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https://seacr.fredhutch.org/ Maintained by Daniel Tenenbaum. 
 
D. Other Publications  

N/A 



 
E. Manuscripts Under Review  

 
1. Steven Henikoff, Ye Zheng and Kami Ahmad "Mitotic errors do not explain most aneuploidies in 

cancer" Submitted to Trends in Genetics 8/25/2024. 
2. Kami Ahmad, Matthew Wooten, Brittany N Takushi, Velinda Vidaurre, Xin Chen & Steven 

Henikoff "Histone H4 limits transcription of the histone locus in Drosophila" Submitted to Plos 
Biology: 11/26/24. 

3. Nadiya Khyzha, Kami Ahmad and Steven Henikoff "Profiling transcriptome composition and 
dynamics within nuclear compartments using SLAM-RT&Tag" Submitted to Cell: 7/15/2024, 
transferred to Molecular Cell: 12/9/2024. 

4. Weifang Wu, Kami Ahmad and Steven Henikoff "Chromatin-bound U2AF2 splicing factor 
ensures exon inclusion" Submitted to Cell: 9/24/2024, transferred to Molecular Cell: 1/8/2025. 

5. Steven Henikoff, Ye Zheng, Ronald M. Parana, Yiling Xu, Jacob E. Greene, Jorja G. Henikoff, 
Zachary R. Russell, Frank Szulzewsky, H. Nayanga Thirimanne, Sita Kugel, Eric C. Holland & 
Kami Ahmad "RNA Polymerase II at histone genes predicts outcome in human cancer" 
Submitted to Science: 8/2/2024, Provisionally accepted: 1/10/2025. 

 
8. OUTREACH 

For the past >30 years I have been committed to lowering the bar to entry for researchers around 
the world by being proactive in making our tools freely available and requiring little or no specialized 
expertise or equipment. Our Blocks Database e-mail server introduced in 1992 for detecting distant 
evolutionary relationships was among the first non-commercial copy-and-paste remote servers. In 
1994, the BLAST server was introduced using our BLOSUM series of amino acid substitution 
matrices for protein alignments, and BLOSUM62 is still the default. Also in 1994 we established the 
Blocks Database server on the World-wide-web, and later introduced other popular copy-and-paste 
web servers, including the SIFT server for detecting deleterious non-synonymous mutations, the 
CODEHOP server for designing consensus-degenerate oligonucleotide primers, and since 2019, 
the SEACR server for CUT&RUN and CUT&Tag peak-calling. Since 2018 my labmates and I have 
been a major presence on Protocols.io, with our public protocols sites accumulating >700,000 views 
and ~4500 questions and answers through 2024, while distributing reagents directly to ~600 
laboratories prior to commercial availability, with ~1500 labs ordering plasmids at low cost from 
Addgene for making CUT&RUN and CUT&Tag fusion proteins. Within a month of the onset of the 
COVID-19 pandemic in early 2020, I posted “Profiling the epigenome at home” on bioRxiv 
https://doi.org/10.1101/2020.04.15.043083, which was highlighted by The Scientist in a feature 
article and chosen as one of the top technical advances of 2020: https://www.the-scientist.com/top-
technical-advances-of-2020-68297. 

 
9. PROFESSIONAL ORGANIZATIONS (last 5 years) 

1981-   Genetics Society of America  
1981-   American Association for the Advancement of Science 
2001-  American Society of Plant Biologists 
2011-  American Society for Microbiology  

 
10. EDUCATION AND TRAINING RESPONSIBILITIES  

 
A. Didactic Teaching (last 5 years) 

 
2024-  MCB 517 Epigenetics and Epigenomics, University of Washington 100%  
 

B. Thesis Committee Membership (last 5 years) 
 
All UW except as noted and PhD or PhD part of MSTP program 
 
Chair: 
2018-2022  Steven Wu (Bioengineering) 

