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Background and Aim: Shigella spp. are fastidious, non-motile and rod-shaped gram-negative bacterium that can cause a severe diarrhea illness called shigellosis.These bacteria belong to the Enterobacteriaceae family, with four serogroups include: subgroup A (S. dysenteriae), B (S. flexneri), C (S. boydii), and D (S. sonnei). These bacteria are in charge of almost 165 million cases of diarrhea every year. Thus, the aim of this study was detection and characterization of Shigella species isolated from patients suffering from diarrhea by conventional biochemical tests, antimicrobial susceptibility testing, and PCR method.
Methods: Stool samples were obtained from 522 (n=522) patients suffering from diarrhea. All strains were isolated by phenotypic methods. Antimicrobial susceptibility of Shigella strains was performed using the disc diffusion technique (Kirby-Bauer) according to CLSI recommendations. PCR was performed for detecting of the ipa gene in the Shigella isolates.
Results: Of the 522 study patients with diarrheal diseases 69 (13.21%) were positive for Shigella spp. Of these, 49.28% strains were identified as S.flexneri 31.9% as S.sonnei, 13% as S.boydii and 5.8% as S. dysenteria. Antibiogram pattern in this study revealed that the highest resistance percentage was related to Tetracycline and Ampicillin 58 (84%)and55 (80%), followed by Trimethoprim-sulfamethox¬azole 77% and Nalidixic acid 69%. The Shigella isolates, 89.85 carried invasive gene.
Conclusion: These findings confirm the need to formulate long-term surveillance pro¬grammes that would identify changes in antimicro¬bial susceptibility patterns and the dissemination of such information to clinicians.
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