passport Number:AL9829633
