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Abstract

Introduction & Objectives: Shigellais a gram-negative intestinal bacterium that causes
bacilli dysentery or shigellosis. Due to the limited reports on the epidemiological
characteristics of this bacterium, the present study was performed to investigate the
distribution of pathogenic genes and to determine the genetic affinity of Shigella isolates

isolated from diarrheal samples in several cities of Iran.

Materials & Methods: In the present study, 225 Shigellaisolates were collected from
Kerman, Ardabil, Ahvaz, Urmia, Shahrekord, Mashhad and Tabriz. Shigellaisolates were
examined according to standard culture methods, biochemical tests, antiserum and PCR.
Distribution of virulence genes (ipaH, ial, setl A, setlB, sen, virF, invE, sat, sigA, pic and
sepA) was determined by PCR. The genetic diversity of the isolates was determined by

MLVA method.

Results: Totally, 107 Shigella flexneri, 83 Shigella sonnei, and 30 Shigella boydiiand
5 Shigella dysenteriae, were collected. All isolates were positive for ipaH gene. The other
genes include ial, invE, virF, sat, pic and sepA were found in 83.1%, 51.1%, 69.8%,23.6%,
24.4%, and 27.1% of the isolates, respectively. Both set/A and setlB were detected in
21.5% of S. flexneri isolates, whereas 69.8% of the isolates belonging to different

serogroup carried sen gene. The Shigella isolates were divided into 196 MLVA types.

Conclusion : Based on the results of this study, it was found that the distribution of

virulence genes in Iranian cities is different. Despite the extensive heterogeneity found for



the shigella isolates from geographically different regions, it was possible to discriminate

the shigella species based on the MLV A method.

Keywords : Shigella, virulence genes, PCR, MLVA and Iran
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