
 
 
 
 

Dedicated 
To  

My Grand Parents 



 
 
 
 
 
 
 
 
 

DECLARATION 
 
 
 
I declare that the thesis entitled “Detection of Human Polyomavirus JC (JCV) and its 

Genotyping in Immunocompromised and Non-Immunocompromised Individuals from sub- 

Himalayan West Bengal” has been prepared by me under the supervision of Prof. (Dr.) Soumen 

Bhattacharjee, Professor, Department of Zoology, University of North Bengal and co- 

supervision of Prof. (Dr.) Nirmal Kumar Bera, Department of Psychiatry, North Bengal Medical 

College and Hospital. 
 
No part of this thesis has formed the basis for the award or any fellowship previously. 

 
 
 
 
 
 
 
(Sutanuka Chattaraj) 
Cell and Molecular Biology Laboratory 
Department of Zoology 
University of North Bengal 

 
 
Date:  





 



 



Page | I  
 

PREFACE 

The present dissertation entitled “Detection of Human Polyomavirus JC (JCV) 

and its Genotyping in Immunocompromised and Non-Immunocompromised 

Individuals from sub-Himalayan West Bengal” has been done under the supervision of 

Prof. (Dr.) Soumen Bhattacharjee, Cell and Molecular Biology Laboratory, Department 

of Zoology, University of North Bengal and co-supervision of Prof. (Dr.) Nirmal Kumar 

Bera, Department of Psychiatry, North Bengal Medical college and Hospital. 

Human Polyomavirus JC (JCPyV) is widely distributed throughout the world. 

Infection may occur during childhood but it can remain latent in certain tissues and 

organs for the entire span of life. It gets reactivated only under conditions of sustained 

immune suppression and can cause progressive multifocal leucoencephalopathy (PML). 

There exists no information about the status of JCPyV in the sub-Himalayan part 

of the West Bengal, India. Therefore, the main aim of the research work has been to 

ascertain the present status of JCPyV and to check the viral load in individuals infected 

with the virus in this region of India. The study has generated an overall picture on the 

distribution pattern of JCPyV subtypes circulating in this part of India and among 

isolated tribes of this region. This region is inhabited by several tribal groups. In addition, 

detailed analysis on the NCCR, VP1 and large T-antigen sequences from the isolates of 

this region was also done. 

The findings of the study are published in various research journals and are 

presented and discussed in details in the Results and Discussion part of this dissertation. 
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