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NAME: Gabdank, Idan

eRA COMMONS USER NAME (credential, e.g., agency login): GABDANK

POSITION TITLE: Senior Biocuration Scientist

EDUCATION/TRAINING (Begin with baccalaureate or other initial professional education, such as nursing,
include postdoctoral training and residency training if applicable. Add/delete rows as necessary.)

INSTITUTION AND LOCATION DEGREE END FIELD OF
(if applicable) DATE STUDY
MM/YYYY

Ben Gurion University of the Negev, Beer Sheva BS 06/2004 |Bioinformatics
Ben Gurion University of the Negev, Beer Sheva MS 06/2007 |Bioinformatics
Ben Gurion University of the Negev, Beer Sheva PHD 06/2011 |Bioinformatics
Stanford School of Medicine, department of Pathology, Postdoctoral 06/2015 |Bioinformatics
Stanford, California Fellow
Stanford University Manager Academy, Stanford, California Other training present |Management
Project Management Institute, California Other training present |PMP

A. Personal Statement

As a seasoned leader in program management and computational biology with over 15 years of experience, |
bring a unique combination of technical expertise and strategic leadership to genomics research initiatives. My
career has spanned from computational algorithm development to directing large-scale research portfolios,
giving me comprehensive insight into both the technical and administrative aspects of complex genomic
projects. Currently, | contribute to the CZI-funded Billion Cell Project at Stanford as a Senior Biocuration
Scientist, where | support data curation for single cell and CRISPR experiments. My recent experience as
Program Director at NHGRI involved managing a substantial research portfolio spanning numerous grants
while developing data-driven frameworks for portfolio assessment and strategic planning. As Director of Data
Science for the IGVF Consortium at Stanford (2021-2024), | provided strategic oversight for a major
international research consortium comprising dozens of laboratories across multiple institutions. My technical
expertise encompasses developing and implementing computational pipelines for diverse NGS data analyses,
architecting complex data models for genomic experiments, and establishing scalable cloud-based
infrastructures. Throughout my career, | have focused on improving operational efficiency through systematic
process improvements, enhanced team retention strategies, and streamlined issue resolution workflows. My
leadership philosophy centers on data-driven decision-making, cross-functional collaboration, and fostering
professional development within teams. | am particularly skilled at bridging the gap between computational
methods and biological insights, making me well-positioned to advance genomics research initiatives and
contribute to the broader scientific community.
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B. Positions, Scientific Appointments and Honors

Positions and Scientific Appointments

2025 -

Senior Biocuration Scientist, Department of Biomedical Data Science, Stanford University
School of Medicine, Palo Alto, CA

2024 - 2025 Program Director, Division of Genome Sciences, National Human Genome Research Institute,

NIH, Bethesda, MD

2021 -2024  Director of Data Science, IGVF Data Administrative Coordination Center, Department of

Genetics, Stanford University School of Medicine, Palo Alto, CA

2020 - 2022 Computational Pipelines Team Lead & ENCODE Data Wranglers Team Lead, Department of

Genetics, Stanford University School of Medicine, Palo Alto, CA

2018 -2020 ENCODE Data Wranglers Team Lead, Department of Genetics, Stanford University School of

Medicine, Palo Alto, CA

2015-2018  Senior Data Wrangler, Department of Genetics, Stanford University School of Medicine, Palo

Alto, CA

Honors
2011 -2015 Human Frontiers Science Program Postdoctoral Long-Term Cross-Disciplinary Fellowship,

Human Frontiers Science Program

2006 - 2010  Pratt Ph.D. Fellowship, Ben Gurion University of the Negev

2010

2009

Research Excellence Prize and Teaching Excellence Award, Ben Gurion University of the
Negev
Research Excellence Prize, Ben Gurion University of the Negev

C. Contribution to Science

1. My work has been instrumental in establishing data standards and computational infrastructure for major
genomics initiatives. As Director of Data Science for IGVF Consortium Data Administrative Coordination
Center and previously for ENCODE Consortium Data Coordination Center, | led the development of
comprehensive data models that capture experimental artifacts and enable reproducible research across
hundreds of laboratories. My team's work on the ENCODE data portal serves over 20K users monthly and
has become a critical resource for the genomics community. | also spearheaded the modernization of our
application development and deployment processes, implementing CI/CD pipelines with infrastructure as
code using AWS CDK, which significantly improved our deployment reliability and reduced time to
production. Additionally, | contributed to international standardization efforts through GA4GH and IHEC,
ensuring interoperability across global genomics resources.
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2. As team lead for computational pipelines at ENCODE Consortium Data Coordination Center, | established
a comprehensive framework for developing and executing platform-independent, production-grade
genomic data processing workflows. Our team pioneered the implementation of containerized pipelines
using WDL (Workflow Description Language) and Docker, enabling reproducible analyses across local and
cloud environments. These pipelines process diverse NGS data types including WGBS, Hi-C, DNase-seq,
ATAC-seq, ChIP-seq, and RNA-seq at scale, with full provenance tracking and quality control metrics. By
implementing CI/CD practices and automated testing, we ensured reliability for production use across the
international consortium. Our framework has been adopted globally through Dockstore and DockerHub
repositories, setting new standards for computational reproducibility in genomics.
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3. During my postdoctoral fellowship, | combined classical genetics approaches with modern sequencing
technologies to advance our understanding of the C. elegans genome. | developed chromatin structure
analysis methods, including the Tethered Chromosome Conformation Capture (TCC) protocol, to study 3D
genome organization in this model organism. My work on high-throughput sequencing data analysis
directly contributed to the re-sequencing and improved assembly of the C. elegans reference genome,
identifying previously missed sequences and correcting assembly errors. Additionally, | investigated
classical genetic phenomena such as crossover interference patterns during meiosis, revealing gamete-
specific differences in recombination frequencies.
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4. The early part of my career involved experimental validation of RNA secondary structure alternations of in-
silico designed thermo-switches and development of an accurate sequence-directed nucleosome



positioning prediction algorithm. | supervised the development of a web server implementation of the

nucleosome positioning prediction method. In addition to that, | have developed Monte Carlo simulations

verifying analytical results from a theoretical physical model studying the universal behavior of disordered

lattices at low temperatures. | have served as an instructor in "Workshop in Software Engineering" and

"Introduction to Programming" courses.
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