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2011 Mathematics

Research Consultant, Institute for Cyber Enabled Research, Michigan State
University, East Lansing, Ml

2017-2022 Post-Graduate Researcher, Dr. Tian Hong, Biochemistry & Cellular and
Molecular Biology and National Institute of Mathematical Biological Synthesis,
University of Tennessee Knoxville, TN

2012-2017 Graduate Research Assistant, Dr. Shin-Han Shiu, Genetics Graduate Program
Michigan State University, Ml

2010-2011 Undergraduate Research Assistant, Dr. Maria Servedio, Biology Department,
University of North Carolina at Chapel Hill, NC

Teaching:

Summer 2018 - 2020

Summer 2019

Fall 2018

Coding Workshop Instructor, Summer Research Experience hosted by the
National Institute of Mathematical Biological Synthesis, Organized by Suzanne
Lenhart and Gregory Wiggins, University of Tennessee Knoxville, TN

Co-Mentor with Dr. Tian Hong, Summer Research Experience hosted by the
National Institute of Mathematical Biological Synthesis, Organized by Suzanne
Lenhart and Gregory Wiggins, University of Tennessee Knoxville, TN

Guest lectures on Machine Learning for Programming for Biological Data
Analysis (LFSC507), Taught by Dr. Tian Hong, University of Tennessee
Knoxville, TN



Fall 2016 Graduate Teaching Assistant for Theory and Practice in Bioinformatics
(PLB400/810), Taught by Dr. Shin-Han Shiu, Michigan State University, Ml

Summer 2014, 2015 Teaching Assistant for Frontiers and Techniques in Plant Science, Co-taught by
Drs. Mark Johnson, Shin-Han Shiu, Marja Timmerman, Cold Spring Harbor Labs

NY

Fall 2012 Graduate Teaching Assistant for Introduction to Genetics (ZOL341), Taught by
Dr. Richard Allison, Michigan State University, Ml

Outreach:

2018, 2019 Instructor “Adventures in STEM” camp at University of Tennessee Knoxville,
TN

2016, 2017 Instructor for “Code Like a Girl” at Girl’s Math and Science Day, In association
with Graduate Women in Science, Michigan State University, Ml

Skills

e Actively practicing and teaching scientific programming in Python and R with prior experience
in C++, C-sharp, MATLAB, and Mathematica (see https://github.com/panchyni)

e Familiar with UNIX operating systems, maintaining UNIX servers on a single laboratory scale,
and using institutional/inter-institutional high performance computing clusters

e Experienced with machine learning package in both R and Python

e Experienced with modeling problems using systems of ordinary differential equations using both
custom Python scripts and the Tellurium modeling environment

e Experienced with pre-processing, cleaning and investigation of large-scale omics data using both
statistical and dimension-reduction based approaches

e Experienced with genome assembling, annotation, and alignment algorithm using both short and
long reads
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Presentations:

2020 ‘Investigating the progression of EMT in single-cell RNA data using Dimension
Reduction’ Biochemistry & Cellular and Molecular Biology Department
Colloquium, University of Tennessee Knoxville, Knoxville, TN (October 12)

2018 ‘Analysis of epithelial and mesenchymal gene expression uncovers the regulatory
mechanisms controlling differential expression and reciprocity during epithelial-
to- mesenchymal transition’ Department of Mathematics Colloquia, Howard
University, Washington DC (October 19)

2018 ‘Regulation of reciprocal epithelial and mesenchymal gene expression during the
epithelial-to-mesenchymal transition’ Biochemistry & Cellular and Molecular
Biology Department Colloquium, University of Tennessee Knoxville, Knoxville,
TN (October 1)

2017 ‘Asymmetric evolution of transcription factor expression and regulation in
Arabidopsis thaliana.” ICAR, St. Louis, MO (June 19-23)



