OMB No. 0925-0001 and 0925-0002 (Rev. 09/17 Approved Through 03/31/2020)

BIOGRAPHICAL SKETCH

Provide the following information for the Senior/key personnel and other significant contributors.
Follow this format for each person. DO NOT EXCEED FIVE PAGES.

NAME: Zohar Shipony

eRA COMMONS USER NAME (credential, e.g., agency login): zZHENGzUO1

POSITION TITLE: Postdoctoral Researcher

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.)

DEGREE Completion
INSTITUTION AND LOCATION applis:h;lble) MM3$$YY FIELD OF STUDY
Tel-Aviv University, Tel-Aviv, Israel B.S. 06/2008 Biology
Weizmann Institute of Science, Israel. M.S. 07/2010 Biology
Weizmann Institute of Science, Israel. PhD 08/2016 Genetics
Stanford University, CA, U.S. Postdoc Genetics

A. Personal Statement

My past research focused on DNA methylation and the rate of epigenetic mutation in cancer
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B. Positions and Honors
EMBO Fellowship award — 2016
HFSP Fellowship award — 2016

08/24/2018 — present Postdoctoral fellow in the laboratories of William J. Greenleaf, Department of
Genetics, Stanford University School of Medicine, CA
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Development of SMAC-seq, a single molecule DNA accessibility method.
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