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Positions

Assistant Professor — Department of Biomedical Engineering, Columbia
University.

Associate Member — Irving Institute for Cancer Dynamics, Columbia
University

Member — Precision Oncology and Systems Biology Program, Herbert Irving
Comprehensive Cancer Center

2021 - Present

2021 - Present

2021 - Present

Postdoctoral Fellow — Department of Genome Sciences, University of 2015 - 2020
Washington. Advisor: Cole Trapnell.
Postdoctoral Fellow — Department of Biological Engineering, MIT. Advisors: 2014 - 2015
Leona D. Samson, Forest M. White.
Research Technician — Department of Biological Engineering, MIT. 2006 - 2008
Undergraduate Research Technician — Department of Chemistry, University 2004 - 2006
of Puerto Rico at Mayagiiez.

Education
Ph.D., Cancer Cell Biology, Department of Biology, MIT 2008 - 2014
Advisors: Leona D. Samson, Forest M. White.
Thesis: Mechanisms of Acquired Temozolomide Resistance in Glioblastoma
B.S., Chemistry, Department of Chemistry, University of Puerto Rico at 2001 - 2006
Mayagiiez.

Honors and Awards
Allen Institute Distinguished Investigator Award September 2023
HICCC Emerging Leaders Program September 2023
Office of the Provost Grant for Junior Faculty who Contribute to the July 2022
Diversity Goals of the University, Columbia University
NSF CAREER Award February 2022
NIH NHGRI Genomic Innovator Award August 2021
Emerging Scholar in Genome Sciences, Center for Public Health Genomics at ~ September 2020

the University of Virginia


http://mcfalinefigueroalab.bme.columbia.edu/
mailto:jm5200@columbia.edu

F31 Ruth L. Kirschstein National Research Service Award Predoctoral 2012 - 2014
Fellowship
Cum Laude, University of Puerto Rico at Mayagtiez June 2006

In the News and Highlights

Profile: Growing and Learning together. Department of Biology, MIT. December 2021
Hispanic Heritage Month Faculty Profile. Department of Biomedical September 2021
Engineering, Columbia University.

2021 NHGRI Genomic Innovator Awards. September 2021
Science in Seattle publication of the week: “A Pooled Single-Cell Genetic September 2019

Screen Identifies Regulatory Checkpoints in the Continuum of the Epithelial-

to-Mesenchymal Transition”

Highlighted in “BBI Scientific Impact in 20197, Brotman Baty Scientific January 2020
Institute, University of Washington

Publications

Google Scholar citation list:
https://scholar.google.com/citations?user=T3ckjXkAAAAJ&hl=en

*Denotes co-first authorship.
“Denotes corresponding authorship.

*Denotes lead author.
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Srivatsan, S., McFaline-Figueroa, J.L., Ramani, V., Cao, J., Booth, G., Shendure, J., Trapnell, C,,
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AND METHODS OF MAKING AND USING. Application number: 17276667.

Pre-prints



1. Vicente, J.J., Khan, K., Tillinghast, G., McFaline-Figueroa, J.L., Sancak, Y., Stella, N. 2023.
Mitosis exit followed by death in interphase prevents the development of polyploid giant cancer
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Invited Talks

Probing Human Disease with Single-cell Technologies Conference. Canctin, Mexico, February 2024.
Cellular and Molecular Engineering (CMBE) Annual Meeting. San Juan, Puerto Rico, January 2024
(selected from abstracts).

Department of Biomedical Engineering, Cornell University, December 2023.

Genome Engineering Seminar Series, Harvard Medical School, Harvard University, October 2023.
Department of Medicinal Chemistry, University of Toledo, November 2022.

Genome Sciences 20" Anniversary symposium, Department of Genome Sciences, University of
Washington, November 2022.

CRISPR and Beyond: Perturbations at Scale to Understand Genomes. Wellcome Genome Campus,
Hinxton, U.K. September 2022.

48™ Northeast Bioengineering Conference, hosted by Columbia University, April 2022.

Department of Systems Biology, Harvard University, March 2022.

Herbert Irving Comprehensive Cancer Center Seminar Series, Columbia University, February 2022.
Department of Biomedical Engineering, Rensselaer Polytechnic Institute, January 2022.

Clinician Engineering Hub Virtual Conference, December 2021.

Health and Environmental Sciences Institute (HESI) Emerging Systems Toxicology for the
Assessment of Risk (eSTAR) Annual Meeting, October 2021.

Biomedical Engineering Society Webinar Series, Biomedical Engineering Society, July 2021.

Society of Toxicology Annual Meeting. March 2021.

Engineering in Medicine Symposium, Columbia University. February 2021.

Emerging Scholars in Genome Sciences Symposium. Center for Public Health Genomics, University
of Virginia. September 2020.

Department of Biology, University of Massachusetts Boston. March 2020.

Department of Biomedical Engineering, Columbia University. February 2020.

Department of Pathology, New York University. February 2020.

Institute for Systems Genetics, New York University. January 2020.

Department of Chemistry and Broad Institute, MIT. December 2019.

Trainee Symposium on Human Genomics. Department of Genetics, Yale University. December 2019.

Teaching

BMENEA4500: Functional Genomics Methods & Applications.
BMENEG003: Computational Modeling of Physiological Systems. Genomics Module.



Professional Memberships

American Society of Human Genetics.
Biomedical Engineering Society.

Service

Peer-review
Biochemical Jonrnal, Cell Reports, Development, DINA Repair, Jonrnal of Clinical Periodontology. Nature
Biotechnology, Nature Cancer, Nature Communications, Nature Genetics, Nature Methods, Science

Study Sections

Ad-hoc reviewer, fellowship review panel. Cell Biology, Developmental Biology and Bioengineering
(F05-Q). Ad-hoc reviewer, Therapeutic Approaches to Genetic Diseases (TAG). Ad-hoc reviewer,
special emphasis panel, Genes, Genomes and Genetics (GGG).

Conferences and Workshops
Rising Stars in Engineering in Health Workshop (Columbia/Yale/JHU/Cotnell). Workshop on
Graduate School Opportunities, Columbia University.

Committees
Undergraduate Committee, Department of Biomedical Engineering, Columbia University. Diversity
Equity and Inclusion Committee, Department of Biomedical Engineering, Columbia University.

Participation in Outreach Programs

EE Just Scholars Program, Irving Institute for Cancer Dynamics summer research program, Amazon
SURE summer research program, HYPOTHEkids NY Bioforce high school summer research
opportunity, Bridge to PhD post-baccalaureate program.



