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 RES 

                  

Education: 

 2008  B.Tech  Jaipur National University (Biotechnology) 

 2011  M.S.  New Jersey Institute of Technology (Bioinformatics) 

 2018  PhD  Penn State University (Bioinformatics and Genomics) 

      

Postgraduate Training and Fellowship Appointments: 

 2018-2021  Lead Bioinformatics Scientist, University of Pennsylvania 

      

Military Service: 

 [none] 

      

Faculty Appointments: 

 2021-present  Instructor, Perelman School of Medicine  

      

Hospital and/or Administrative Appointments: 

 [none] 

      

Other Appointments: 

 [none] 

      

Specialty Certification: 

 [none] 

      

Licensure: 

 [none] 

      

Awards, Honors and Membership in Honorary Societies: 

 2016  Travel Award, Pacific Symposium on Biocomputing 

 2016  Altman award, AMIA TBI Year in Review "Identifying 

gene-gene interactions that are highly associated with Body 

Mass Index using Quantitative Multifactor Dimensionality 

Reduction (QMDR)" 
 2016  Reviewer's choice Award at ASHG for abstract titled 

"Identifying genetic associations with variability in metabolic 

health and blood count laboratory values: Diving into the 
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quantitative traits in an EHR" 

 2017  Travel award Pacific Symposium of Biocomputing 

 2017  Altman award, AMIA TBI Year in Review to manuscript 

titled "Using knowledge-driven genomic interactions for 

multi-omics data analysis: meta-dimensional models for 

predicting clinical outcomes in ovarian carcinoma" 
 2021  COVID Dream Team Award, University of Pennsylvania 

 2022  Keystone Award, PSOM Center for Global Genome Health 

Equity 

            

Memberships in Professional and Scientific Societies and Other Professional Activities: 

   National: 

2018-Present American Society of Human Genetics (Member) 

    

    

Editorial Positions: 

 2019-Present  ad-hoc reviewer, Bioinformatics 

 2019-Present  ad-hoc reviewer, GigaScience 

 2019-Present  ad-hoc reviewer, Frontiers in Genetics 

 2019-Present  ad-hoc reviewer, PLOS Computational Biology 

 2019-Present  ad-hoc reviewer, BioData Mining 

 2019-Present  ad-hoc reviewer, Nature Communications 

 2022-Present  Review Editor, Frontiers in Genetics 

 2023-Present  ad-hoc reviewer, PLOS Genetics 

 2023-Present  Special Issue Editor, Genes 

    

Academic and Institutional Committees: 

 2021-2023  Committee Member (External) on Jiyan Zhou PhD thesis committee 

at Penn State University 

 2023-Present  Committee Member on Brenda Xiao's PhD thesis committee at 

Genomics and Computation Biology Graduate Program, University 

of Pennsylvania 

    

Major Academic and Clinical Teaching Responsibilities: 

 2022  Grand Rounds talk at Department of Pathology and Laboratory 

Medicine  

Title: Use of Electronic Health Record linked BioBanks: Discovery 

to Implementation Science.  

Perelman School of Medicine University of Pennsylvania 

 2022  Lecture, Biomedical Data Science Series, University of 

Pennsylvania  

  

Title: Empowering Women's Health through Precision Medicine 

 2023  Multiomics in Precision Medicine, Philadelphia, PA  

Title: Multiomics in Women's Health.  

University of Pennsylvania Institute for Biomedical Informatics and 
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Penn Center for Precision Medicine 

 2023  Human Genomic Diversity and Medicine: Challenges and Solutions 

to Reduce Health Disparities, Philadelphia, PA  

Title: Empowering Women's Health through Precision Medicine.  

University of Pennsylvania School of Arts and Sciences 

 2023  Penn IBI-GCB Retreat, Bear Creek Mountain Resort, PA  

Title: Journey though Academia 

    

Lectures by Invitation (Last 5 years): 

 Feb, 2020  Challenge and Promise in Precision Medicine Meeting at Banbury 

Center, Cold Spring Harbor, New York  

Title: Groundwork for Precision Medicine: The role of electronic 

health records in discoveries and clinical implementation 

 Feb, 2020  Bortree Lecture Series at Pennsylvania State University  

Title: Groundwork for Precision Medicine: The role of electronic 

health records in discoveries and clinical implementation 

 Oct, 2020  American Society of Human Genetics, Extending 

Phenotype-Genotype Correlations to the Fetus: Integrating Genetics, 

Imaging, and the Electronic Health Record, Virtual Meeting  

Title: Bioinformatics methods for extracting genotype-phenotype 

information from electronic health records 

    

Organizing Roles in Scientific Meetings: 

 Jan, 2018  Session co-organizer,Pacific Symposium on Biocomputing  

Kona, Hawaii 

 Nov, 2018  Abstract reviewer, American Medical Informatics Association 

Informatics Summit  

San Francisco, CA 

 Jan, 2019  Session co-organizer,Pacific Symposium on Biocomputing  

Kona, Hawaii 

 Mar, 2019  Abstract reviewer, American Medical Informatics Association 

Informatics Summit  

San Francisco, CA 

 Dec, 2019  Abstract reviewer, American Medical Informatics Association 

Informatics Summit  

Washington DC 

 Nov, 2020  Abstract reviewer, American Medical Informatics Association 

Informatics Summit  

Virtual 

 Jan, 2021  Session co-organizer,Pacific Symposium on Biocomputing  

Kona, Hawaii 

 Oct, 2022  Session co-organizer, American Society of Human Genetics  

Los Angeles, CA 

 Oct, 2022  Abstract reviewer, Mid Atlantic Bioinformatics Conference  

Philadelphia, PA 

 Jan, 2023  Session co-organizer,Pacific Symposium on Biocomputing  
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Kona, Hawaii 

 Jun, 2023  Co-organizer and Session Moderator, Precision Medicine Leaders 

Summit  

Philadelphia, PA 
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