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Dept. of Genome Sciences, University of Washington, Seattle, WA, USA

Thesis: Regulatory variation and buman disease, Advisor: Dr. John A. Stamatoyannopoulos
Computer Science (with Honors), University of California, Berkeley, CA, USA
Molecular & Cell Biology, University of California, Berkeley, CA, USA

FACULTY POSITIONS HELD:

2015— Assistant Professor, Institute for Systems Genetics and Department of Pathology
New York University School of Medicine, New York, NY

OTHER POSITIONS HELD:
2019— Affiliate, Center for Human Genetics and Genomics, New York University School of Medicine
2017- Member, Perlmutter Cancer Center, New York University School of Medicine

2013-15 Senior Fellow, University of Washington, Seattle, WA. Advisor: Dr. John A. Stamatoyannopoulos
2008-13 Doctoral research student, Dept. of Genome Sciences, University of Washington, Seattle, WA
2005-08 Project Manager, Professional Services & Software Quality Engineer, Rosetta Biosoftware (Merck), Seattle, WA
2004 Intern, ITC-irst, Univ. of Trento, Italy. Advisors: Drs. Giuseppe Jurman & Cesare Furlanello

Thesis: Microarray missing data reconstruction methods
2002-03 Undergraduate Researcher, Department of Plant and Microbial Biology, UC Berkeley, CA

Advisor: Dr. Steven Brenner. Topic: Homology of NUDIX proteins in D. Radiodurans

2002 Intern, AOL/Netscape, Mountain View, CA

HONORS AND AWARDS:

2025 Irma T. Hirschl/Monique Weill-Caulier Research Award

2014 ASHG/Charles J. Epstein Trainee Award for Excellence in Human Genetics Research — Winner
2013 UW Graduate School Fund for Excellence and Innovation Travel Award

2011 UW Graduate School Fund for Excellence and Innovation Travel Award

2000-04 UC Berkeley Regents’ Scholarship (awarded to the top <1% of admitted students)
2000-04 Robert C. Byrd Honors Scholarship

PROFESSIONAL ORGANIZATIONS & AFFILIATIONS:

American Society of Human Genetics (2012-)
European Society of Human Genetics (2018-2020)

TEACHING EXPERIENCE:

Fall 2025 A PhD Experience, NYU Vilcek (1 lecture)
Fall 2025 Genetics, NYU Vilcek (2 lectures)

Fall 2024 A PhD Experience, NYU Vilcek (1 lecture)
Spring 2024 Genetics, NYU Vilcek (2 lectures)

Spring 2023 Build-A-Genome, NYU (1 lecture)

Spring 2023 Genetics, NYU Vilcek (2 lectures)
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Spring 2022

Genetics, NYU Vilcek (2 lectures)

Fall 2020 Fundamental Discoveries in Biology, NYU Sackler (1 lecture)

Spring 2020 Biomedical Informatics, NYU Sackler (1 lecture)

Fall 2019 Genetics, NYU Sackler (1 lecture)

Fall 2018 Genetics, NYU Sackler (1 lecture)

Fall 2018 Topics in Bioinformatics, NYU Sackler (5 lectures)

Fall 2018 Methods and Applications for Systems & Synthetic Biology, NYU Sackler (4 lectures)
Spring 2018 Grant Writing for Scientists, NYU Sackler (5 lectures)

Fall 2017 Genetics, NYU Sackler (1 lecture)

Fall 2017 Functional Regulatory Genomics, NYU Sackler Research Adventure

Spring 2017 Topics in Bioinformatics, NYU Sackler (5 lectures)

Fall 2016 Genetics, NYU Sackler (1 lecture)

Spring 2016 Molecular Pathology in the Omics Era, NYU Sackler (1 lecture)

Fall 2015 Genetics, NYU Sackler (1 lecture)

2011 Genome 372: Genomics & Proteomics. Graduate teaching assistant.

2011 Genome 361: Fundamentals of Genetics and Genomics. Graduate teaching assistant.
2007-08 Microarray data analysis using Rosetta Resolver (multiple lectures at different sites)

TRAINEES / POSITIONS SUPERVISED:

ADVANCED TRAINEES:
11/2024—present Raquel Ordofiez Citiza, Ph.D.