https://doi.org/10.1101/2020.04.15.043083


2019-2023  James Anderson (MCB) 
2022-2024  Soyeon Showman (MCB) 
2021-  Cassidy Danyko, Predoctoral 
2022-  Jacob Greene, Predoctoral 
Member: 
2017-2021  Sanjay Srivatsan (Genome Sciences) 
2017-2021  Hannah Arbach (MCB) 
2018-2021  Nick Pease (MCB) 
2018-2023  Emma Hoppe (MCB) 
2023  Yihao Yang (Rockefeller University – served on PhD thesis reading committee) 
2020-2024  Jihoon Lee (MCB) 
2020-  Jon Chu (MCB) 
2021-  Scott Best (MCB) 
2021-  Chase Suiter (MCB) 
2021-  Morgan Hamm (Genome Sciences) 
2022-  Lucy Kwiatkowski (Microbiology) 
2022-  Jobelle Peralta (MCB) 
2023-  Elliot Swanson (Genome Sciences) 
2024-  Aiden Keith (Genome Sciences) 

 
C. Advising/Mentorship (last 5 years)  

 
2016-2019 Hatice Kaya Okur, Postdoctoral, 2x per week 
2017-2019 Jay Sarthy, Postdoctoral & Research Associate, 2x per week 
2013-2020 Jitendra Thakur, Postdoctoral, 2x per week 
2018-2022 Steven Wu, Predoctoral, 2x per week 
2017-2022 Michael Meers, Postdoctoral, 2x per week 
2017-2023 Sandipan Brahma, Postdoctoral, 2x per week 
2019-2023 James Anderson, Predoctoral, 2x per week 
2017-2024 Derek Janssens, Postdoctoral, 2x per week 
2022-2024 Soyeon Showman, Predoctoral, 2x per week 
2023-2024 Ye Zheng, Postdoctoral, 2x per week 
2024  Kevin Nguyen, Summer Intern, 2x per week 
2020-  Matthew Wooten, Postdoctoral, 2x per week 
2020-  Nadiya Kyhzha, Postdoctoral, 2x per week 
2021-  Cassidy Danyko, Predoctoral, 2x per week 
2022-  Jacob Greene, Predoctoral, 2x per week 
2022-  Jobelle Peralta, Advisee, monthly 
  

D. Curriculum and Training Program Development (last 5 years) 
 

2024-  MCB 517 Epigenetics and Epigenomics, University of Washington 100%  
 

E. Other  
N/A 

 
11. EDITORIAL RESPONSIBILITIES  

 
A. Editorial Boards (last 5 years) 

1998-  Trends in Genetics Editorial Board 
2005-   Current Opinion in Genetics and Development Editorial Board 
2010-  Genome Biology, Editorial Advisory Board 
2014-   Genome Research, Editorial Board 
2021-   Frontiers in Epigenetics and Epigenomics, Field Chief Editor 

 
B. Ad hoc Reviewing Responsibilities  



2020- On average ~1 paper per week for numerous top- and middle-tier journals from 
major publishers. 

 
12. SPECIAL RESPONSIBILITIES AND SERVICE (last 5 years)  

 
A. International  

2021-23 Scientific Advisory Board, Center for Protein Research, U. of Copenhagen, Denmark 
 

B. National  
2020 NIH GCAT Grant Review Panel 
2020 Panel Member Functional Genomics Workshop, NASEM Board on Life Sciences 
2021 NIH Blueprint for Neuroscience Research Grant Review Panel 
2022 NIH Fellowship Grant Review Panel 
2024 External Advisory Committee, Michael Smith Laboratory, University of British Columbia 
2024- NIH Fellowship Grant Review Panel 

 
13. OTHER 

A. Invited External Lectures (last 5 years)  
2025 Histone overexpression in cancer, University of Massachusetts Medical School, 

Worcester, MA 
2025 Histone overexpression in cancer, Biology and Neuroscience, Brandeis 

University 
2024 Histone overexpression in cancer, Boston Children’s Hospital, Harvard Medical 

School, Boston, MA 
2024 Epigenomic profiling for personalized medicine, University of Michigan, Ann 

Arbor, MI (virtual) 
2024 CUT&RUN and CUT&Tag, Helmholtz Summer School on Chromatin Biology, 

