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EXPERIENCE

Senior Research Associate
Complex Carbohydrate Research Center, University of Georgia | 2022 - 2024

e Developed a novel representation and scoring function to assess structural similarities, predict
pharmacophores from known binders, and conduct substructure searches among monosaccharides.

e Showcased enhanced capabilities in sugar analysis by outperforming RDKit in comparative
evaluations.

¢ Utilized Molecular Modeling to reveal insights into Brucella antigen-antibody interactions and TREM2-
Heparan Sulfate binding, advancing collaborative research.

Post-Doctoral Research Associate
Department of Biostatistics and Bioinformatics, Duke University | 2019 - 2022

¢ Developed a program to estimate admixture and co-ancestry from kinship matrices.
e Performed GWAS to identify variants associated with steroid response in pediatric nephrotic
syndrome.
Post-Doctoral Research Associate
Institute of Bioinformatics, University of Georgia | 2017 - 2019

¢ Improved the scoring function of AutoDock Vina-Carb by 25% for Glycosaminoglycans (GAGSs).
¢ Modified Vina-Carb code to implement the scoring function, leading to more accurate docking
simulations.
e Compared the performance of docking software (AutoDock 4.2.6 and Vina) for Protein-GAG blind
docking.
Graduate Research Assistant
Institute of Bioinformatics, University of Georgia | 2010 - 2016

¢ Derived glycan pharmacophores for GBPs with broad specificity using known binders.

¢ Developed a scoring function based on per-residue Solvent Accessibility Surface Area (SASA) and
footprinting for assessment of the quality of theoretical protein models.

e Generated parameters for non-standard molecule compatible with AMBER/GLYCAM force field for MD
and MMGBSA analysis.

¢ Developed a new term for all-atom AMBER force field based on the backbone dipoles for improved
secondary structure sampling. Modified the AMBER code to calculate the new term.

Assistant System Engineer

Tata Consultancy Services, Bangalore, India | 2008 — 2009
¢ Trained in JavaScript, JSP, Servlets, JavaBeans, JDBC and Struts Il Framework.
e Involved in software development for a multinational retail client for their order consolidation.
e Contributed to the development of a website using Scheme Programming Language..

EDUCATION

PhD in Bioinformatics, University of Georgia | 2016

Dissertation Title: “Development of Computational methods to characterize Carbohydrate-Protein
interactions”

Relevant Graduate level courses: Statistical Methods in Bioinformatics | and Il, Computational Genome
Organization, Algorithms for Computational Biology, Computational Methods in Bioinformatics,
Mathematical Biology, Computer Simulation Methods in Physics, Computer Simulations of Materials


http://www.linkedin.com/in/amika-sood
https://github.com/amikasood

B.Tech in Biotechnology (Biochemical Engineering), Vellore Institute of Technology | 2008
Thesis Title: “Role of Ispa protein in the pathogenesis of Mycobacterium Tuberculosis”

CERTIFICATIONS

¢ Python for Data Science, Al & Development, IBM, 2024.
¢ Machine Learning with Python, IBM, 2024.
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