1/2018-4/2023 Ran Brosh, PhD

4/2016-7/2021 Megan Hogan, PhD

POSTDOCTORAL TRAINEES:

6/2025—present Alejandro Soriano Sexto, Ph.D. High-throughput approaches to regulatory variation

5/2024—present Raquel Moya, Ph.D. Role of calcium channel CACN.A7C in psychiatric disease
10/2019-11/2024  Raquel Ordofiez Ciriza, Ph.D. Enhancer selectivity at the g2/ H19 imprinted locus
9/2019-9/2024 André Ribeiro-dos-Santos, Ph.D. High-throughput engineered regulatory variation
11/2018-6/2019 Stepan Grinek, Ph.D. Efficient approaches for statistical fine mapping
11/2016-5/2018  Jespetr Maag, Ph.D. Modeling regulatory variation

PRE-DOCTORAIL TRAINEES:
7/2025—ptresent Jacob Bernheim
7/2019-5/2024 Raquel Moya
7/2017-6/2018 Brandon Mannion

Large-scale analysis of regulatory function
Role of calcium channel CACN.ATC in psychiatric disease
Insulator function and long-distance interaction

GRADUATE THESIS COMMITTEES:

10/2024 Jimin Tan NYU Vilcek (Ad hoc)
4/2021—present Brianna Berrios NYU Vilcek
10/2017-5/2020 Sana Badri NYU Sackler
4/2017-12/2021 Sudarshan Pinglay NYU Sackler
3/2017-2/2022 Bo Xia NYU Sackler

2/2017 Esben Eickhardt
8/2016-12/2017 Pamela Wu
7/2015-12/2017 Harris Lazaris

Aarhus University (Ad hoc external reviewer)
NYU Sackler Molecular Biophysics
NYU Sackler Biomedical Informatics

GRADUATE ROTATION STUDENTS:

Spring 2025 Jacob Bernheim NYU Vilcek

Summer 2020 Brianna Berrios NYU Sackler

Winter 2019 Raquel Moya NYU Sackler

Spring 2018 Neil Jethani NYU MSTP program
Winter 2018 Nicholas Mamrak NYU Sackler

Winter 2017 Brandon Mannion NYU Sackler
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POSTBAC

7/2024—present Colleen McLoughlin
7/2023-1/2024 Chloe Palumbo
7/2021-7/2023 Gwen Ellis
11/2019-6/2021 Angela Hitchcock
6/2019-4/2021 Raven Luther
8/2018-7/2021 Emily Huang

OTHER MENTORSHIP OF GRADUATE STUDENTS:

6/2023-8/2023

6/2020-8/2020 Emily Huang
6/2020-8/2020 William Egan
10/2017-6/2019 Raven Luther
9/2017-8/2018 Nick Vulpescu
6/2016-8/2016 Yun Yan

UNDERGRADUATE MENTORSHIP:

05/2023-08/2023  Milosz Majewski
6/2019-8/2019 Nora Gilligan
6/2018-8/2018 James Schull
6/2017-8/2017 Aidan Reilly
6/2017-8/2017 Maia Stoicovici
6/2017-8/2017 Nick Vulpescu

HIGH SCHOOL STUDENT MENTORSHIP:

7/2025-8/2025 Jacob Gluck
7/2025-8/2025 Danielle Brekher
TRAINEE AWARDS:

2022 Raquel Ordofiez
2021 Raquel Moya

EDITORIAL RESPONSIBILITIES:

Editorial Boards:
Cell Reports

Ad-hoc reviewer for:
American Jonrnal of Human Genetics
BMC Bioinformatics
BMC Genowics
Cell Genomics
Cell Systems
Cell Reports
el ife
Epigenetics & Chromatin
Eunropean Jonrnal of Human Genetics
Genome Biology
Genome Research
Human Mutation
Nature Biotechnology
Nature Genetics
Nucleic Acids Research
PLoS Genetics
Review Commons
Science
Trends in Biotechnology

Nerea Berastegui Zufiaurre University of Navarra, Pamplona, Spain

NYU School of Global Public Health
NYU Center for Data Science

NYU Biology

NYU Biology

NYU Tandon School of Engineering

Maastricht University

NYU Computer Science

Stanford Computer Science

Johns Hopkins University

NYU Tandon Chemical and Biomolecular Engineering
NYU Biology

Staten Island Technical High School
Staten Island Technical High School

FASEB The Genome Engineering Conference travel award
MacCracken Award for leadership, attitude & academic achievement
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SPECIAL INTERNATIONAL RESPONSIBILITIES:

