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 Background: Leptospirosis is one of the most common zoonoses infecting both developing and developed countries in the world. Usually, leptospirosis 

was classified as an occupational disease. Later, leptospirosis was also associated with recreational activities through exposure to the contaminated soil or 
water. An increasing number of people involved in outdoor activities which have increased the chances of getting infected. Mostly, Pets and rodents are 
the sources of infection in the housing areas. Also, high density of rats in the markets is potential threats to visitors and town service workers. The expansion 
of housing areas also increases the opportunistic contact between humans and the infected wildlife. Environments are frequently associated with 
nonpathogenicleptospires. However, a novel pathogenic species, L. kmetyi, has been isolated from environmental coastal region of Karaikal, India. The 
aim of the present study is to detect and characterize Leptospira spp. from environmental samples in coastal region of Karaikal, India.  

Materials and Methods:Totally, 144 samples were collected from Leptospira infected patients from Karaikal coastal region. The samples were cultured 
using EMJH media supplemented with antimicrobial agents. The culture was purified and characterized by molecular approaches. The DNA sequences 
were edited in BioEdit and compared against the GenBank database using BLAST. The 16S rRNA gene partial sequences of all isolates were aligned with 
the 16S rRNA sequences of the type strains obtained from GenBank by using Multiple Sequence Comparison by Log-Expectation (MUSCLE) in MEGA 6 
software. The annotated sequences were submitted to the GenBank. 

Results: The result shows that Leptospires were positive in 22.9%of the isolates. Based on 16S rRNA gene partial sequence, a pathogenic leptospire, 
Leptospira alstonii was identified in 3% of the isolates followed by intermediate leptospire (L. wolffii, and L. licerasiae) and nonpathogenicleptospire, L. 
meyeri in 24.2% and 66.7%, respectively.  

Conclusion: The data presented in the present study demonstrates the presence of a clinically significant pathogenic L. alstonii and the predominance of 
L. meyeri in the environment. The pathogenic strain was found to not contain one of the highly conserve putative leptospiral virulence genes. Therefore, 
early prevention and detection is necessary to reduce the risks of infection amongst the population. Hence, continuous control and surveillance are 
essential in lowering the burden of the disease. 

 


