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Education 
 
Ph.D. in Bioinformatics and Computational Biology 
University of Minnesota, Minneapolis, MN, USA 
Adviser: Dr. Ran Blekhman  

11/2021  

M.S. in Computer Science 
Lehigh University, Bethlehem, PA, USA 

05/2016 

B.E. in Computer Science 
Manipal Institute of Technology, Karnataka, India 

05/2010 

 
Professional Experience 
 

• Postdoctoral Fellow Broad Institute of MIT and Harvard, 
Harvard Medical School,  
Massachusetts General Hospital, 
Boston, MA, USA 

12/2021 – Present 

• Research Assistant University of Minnesota, Minneapolis,  
MN, USA 

08/2016 – 11/2021 

• Graduate Research Intern Mayo Clinic, Rochester, 
MN, USA 

06/2014 – 08/2014 

• Research and Teaching Assistant Lehigh University, Bethlehem,  
PA, USA 

08/2011 – 05/2016 

• Undergraduate Research Intern Carnegie Mellon University,  
Pittsburgh, PA, USA 

06/2009 – 08/2009 

• Undergraduate Research Intern University of Lodz, Poland 06/2008 – 08/ 2008 
 
Honors and Awards 
 

• Doctoral Dissertation Fellowship, University of Minnesota (approx. $50,000), 08/2019 – 05/2020.  
• Best Poster award in 10th Annual Bioinformatics Research Symposium, University of Minnesota, 2018.  
• Microbial and Plant Genomics Institute Travel award ($489), 2018 
• Bioinformatics and Computational Biology Graduate Fellowship, University of Minnesota (approx. $50,000), 

08/2016 – 05/2017. 
• First prize in the 2012 Semantic Web Challenge (Billion Triples Challenge Track), 2012. 
• NSF Travel Grant, International Semantic Web Conference ($1,200), 2012. 
• Award for Academic Excellence in Computer Science, Manipal Institute of Technology, 2009.  
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Research Presentations 
 

• (Invited Talk) “Multi-omics of host-microbiome interactions”, Sahlgrenska Academy, University of 
Gothenburg, Gothenburg, Sweden, 10/2021. 

• (Invited Talk) “Machine Learning on Microbiome data”, 14th Great Lakes Bioinformatics (GLBIO) 
conference, University of Minnesota, MN, 05/2021. 

• (Talk) “Shared and disease-specific host gene-microbiome interactions across human diseases”, Cold 
Spring Harbor meeting on The Biology of Genomes, Cold Spring Harbor, New York, 05/2021. 

• (Talk) “A machine learning framework reveals patterns of host gene-microbiome interactions across human 
diseases”, Cold Spring Harbor Laboratory meeting on Biological Data Science, CSHL, 11/2020.  

• (Poster) “Shared and disease-specific host gene-microbiome interactions across human diseases”, Cold 
Spring Harbor Laboratory meeting on Microbiome, Cold Spring Harbor, New York, 10/2020.  

• (Poster) “Common host gene-microbiome interactions across human diseases”, Cold Spring Harbor 
Laboratory Meeting on Microbiome, Cold Spring Harbor, New York, 07/2019.   

• (Talk) “A Machine Learning Framework Reveals Common Molecular Interactions Between Gut Microbiome 
and Host Genes Across Human Disease States”, 3rd Workshop on Statistical and Algorithmic Challenges in 
Microbiome Data Analysis, Simons Foundation, New York, 04/2019.  



• (Invited Talk) “Characterizing Host Gene-Microbiome Interactions in Human Diseases Using Machine 
Learning”, Machine Learning Applications to Phenomics and Genomics, Fall Symposium, Microbial and 
Plant Genomics Institute, University of Minnesota, 08/2018.  

• (Talk) “Characterizing Host Gene-Microbiome Interactions in Human Diseases Using Machine Learning”, 
5th Midwest Population Genetics Meeting, University of Minnesota, 08/2018. 

• (Poster) “Interactions between the gut microbiome and host gene regulation shed light on the pathogenesis 
of colorectal cancer in cystic fibrosis patients”, 7th Conference on Beneficial Microbes, Madison, Wisconsin, 
07/2018.  

• (Invited Talk) “Interactions between the gut microbiome and host gene regulation shed light on the 
pathogenesis of colorectal cancer in cystic fibrosis patients”, 10th Annual Bioinformatics Research 
Symposium, University of Minnesota Rochester, 01/2018.  

• (Talk) “A Semantic Web-based system for mining genetic mutations in cancer clinical trials”, AMIA Joint 
Summits on Translational Science, San Francisco, 03/2015. 

 
Teaching and Mentoring Experience 
 

• Developed and taught a course module on “Introduction to Machine Learning using R” in BICB 8510 
Computation and Biology (Spring 2020, Spring 2021, UMN-Twin Cities & UMN-Rochester campuses).   

• Mentored graduate rotation students in Blekhman Lab, UMN (Fall 2018, Spring 2021)  
• Teaching Assistant, Lehigh University (2013 – 2015).  

o Courses: Design and Analysis of Algorithms, Introduction to Java. 
o Managed classes with 50 – 140 undergraduate students. 
o Responsibilities: Conduct labs, grade homeworks and exams, design and deliver guest lectures, 

hold office hours, mentor students, maintain and write scripts for collection and processing of 
homeworks. 

 
Science Outreach and Service 
 
Outreach: 

• Organized science outreach activity on the topic of Human Microbiome at farmer’s market as part of 
Market Science outreach program. (06/2019 and 06/2017) 

• Coordinator of monthly lab reading and discussion on diversity, equity and inclusion. 
Service:   

• Organized and conducted workshop on “Machine Learning on Microbiome data” at the 14th Great 
Lakes Bioinformatics (GLBIO) conference, 05/2021.  

• Reviewer for PloS Computational Biology, Human Genetics, mSystems, Cell Host & Microbe (co-
reviewer), Communications Biology – Nature, Scientific Data - Nature, PeerJ, IJCAI research track 
(2016), Biomedical Data Mining, Modeling, and Semantic Integration at ISWC (2015).  

• Served in local organizing committee for International Semantic Web Conference (ISWC) 2015. 
 
Professional and Technical Skills 
 

• Programming: R, Java, Scala, C, C++ 
• Scientific skills: microbiome analysis (metagenomics, 16S, metabolomics, viromics), human genomic 

analysis (RNA-sequencing, whole genome sequencing), multi-omic integration, machine learning, parallel 
and distributed computing. 
 