2024 Reviewer panel, CaixaResearch Health 2025

2024 Ad hoc reviewer, Worldwide Cancer Research 2024

2024 Reviewer panel, CaixaResearch Health 2024

2023 Reviewer panel, CaixaResearch Health 2023

2021 Reviewer panel, CaixaResearch Health 2021

2021 Reviewer panel, CaixaResearch Health 2020

2020 External Reviewer, Mardsen Fund

2018 Reviewer panel, CaixaResearch Health 2018

2018 External Juror, Fondazione Bruno Kessler WebValley

2018 External Reviewer, Wellcome Trust Sir Henry Dale Fellowship
2017 External Reviewer, European Research Council - Starting Grant
2016 External Reviewer, Wellcome Trust Sir Henry Dale Fellowship

SPECIAL NATIONAL RESPONSIBILITIES:

2024 Session Moderator, ASHG Annual Meeting
2024 Abstract Reviewer, ASHG Annual Meeting
2024 External Reviewer, GREGoR Consortium Research Grant proposals
2023 External Reviewer, GREGoR Consortium Research Grant proposals

2016—present Member, GTEx Consortium

2016—present Member, GTEx Analysis Working Subgroup

2015-2017  Member, GTEx Imprinting Analysis Working Subgroup

2013-2014  Member, ENCODE/CHARGE Consortia Joint Workshop Working Group
2013-2017  Member, ENCODE GWAS Analysis Working Group

SPECIAL LOCAL RESPONSIBILITIES:

2025—present NYU ISG Emergency Resilience Program & Business Continuity Committee
2024-2025  Faculty Search Committee, NYU Institute for Systems Genetics/SynBioMed
2023-2024  Faculty Search Committee, NYU Institute for Systems Genetics/SynBioMed
2021-2022  Faculty Search Committee, NYU Institute for Systems Genetics

2016-2017  Faculty Search Committee, NYU Institute for Systems Genetics
2016—present NYUMC High Performance Computing Steering Committee

2016 Reviewer, Making Headway Foundation Pediatric Neuro-Oncology Research
2015—present Interviewer, NYU Vileck Graduate Program

2015-2024  Interviewer, NYU Medical Scientist Training Program

2015-2016  Faculty Search Committee, NYU Institute for Systems Genetics

2014-2015  Faculty Search Committee, NYU Institute for Systems Genetics

2011-2012  Seminar Committee, UW Dept. of Genome Sciences

INVITED AND SELECTED PRESENTATIONS:

2025

e Invited speaket, Solving the human cis-regulatory code Workshop, Toronto, ON (11/25)

e Invited speaker, NYU Langone Center for Human Genetics and Genomics annual retreat, New York, NY (9/25)
e Invited speaker, NYU Langone Pathology Research Day, New York, NY (9/25)

e Invited speaker, ASBMB Symposium “Evolution & Core Processes in Gene Regulation”, Stowers Inst., KS (6/25)
e Invited speaker, Dark Genome Tatrget Discovery & Development Summit, Boston, MA (6/25)

e Invited speaker, Department of Genetic Medicine, Johns Hopkins School of Medicine, Baltimore, MD (4/25)

2024

e Invited speaker, NHGRI CEGS Grantee Meeting, San Diego, CA (10/24)

e Invited speaker, Company of Biologists Workshop, Building to Understand, Buxted Park, UK (7/24)
e Sclected speaker, CRISPR and beyond, Wellcome Trust Genome Campus, Cambridge, UK (4/24)
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2023

Invited speaker, Epigenetics & Stem Cell Biology Laboratory, NIEHS, Durham, NC (12/23)

Invited speaker, MRC Human Genetics Unit and Edinburgh Cancer Research/ CRUK-Scotland Centre,
Edinburgh, UK (11/23)

Invited speaker, NHGRI CEGS Grantee Meeting, New York, NY (10/23)

Keynote speaker, 5th Czech Centre for Phenogenomics conference, Prague, Czech Republic (9/23)

2022

Selected speaker, American Society of Human Genetics, Los Angeles, CA (10/22)
Invited speaker, NHGRI CEGS Grantee Meeting, Durham, NC (10/22)
Selected speaker, Systems Biology: Global Regulation of Gene Expression, Cold Spring Harbor, NY (3/22)

2021

Invited speaker, NHGRI CEGS Grantee Meeting, New York, NY (10/21)

2020

Invited speaker, NYU Translational Progress in Research Seminar Series, New York, NY (11/20)
Invited speaker, NHGRI CEGS Grantee Meeting, Berkeley, CA (10/20)

Invited speaker, NYU Cancer Genome Dynamics Research Talk, New York, NY (10/20)

Invited speaker, NYU Pathology COVID-19 Seminar Seties, New York, NY (6/20)

Invited speaker, New York COVID-19 Genomics Research Network Meeting, New York, NY (4/20)