Munich, Germany (virtual) 
2024  Genome-wide mapping of chromatin dynamics in situ, Gary Stormo Symposium, 

Washington University School of Medicine 
2024 Genome-wide mapping of chromatin dynamics in situ, Johns Hopkins Institute for 

Cell Engineering Lecture Series, Johns Hopkins Medical Institute 
2024 Genome-wide mapping of chromatin dynamics in situ, Center for Excellence in 

Chromosome Biology Symposium, National Cancer Institute 
2024 Genome-wide mapping of chromatin dynamics in situ, University of Missouri 
2024 Cancer from a chromatin perspective, Seminar, University of Nebraska Medical 

Center 
2024 Genome-wide mapping of chromatin dynamics in situ, BMBGSA Symposium, 

Oklahoma State University 
2024 Genome-wide mapping of chromatin dynamics in situ, Epigenetics Symposium, 

Fox-Chase Cancer Center 
2024 Epigenomics for personalized medicine, Signaling and Cellular Regulation 

Symposium, University of Colorado 
2023 Genome-wide mapping of protein-DNA interaction dynamics, Duke Distinguished 

Lecturer Series in Genetics and Genomics, Duke University 
2023 CUT&RUN and CUT&Tag, Helmholtz Summer School on Chromatin Biology, 

Munich, Germany (virtual) 
2023 Genome-wide mapping of chromatin dynamics in situ, Potter Lecture, Cincinnati 

Children’s Hospital 
2023 Genome-wide mapping of protein-DNA interaction dynamics, Summer 

Symposium in Molecular Biology and Epigenetic Regulation of Transcription, 
Penn State University 



2023 Genome-wide mapping of protein-DNA interaction dynamics, Department of 
Biochemistry and Molecular Genetics, University of Illinois (virtual) 

2023 Genome-wide mapping of protein-DNA interaction dynamics, Gordon Research 
Conference - Genome Architecture in Cell Fate and Disease, Ventura, CA 

2023 Genome-wide mapping of protein-DNA interaction dynamics, Frontiers in Biology 
Seminar Series, Stanford University 

2023 Genome-wide mapping of chromatin dynamics, EMBL Conference: Chromatin 
and Epigenetics, Heidelberg, Germany 

2023 Genome-wide mapping of chromatin dynamics, C4 Symposium, Seattle 
Children’s Research Institute 

2023 Genome-wide mapping of protein-DNA interaction dynamics, Genetics and 
Genomics, Duke University 

2023 Genome-wide mapping of protein-DNA interaction dynamics, Genetics and 
Development, Columbia University 

2023 Genome-wide mapping of protein-DNA interaction dynamics, University of 
Michigan RNA Biomedicine Symposium 

2023 Revisiting “open” chromatin, HHMI Investigators meeting, Chevy Chase, MD 
2023 Genome-wide mapping of protein-DNA interaction dynamics, All-Ireland 

Chromatin Club (virtual) 
2023 Genome-wide mapping of protein-DNA interaction dynamics, ERATO 

Symposium, University of Tokyo (virtual) 
2022 Genome-wide mapping of protein-DNA interaction dynamics, Oklahoma Medical 

Research Foundation, Oklahoma City, OK 
2022 New strategies for antibody-directed in situ chromatin profiling, Single Cell Omics 

Beijing 2022, Peking University (virtual) 
2022 Genome-wide mapping of protein-DNA interactions, Genome Sciences, 

University of Virginia (virtual) 
2022 Genome-wide mapping of protein-DNA interaction dynamics, Chemical Biology 

and Therapeutics, St. Jude Children’s Research Hospital (virtual) 
2022 Genome-wide mapping of protein-DNA interaction dynamics. Interplay between 

Epigenetic Regulation and Genome Stability Symposium, ASBMB Seattle 
2022 Virus-encoded histones, Chromatin Control of Viral Infection Symposium, 

National Institutes of Health (virtual) 
2022 CUT&RUN and CUT&Tag, Helmholtz Summer School on Chromatin Biology, 

Munich, Germany (virtual) 
2022 Genome-wide mapping of chromatin dynamics, Pharmacology, University of 

