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Employment

2023 – present Associate Professor of Computer Science, University of Missouri-St. Louis
2017 – 2023 Assistant Professor of Computer Science, University of Missouri-St. Louis
2012 – 2017 Graduate Research Assistant, University of Missouri-Columbia
2015 Visiting Instructor, Westminster College, Fulton, MO
2011 Adjunct Lecturer, Advanced College of Engineering, Nepal
2011 Adjunct Lecturer, Kathford College of Engineering, Nepal
2011 Senior Software Engineer, Yomari Information Services, Nepal
2009 – 2011 Software Engineer, VeriskHealth Analytics Inc., Nepal

Education

2017/07 PhD, Computer Science, University of Missouri-Columbia, MO
2009/05 B.E., Computer Engineering, Tribhuvan University, Nepal

Research interests

Explainable AI (XAI), AI in education, and health informatics.

Select grants

2024 $100,000, CooperVision, “Using Deep Neural Networks to Predict Success in
Orthokeratology Lens Fitting,” Role: Co-PI

2021 $12,150, UMSL Research Award, “Explainable Deep Learning for Protein
Structure Prediction”, Role: PI

2020 $163,535, National Science Foundation (NSF) CISE, “CRII: III: Deep
Learning Methods for Protein Inter-residue Distance Prediction”, Role:
Principal Investigator (PI)

2020 $256,496, SPEC SENSORS LLC (National Aeronautics and Space
Administration (NASA) STTR), “STTR Phase 1: Autonomous
Environmental Monitoring and Management Platform for Remote Habitats”,
Role: Co-PI

2019 $6,450, UMSL Research Award, “Protein Structure Scoring using Deep
Learning”, Role: PI

2018 $5,415, UMSL Research Award, “Open source deep learning Python
framework for protein contact prediction”, Role: PI
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Courses taught

1. Interpretable Machine Learning (2023S - present)
2. Data Visualization (2022F - present)
3. Artificial Intelligence (2018F - present)
4. Deep Learning (2019S - present)
5. Programming & Data Structures (2015S and 2018S)
6. Advanced Data Structures & Algorithms (2017F and 2020F)

Professional memberships & activities

2022 University Ambassador, NVIDIA Deep Learning Institute
2022 Treasurer, IEEE St. Louis Section
2019 - present Member at International Society for Computational Biology (ISCB)
2019 - present Senior Member, IEEE
2020 – 2023 Program Committee Member for International Conference on Deep Learning

Theory and Applications (DeLTA)
2019 – present Reviewer for various NSF proposal review panels
2018 – 2022 Editorial board member for Computational Biology and Bioinformatics,

Science Publishing Group
2018 – 2022 Reviewer for PeerJ and BioData Mining
2015 – present Reviewer for peer-reviewed journals: PloS One, Bioinformatics,

Interdisciplinary Sciences: Computational Life Sciences, IEEE/ACM
Transactions on Computational Biology and Bioinformatics, and
Computational and Structural Biotechnology, Nature Scientific Reports

Academic awards/honors

2024 Outstanding Teaching Award, Computer Science Department, University of
Missouri-St. Louis.

2022 Outstanding Research Award, Computer Science Department, University of
Missouri-St. Louis.

2018 Received scholarship for participating in “Faculty Success Program” in Summer
2018. Awarded by University of Missouri System. Award worth of $3,950.

2015 First place in 12th annual MidSouth Computational Biology and Bioinformatics
Society (MCBIOS) Conference “Oral Presentation Student Award” (one of the
three first place awards), Little Rock, AR. Received $300 as award.

2013 First place in Annual Programming Contest organized by Computer Science
Graduate Student Council at University of Missouri-Columbia. Received $400
award.

2009 Second place in KUCC Inter-University Software Competition organized by
Kathmandu University, Nepal. Received NRs. 15,000 ($150) as award.

2009 College Batch Topper in the class of 35 students in Advanced College of
Engineering and Management, Tribhuvan University. Awarded tuition waiver for 6
semesters during bachelor’s degree.
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