2019

Invited speaker, NHGRI CEGS Grantee Meeting, Boston, MA (11/19)

Invited speaker, American Society of Human Genetics, Houston, TX (10/19)

Selected speaker, EMBL Symposium: Systems Genetics, Heidelberg, Germany (9/19)

Invited speaker, NYU Cancer Center Retreat, New York, NY (9/19)

Selected speaker, CRISPR and beyond, Wellcome Trust Genome Campus, Cambridge, UK (9/19)

2018

Invited speaker, NHGRI CEGS Grantee Meeting, Chicago, IL (11/18)

Invited speaker, NYU Cancer Genome Dynamics Program Retreat, New York, NY (9/18)

Invited speaker, NYU ABL Computational Analysis Forum, New York, NY (9/18)

Invited speaker, Ewha-Jax symposium, Ewha Womans University, Seoul, South Korea (3/18)

Invited speaker, Dept. of Biochemistry and Molecular Biology, Penn State University, Hershey, PA (1/18)
Invited speaker, New York Human Genetics meeting, New York Genome Center, New York, NY (1/18)

2017

Invited speaker, Horizons in Genomic Sciences, Intl. Lab for Human Genome Research, Cancun, México
(9/17)

Invited speaker, GP-write meeting, Center of Excellence for Engineering Biology, New York, NY (5/17)
Invited speaker, Department of Biology, University of Copenhagen, Stockholm, Denmark (2/17)

Invited speaker, Centre for Integrative Sequencing, Aarhus University, Aarhus, Denmark (2/17)

2016

Invited speaker, Distinguished Seminar, Lady Davis Institute, McGill University, Montreal, QC (10/16)
Invited speaker, American Society for Bone and Mineral Research Genomics Session, Atlanta, GA (9/16)
Selected speaker, NY Meeting on Computational and Statistical Genomics, Cold Spring Harbor, NY (7/16)
Invited speaket, Measuting and modeling quantitative sequence-function relationships, Banbuty, Cold Spting, NY (7/16)
Invited speaker, Department of Medicine Research Day, NYU School of Medicine, New York, NY (5/16)
Invited speaker, School of Biotech./Biomolecular Sciences, Univ. New South Wales, Sydney, Australia (5/16)
Keynote speaker, Systems Biology Workshop, La Trobe Ctr. for AgtiBioscience, Melbourne, Australia (5/16)
Selected speaker, Systems Biology: Global Regulation of Gene Expression, Cold Spring Harbor, NY (3/16)
Selected speaker, Epigenomics 2016, Rio Mar, PR (2/16)

Invited speaker, Plant and Animal Genome XXIV Conference, San Diego, CA (1/16)
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2015

e Invited speaker, Computational Genomics Seminar, Mt. Sinai School of Medicine, New York, NY (10/15)

e Invited speaker, American Society for Bone and Mineral Research, Seattle, WA (10/15)

e Invited speaker, NYU Science After Hours, New York, NY (10/15)

e Sclected speaker, Genomics of Common Disease, Wellcome Trust Genome Campus, Cambridge, UK (9/15)
e Invited speaker, Altius Institute for Biomedical Sciences retreat, Seattle, WA (7/15)

e Invited speaker, AHA ATVB/PVD Next Generation Technology Bootcamp, San Francisco, CA (5/15)

e Sclected speaker, ENCODE Consortium Meeting, Cold Spring Harbor, NY (3/15)

e  Sclected speaker, CSHL Systems Biology: Global Regulation of Gene Expression, Rio Mar, PR (1/15)

2014

e Invited speaker, American Heart Association Annual Meeting, Chicago, 1L (11/14)

e Sclected speaker, American Society of Human Genetics, San Diego, CA (10/14)

e Invited speaker, Genomics of Common Disease, Potomac, MD (9/14)

e Invited speaker, Dept. of Systems Biology, Columbia University, New York, NY (6/14)

e Invited speaker, Institute for Systems Genetics, NYU School of Medicine, New York, NY (5/14)
e Invited speaker, Dept. of Genetics & Development, Columbia University, New York, NY (5/14)
e Invited speaker, Dept. of Molecular Biology & Genetics, Cornell University, Ithaca, NY (5/14)

2013

e Invited speaker, American Heart Association Annual Meeting, Dallas, TX (11/13)

e Invited speaker, Enhancer Biology in Health and Disease, Banbury Center, Cold Spring Harbor, NY (10/13)
e Invited speaker, Dept. of Genetics, Albert Einstein College of Medicine, Bronx, NY (1/13)

RESEARCH FUNDING:

