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EDUCATIONAL BACKGROUND 

Degree University/Institute Specialization Period 
B.TECH Jaypee University of Information 

Technology, India 
Bioinformatics 2002-2006 

M.TECH Jaypee University of Information 
Technology, India 

Biotechnology 
with specialization 
in Bioinformatics 

2006-2007 

PhD Jaypee University of Information 
Technology, India 

Bioinformatics 2007-2013 

Visiting 
Research 
Faculty 

University of Nebraska at 
Omaha, USA 

Bioinformatics 2013-2014 

Asst. Professor Jaypee University of Information 
Technology, India 

Bioinformatics 2014-2015 

Post-Doctoral 
Research 
Associate 

University of Nebraska-Lincoln Bioinformatics 2016-Present 

 
Current Projects as Postdoc at University of Nebraska Lincoln: 

1. Identifying multi species probiotics (MSPs) and next generation probiotics (NGPs) using 
novel computational techniques and determining diagnostics markers to segregate 
pathogens and probiotics. This project involves development of algorithms and 
computational applications using genomic, proteomic, metabolomic data and Perl/Python 
programing languages. 

2. Applying Bayesian network-based approaches to identify genome-level gene interaction 
networks also called atlases. Construction of interaction atlases in pancreatic cancer. 

 
Previous Projects: 

 
1. Determination of the role of TGF-β in cleft palate formation. 
2. Role of early dietary habits in infant’s growth and development using micro-array data 

analysis of piglets 
3. Role of the Simvastatin drug in triggering genes involved in periodontal bone 

regeneration  
4. Identification of missing links in the metabolic network of medicinally important plants 

to enhance the production of secondary metabolites for their medicinal value (using case 
study Picrorhiza kurroa next generation sequence data) 



5. Deciphering the role of simple sequence repeats (SSRs) in the structural and functional 
plasticity of bacterial pathogens using developed case-specific computational analysis 
applications. 

6. UniDrugTarget: a computational application for identification of unique target sites in 
pathogenic bacteria. 

 
Technical Experience: 
 

• Programming in C, C++, Perl, JAVA, R, Python, Android, and MATLAB, 
Scripting languages (Server/Client-side languages such as ASP, PHP, CGI-Perl, J2EE, 
HTML, etc.) 

• Development of simulation programs to mimic biological reaction environment  

• Development of web/standalone applications and integration with databases 

• Machine learning/Computational algorithms/Data mining application development and 
their implementation to analyze biological data 

• Programs development to solve problems in computational biology, genomics 
and proteomics 

• Next generation sequencing and Microarray data analysis  
• Genomic, Proteomic, and Biological Network analysis 

Courses Studied: 
Statistics, Data Mining, Algorithms, Data Structures, Database Management System, Object 
Oriented Programming, Machine Learning, Scripting Languages, Systems Biology, 
Biochemistry, Microbiology, Tissue Culture, Genetics, Pharmacogenomics, Developmental 
Biology, Molecular biology, Drug Designing, Chemoinformatics, Recombinant DNA 
Technology, Fermentation, Programming Languages (Perl, C, C++, JAVA, MATLAB, 
Scripting languages), etc. 

Conferences Attended: 
 

1. INCOB, International conference of Bioinformatics, New Delhi, 2006 

2. International conference on Molecular Medicine, IIT Madras, 2009 

3. University of Nebraska Lincoln Plant Science Retreat, Lincoln/Nebraska City, 2018 

Honors/Awards: 
GATE qualified in Life Sciences, 2007 
Best poster award: Won best poster award at International conference on Molecular 
medicine for the presentation ‘Computational Identification of Therapeutic Drug Targets 
in Bacterial Pathogens’ held in IIT Madras, January 2009. 
Co-Principle-Investigator (2010-2014) for Bioinformatics section of a DBT funded 
program support at the Jaypee University of Information Technology. 
Principle-Investigator (2014-2015) for Bioinformatics section of a DBT funded 
program support at the Jaypee University of Information Technology. Project: 



Identification of intermediate metabolites for linking missing links in the biosynthetic 
pathways of desired chemical constituents in target plant species. 
 
TEACHING EXPERIENCE AT JAYPEE UNIVERSITY OF 
INFORMATION TECHNOLOGY (8 YEARS) 
Lectures: 

Systems Biology (2008, 2009: Jan-May) 
 

Scripting Languages for Bioinformatics (2008, 2009, and 2010: July-Dec) 
Advanced Algorithms in Bioinformatics (2009, 2010, and 2013: Jan-May)  
Bio-Programming (2008-2012: Jan-May) 
Linux Programing (2014: July-Dec) 

 

Introduction to Computational Biology (2014: July-Dec,)  

Introduction to Biological Databases (2014: July-Dec)  
Programming Languages for Bioinformatics (2015: Jan-May)  

Next Generation Sequencing (2015: Jan-May) 
Practicals: 

Computational Biology (2006-2011: July-Dec)  

Object Oriented Programming (2007-2008: Jan-May)  
Drug Designing Techniques (2007-2009: Jan-May) 

Machine Learning for Bioinformatics (2007-2011: Jan-May)  
Scripting Languages for Bioinformatics (2008-2010: July-Dec)  
Biological databases (2009-2010: Jan-May) 
Fundamentals of Algorithms (2008-2009: July-Dec) 
Advanced Algorithms in Bioinformatics (2009, 2010, 2013: Jan-May)  

Workshops Attended (Resource Person/Judge) 

S. 
No. 

Organization Topic Dates 

1 CSK HPKV,Palampur, 
(H.P.) 

DBT sponsored workshop on Hands-on Training 
on Role of Computers in Bioinformatics 

March, 2007 

2 CSK HPKV,Palampur, 
(H.P.) 

DBT sponsored workshop Application of 
Bioinformatics Tools in Genome Analysis 

March, 2008 

3 Himachal Pradesh 
University, Shimla, 
(H.P.) 

Functional and Structural Proteomics : An In 
Silico approach 

Oct, 2009 

4 Jaypee University of 
Information Technology, 
Waknaghat (H.P) 

Data Mining for Bioinformatics and its Industrial 
Applications (DMBIA) 

Jan, 2010 



5 Himachal Pradesh 
University, Shimla, 
(H.P.) 

DBT sponsored workshop on 
Genome analysis: Gene prediction and annotation 

Sep, 2011 

6 University of 
Nebraska-Lincoln, 
Nebraska, USA 

Plant Science Retreat Oct, 2018 
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