Washington (virtual) 
2022 Genome-wide mapping of chromatin dynamics, Institute for Cell Engineering, 

Johns Hopkins University (virtual) 
2022 Genome-wide mapping of protein-DNA interactions, Biochemistry and Molecular 

Genetics, University of Illinois, Chicago (virtual) 
2022 Genome-wide mapping of chromatin dynamics, Eppley Institute, University of 

Nebraska, Omaha 
2021 Keynote: Genome-wide mapping of protein-DNA interaction dynamics, Biological 

and Clinical Frontiers in Epigenetics, Epicypher 2021, Clearwater, FL 
2021 Genome-wide mapping of protein-DNA dynamics, Genentech (virtual) 
2021 Single-cell Profiling of Chromatin Landscapes, Single Cell Omics Beijing 2021, 

Peking University (virtual) 



2021 Genome-wide mapping of protein-DNA dynamics, Molecular and Genomic 
Medicine, Brigham and Women’s Hospital (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Cell Signaling 
Technologies (virtual) 

2021 Chromatin Dynamics, Cell Circuits and Epigenomics Symposium, Broad Institute 
(virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, King Abdullah 
University of Science and Technology, Saudi Arabia (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, University of 
Colorado Cancer Center Symposium (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Science in Asia 
2021: Genome Biology and Disease, Zhongguancun, China (virtual) 

2021 Keynote: Genome-wide mapping of protein-DNA interaction dynamics, 
Cambridge Epigenetics Club Summer Symposium (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, National Institute of 
Arthritis and Musculoskeletal and Skin Diseases Retreat (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Chromatin & 
Epigenetics, China (virtual) 

2021  Genome-wide mapping of protein-DNA interaction dynamics Institute for 
Integrative Genome Biology Symposium, UC Riverside (virtual) 

2021 Genome-wide mapping of protein-DNA Interaction Dynamics, Genetics, 
Genomics & Systems Biology, University of Chicago (virtual) 

2021 Genome-wide mapping of protein-DNA dynamics, Istanbul University 18th Winter 
School (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Molecular and 
Cellular Biology, Lahore University (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Queen Mary 
University of London (virtual) 

2021 Genome-wide mapping of protein-DNA interaction dynamics, Medical Genetics, 
University of Washington (virtual) 

2020 Genome-wide mapping of protein-DNA interaction dynamics, Mechanisms of 
Transcription and its Regulation, HongKong (virtual) 

2020 Genome-wide mapping of protein-DNA interaction dynamics, Weill-Cornell 
Medical School (virtual) 

2020 Genome-wide mapping of protein-DNA interaction dynamics, Cell and 
Developmental Biology meeting, HHMI (virtual) 

2020 Genome-wide mapping of protein-DNA interaction dynamics, Fox Chase Cancer 
Center (virtual) 

2020 Genome-wide mapping of protein-DNA interaction dynamics, Molecular, Cellular 
and Developmental Biology, Yale University (virtual) 

2020 Profiling the epigenome at home, Epigenomics Journal Club, Mayo Clinic (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, Department of 

Biological Sciences at the University of Pittsburgh (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, Transcription and 

Chromatin Conference, EMBL, Heidelberg, Germany (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, Social DNAing 

(virtual) 



2020 Genome-wide mapping of protein-DNA interaction dynamics, CCMB Biologue 
(virtual) 

2020 Profiling the epigenome at home, Meiosis in Quarantine Journal Club (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, San Diego 

Chromatin Club (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, Frontiers in Biology, 

Stanford University (virtual) 
2020 CUT&Tag: Efficient chromatin profiling for diverse applications, Chan-Zuckerberg 

Institute (virtual) 
2020 Genome-wide mapping of protein-DNA interaction dynamics, Benaroya Institute 
2020 Low-cost high-resolution chromatin profiling, Functional Genomics Workshop, 

National Academy of Sciences  
2020 Genome-wide Mapping of Protein-DNA Interaction Dynamics, Seminar, Baylor 

College of Medicine 
2020 Genome-wide mapping of protein-DNA interaction dynamics, California Institute 

of Technology 