ACTIVE SUPPORT:

Irma T. Hirschl/Monique Weill-Caulier Research Award (PI: Maurano MT) 2/1/2025-1/31/2030

Title: Dissection of Sox2 expression regulation using high-throughput synthetic regulatory
genomics

Description:  Sox2 is a key transcription factor controlling stem cells and involved in various cancers. This proposal
will apply the new field of synthetic regulatory genomics to analyze the regulatory architecture of the

Sox2 locus.
RO1 MH136353 (PI: Maurano MT) 12/1/2024-11/30/2028
Title: Dissection of noncoding repeats in psychiatric genetics using synthetic regulatory genomics

Description:  This proposal develops and applies novel genomic technologies to interpret complex genomic regions
underpinning psychiatric diseases. Better recognition of the functional consequences of noncoding
sequence variation will provide insight into how transcriptional mis-regulation may lead to psychiatric
disease in relevant cell and tissue contexts.

RM1 HG009491 (PI: Boeke JD) 06/12/2018-02/29/2028

Title: CEGS: Center for Synthetic Regulatory Genomics

Description:  This project includes basic mechanistic work utilizing highly efficient DNA assembly to construct
thousands of 100 kb gene loci varying in key candidate regulatory sequences to uncover sequence
determinants specifying regulation of the gene in question, promising to dramatically improve our
ability to interpret variation in non-coding regulatory elements and to decipher genome function.

Role: Co-Investigator

NSF (PI: Boeke JD) 09/01/23-08/31/27

Title: UKRI/BBSRC-NSF/BIO Building synthetic regulatory units to understand the complexity
of mammalian gene expression

Description:  This research will synthesize, deliver, and study a fully functional chromosomal unit (a TAD) that
specifies a precise developmental outcome in mammalian cells, and which works independently of
position of integration in the genome.
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Role: Co-Investigator

Revive and Restore (PI: Bocke JD) 4/01/24-03/31/28

Title: Winding back the clock — the genome edited re-wilded chicken

Description:  To identify genomic loci and fine-scale regions that distinguish domestic chickens from their wild and
feral counterparts. These will then be used to create a genome-edited ‘wild’ chicken, based on a
domestic origin.

Role: Co-Investigator

COMPLETED SUPPORT:

NYU Langone Health CTSI (PI: Maurano MT) 8/26/2024—12/31/2024
Title: “Single-molecule epigenomic profiling of the schizophrenia-associated tandem repeat at
CACNAIC”

Description  Pilot project to establish feasibility of Fiber-seq to profile a tandem repeat at the CACNATC
schizophrenia association locus.

NSF (PI: Boeke JD) 08/01/19-07/31/24

Title: URoL: Epigenetics 2 Reverse Engineering Human Epigenetic Machinery in Yeast

Description:  This research will reconstitute human epigenetic pathways within the “simple” eukaryote . cerevisiae to
provide a bottom-up approach for unraveling principles of chromatin organization and inherited gene

expression.
Role: Co-Investigator
NSF (PIL: Boeke JD) 08/01/19-07/31/23
Title: RoL: PAX6 as a model for synthetic hypervariation studies

Description  This project will employ a systematic synthetic genomics-based approach “synthetic hypervariation”
that allows such variations to be constructed with great precision in yeasts cells.
Role: Co-Investigator

R35 GM119703 (PI: Maurano MT) 07/22/2016-05/31/2023

Title: Genomic organization of long-distance gene regulation

Description:  This project aims to probe the sequence determinants of long-distance interaction in mammalian
genomes using computational modeling, development of novel transposon probes for regulatory
domains, and genome editing of composite regulatory loci.

AMP FNIH (PI: Richards JB) (subaward) 9/3/2020-9/2/2021

Title: Target gene approach to T2D targets

Description  The objective of this project is to provide a tool, that given a set of genetic associations and genomic
landscape features, assigns a probability that a gene is causal for T2D and its complications.

Role: PI of subcontract

Colton Center for Autoimmunity Grant (PI: Abramson S) 05/01/2017-04/30/2018

Source: Colton Family Foundation

Title: Expanding Capability for Human Cell Line Genomic Engineering for Probing Autoimmune
Disease

Role: Project Co-Lead

Description:  This project will address the capability to engineer mouse and human stem cells, ready with specialized
“landing pads” to accommodate large pieces of DNA, which can be subsequently differentiated
into good models for autoimmune disorders such as lupus.

F31 MH094073 (PI: Maurano MT) 08/16/2012-12/15/2013
Title: Regulatory Genomics of Human Neurodevelopment
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