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Education

Doctor of Philosophy in Bioinformatics, University of California, Santa Cruz, June 2018
Adviser: Richard (Ed) Green, Department of Biomolecular Engineering
Dissertation title: “Long-range assembly and transcriptomics elucidate the regulatory architecture of
three vertebrate genomes”

Bachelor of Arts in Computer Science, Brown University, May 2012
Academic/Research Adviser: Ben Raphael, Center for Computational Molecular Biology

Thomas Je�erson High School for Science and Technology, Alexandria, Virginia, June 2008
Senior research mentor: Alejandro Schä�er, National Center for Biotechnology Information

Research

March 2023 - present Visiting Scientist in lab of Prof. Laurent Franz
Faculty of Veterinary Medicine, Ludwig-Maximilians-Universität

June 2019 - present Senior Research Scientist in lab of Prof. Wes Warren
Bond Life Sciences Center, University of Missouri

August 2018 - May 2019 Postdoctoral Research Associate in lab of Prof. Jessica Petersen
University of Nebraska - Lincoln

January 2014 - June 2018 Ph.D. student in lab of Prof. Richard (Ed) Green
University of California, Santa Cruz

July 2012 - July 2013 Post-baccalaureate fellow in lab of Dr. Richa Agarwala
National Center for Biotechnology Information

Summer 2009 - Spring 2012 Research assistant to Prof. Ben Raphael
Brown University Center for Computational Molecular Biology

Summer 2007 - Spring 2008 Research assistant to Dr. Alejandro Schä�er
National Center for Biotechnology Information



Summer 2006 Research assistant to Dr. Alejandro Schä�er
National Center for Biotechnology Information

Teaching

Guest lecturer, Key Concepts in Genetics and Evolution
Faculty of Veterinary Medicine, Ludwig-Maximilians-Universität; 2 terms, Winter 2023-24

Teaching assistant for The Human Genome
UC Santa Cruz Dept. of Biomolecular Engineering; 4 quarters, Fall 2015 - Spring 2017

Teaching assistant and guest lecturer, Technical Writing and Communication in Computer Science
UC Santa Cruz Dept. of Computer Science; Winter 2017

Teaching assistant and guest lecturer, Bioinformatics Models and Algorithms
UC Santa Cruz Dept. of Biomolecular Engineering; Fall 2016

Head teaching assistant for Computational Molecular Biology
Brown University Department of Computer Science; Fall 2010 & Spring 2012

Awards

Horse Genome Coordinators’ Travel Award, Plant and Animal Genome Conference, 2018
ARCS Foundation Scholarship, 2017-2018
Baskin Dissertation Year Fellowship, 2017-2018
Genome 10K Conference Presenter’s Fellowship, 2015
UC Santa Cruz Chancellor’s Fellowship, 2013
NIH Intramural Research Training Award, 2012
Karen T. Romer Undergraduate Teaching and Research Award, 2009
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Presentations

“Single-nucleus sequencing of whole brains from Astyanax mexicanus.”
Astyanax International Meeting, 2024

“Creation and use of a chicken pangenome reference.”
Plant and Animal Genomes Conference, 2023

“The evolution of structural change along a surface to cave�sh genome trajectory.”
Astyanax International Meeting, 2022

“The chicken immune cell atlas: A resource to advance knowledge of the avian immune response .”
Plant and Animal Genomes Conference, 2022

“Chromosome-Length Haplotigs for Cattle and Yak from Trio Binning Assembly of an F1 Hybrid”
Advances in Genome Biology and Technology, 2019

“EquCab3: A New Horse Reference Genome Assembled Using First-, Second-, and Third-Generation
Sequencing Data”
Plant and Animal Genome Conference, 2018

“Sex-biased genes and temperature-dependent sex determination in the American alligator.”
Genome 10K Conference, 2015

Skills

15+ years programming experience in Python, R, C/C++ (github.com/esrice)
Pro�cient with Unix environments and standard bioinformatics databases, �le formats, and software

Volunteering

Naturalist Docent, Natural Bridges State Beach, 2014-2019

http://github.com/esrice


County Correctional Facility outreach program, Santa Cruz Public Library, 2018-2020


