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TEACHING
Statistics and Modeling for Biologists (BIOL705/BIOL709F/BIOL609-1195) Spring 2018-
Graduate course

Population & evolutionary genetics (BSCI405/BSCI339]J/BIOL709C) Spring 2016-7; Fall 2018-
Advanced undergraduate / graduate course

Introduction to R/RStudio for Life Science Majors (BSCI238C) Fall 2020
Undergraduate STudent Initiated Course (STIC); mentored student instructor Michelle Fang.

Seminar on Statistical Learning in Ecology and Evolution (BIOL608])  Fall 2018, Spring 2019
Graduate seminar

Introduction to BEES (BEES608A) Fall 2016,2018, Spring 2021
Mutation & neutrality lecture

SERVICEReviewer, National Institute of Justice Graduate Research Fellowship 2016-2018,2020,2023
Reviewer, National Institute of Justice Forensic Biology/DNA panel 2016—
Member, graduate admissions committee for BISI-MOCB track at UMD 2024-2025
Member, graduate admissions committee for BISI-CBBG track at UMD 2016, 2017, 2019-23
Member, Biology Department HR Director search committee 2020
Member, graduate admissions committee for BISI-BEES track at UMD 2016, 2024
Member, Dept of Biology Faculty Advisory Committee 2016-2018
Member, University of Maryland Hockmeyer fellowship review commit- 2016, 2017

tee
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Coordinator of weekly Behavior, Ecology, Evolution, and Systematics Fall 2015-2018
(BEES) seminar series
Member, CDC Nex-StoCT Working Group to develop guidelines for next- 2011
generation sequencing technology applied to clinical testing.
Reviewer for the following journals: Bioinformatics, eLife, Genetics, Genome 2009-
Research, Journal of the Royal Society Interface, Molecular Biology and Evolution,
Molecular Ecology, Molecular Ecology Resources, Nature Communications, PLoS
Computational Biology, PLoS Genetics, PLoS One, Proceedings of the National
Academy of Sciences, Proceedings of the Royal Society B

MENTORING
Ridwan Bello, ANSC graduate student (co-adviser) 2023-
Arvind Jaya Shankar, CBBG graduate student (on-campus adviser) 2021~
Thomas Pranzatelli, CBBG graduate student (on-campus adviser) 2020-
Nicholas Rachmaninoff, CBBG graduate student (on-campus adviser) 2020-
Shauna Rasband, BEES graduate student (on-campus adviser) 2018-
Wei Xiao, CBBG graduate student 2018-
Can Liu, MOCB graduate student (on-campus adviser) 2017-
Hao Yiu, BEES graduate student 2016~
Jake Weissman, BEES graduate student 2015-2019
Rohan Laljani, undergraduate Fall 2017-2019
Vinay Veluvolu, undergraduate Summer 2018-2019
Aidan Bissel-Siders, undergraduate Fall 2017-2019
Brian Liu, undergraduate Summer 2016-Spring 2017

INVITED PRESENTATIONS
Cancer Data Science Laboratory, NIH/NCI, July 2021
UMD Bioscience Day, Nov 2019
Immunity Across Scales workshop prior to EEID meeting, May 2018
MOCB Concentration Area, University of Maryland, College Park, Apr 2018
Phylopizza, National Museum of Natural History, Smithsonian Insitution, May 2017
Laboratory for Physical Sciences, University of Maryland, College Park, Mar 2017
Institute for Genome Sciences Seminar, University of Maryland, Baltimore, Jan 2017
U Penn Math-Biology Seminar, Oct 2016
Penn State Theoretical Biology Seminar, Dec 2015
Modeling the spread and control of Ebola in W. Africa, January 2015
Centre for Geogenetics, University of Copenhagen, February 2014
Dept of Biology, University of Maryland, College Park, February 2013
Dept of Biology, University of Rochester, January 2013
Southeastern Branch, American Society of Microbiology annual meeting, October 2012
Neanderthal Consortium Planning Meeting, Opatija, September 2011

Dept of Evolutionary Genetics, Max Planck Institute for Evolutionary Anthropology, August 2009
Evolutionary Genetics: the impact of next gen sequencing technologies, Wittenberg, March 2009

Workshop on Bacterial Genomics, Oxford, September 2007



