Anupama Iha Curriculum Vitae

Personal Information

Primary Email
Secondary Email
Website

Primary Address Department of Genetics, Yale University, New Haven

Education

2014-20 Ph.D. in Computer and Information Science, University of Pennsylvania
2012-14 M.S. in Informatics, Technical University of Munich

2006-10 B.Tech. in Information Technology, GGSIPU

Research Funding

Jan 2026-Dec 2028

Apr 2026-Sep 2026
Oct 2025-Mar 2026
Aug 2024-Dec 2025

ROO Research Transition Award from NHGRI ($745,733).
NVIDIA Academic Grant Program (GPU access).

NVIDIA Academic Grant Program (GPU access).

K99 Pathway to Independence Award from NHGRI ($254,191).

Research Experience

July 2026-

Jan 2026-June 2026
Mar 2021-Dec 2025
Jan 2021-Feb 2021
Aug 2014-Dec 2020

Nov 2013-Aug 2014

Nov 2013-Mar 2014

Assistant Professor of Genetics, Yale University, New Haven
Instructor, Department of Genetics, Yale University, New Haven
Postdoctoral Scholar in Genome Sciences, University of Washington, Seattle,

(Advisor: )
Postdoctoral Scholar in Genetics, University of Pennsylvania, Philadelphia,
, (Advisor: )
Graduate Student in Computer and Information Science, University of
Pennsylvania, Philadelphia, , (Advisor: )

Master Thesis Student in Informatics, Technical University of Munich,
Munich, Germany, )

(Advisor: )
Research Assistant in Informatics, Technical University of Munich, Munich,
Germany, , (Advisor: )
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mailto:anupamajha48@gmail.com
https://www.anupamajha.com
https://noble.gs.washington.edu/
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https://www.ce.cit.tum.de/en/air/people/alumni/pd-dr-florian-roehrbein/

Mar 2013-Sep 2013  Research Assistant in Informatics, Technical University of Munich, Munich,
Germany, , (Advisor: )

Professional Experience

Jun 2010-Sep 2012  Systems Engineer, Infosys Ltd., India and TomTom Int. BV., Netherlands

Professional Organizations

2021-Present Member of the Encyclopedia of DNA Elements consortium (ENCODE)
2021-Present Member of the DNA Zoo consortium

2021-Present Member of the 4D Nucleome consortium (4DN)

2014-Present Member of the International Society for Computational Biology (ISCB)

Awards & Honors

2021-2025  UW Data Science Fellow at the eScience Institute, University of Washington

Jul 2023 Travel Fellowship, ISMB/ECCB 2023

Sep 2022 Parker Travel Award, Genome Sciences Annual Retreat, University of Washington

Jun 2019 Selected student abstract for oral presentation, SAGES 2019, Philadelphia

Sep 2018 GHC 18 Scholarship, Grace Hopper Celebration 2018

Jul 2017 Travel Fellowship, ISMB/ECCB 2017

Jun 2017 Best Poster Award, SAGES 2017, Philadelphia.

May 2017 Best Poster Award, RNA Biology & Cancer 2017 Symposium, University of
Pennsylvania.
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Invited Talks (* — Travel Fellowship)

Mar 2025
Mar 2025
Feb 2025
Feb 2025
Feb 2025
Feb 2025
Jan 2025

Jan 2025

Aug 2024
Jul 2024
Jan 2024

Dec 2023

Jul 2023*

May 2023

Invited talk, Department of Biological Sciences, Purdue University. Integrative
models of nuclear DNA organization.

Invited talk, Department of Computational and Systems Biology, University of
Pittsburgh. Integrative models of nuclear DNA organization.

Invited talk, Department of Genetics, Yale University. Integrative models of
nuclear DNA organization.

Invited talk, Department of Human Genetics, University of Utah. Integrative
models of nuclear DNA organization.

Invited talk, David R. Cheriton School of Computer Science, University of
Waterloo. Integrative models of nuclear DNA organization.

Invited talk, Koita Centre for Digital Health, IIT Bombay. Integrative models
of nuclear DNA organization.

Invited talk, Department of Biology, University of Pennsylvania. Integrative
models of nuclear DNA organization.

Invited talk, Department of Molecular Biosciences and The Oden Institute
for Computational Engineering & Sciences, University of Texas at Austin.
Integrative models of nuclear DNA organization.

Speaker, Department of Genome Sciences Seminar Series, University of
Washington, Seattle. Integrative models of nuclear DNA organization.
Section talk, ISMB 2024, Montreal, Canada, International. Predicting trans
Hi-C contacts from DNA sequence with TwinC.

Invited talk, Department of Biosciences and Bioengineering, IIT Bombay.
Integrative models of nuclear DNA organization.

Speaker, 4D Nucleome Genomic Organization of Mammalian Embryogensis
Center, University of Washington, Seattle, local. Predicting trans Hi-C contacts
from DNA sequence with TwinC.

Section talk, ISMB/ECCB 2023, Lyon, France, International. Bidirectional
translation between Hi-C and ATAC-seq data across species using
Chrome-Zoo.

Speaker, Combi Seminar Series, University of Washington, Seattle.
Bidirectional translation between Hi-C and ATAC-seq data across species
using Chrome-Zoo.



Sep 2022

Mar 2022

Jan 2022

Jul 2021

Jul 2020
Jul 2019

Jun 2019

Oct 2017

Jul 2017+

Lightening talk, Department of Genome Sciences Annual Retreat, University of
Washington, Seattle. Bidirectional translation between Hi-C and ATAC-seq
data across species using Chrome-Zoo.

Invited talk, DNA Zoo Consortium Monthly Meeting, Virtual. Bidirectional
translation between Hi-C and ATAC-seq data across species using
Chrome-Zoo.

Invited talk, ENCODE Consortium Monthly Meeting, Virtual. Bidirectional
translation between Hi-C and ATAC-seq data across species using
Chrome-Zoo.

Section talk, ISMB/ECCB 2021, Virtual, International. Identifying common
transcriptome signatures of cancer by interpreting deep learning models.
Presented by co-author Mathieu Q.V.

Section talk, ISMB 2020, Virtual, International. RBP-Pokedex: Prediction of
RBP knockdown effect via DNN experiment modeling.

Section talk, ISMB/ECCB 2019, Basel, Switzerland, International. Improving
interpretation of deep learning models: splicing codes as a case study.
Invited talk, SAGES 2019, University of Pennsylvania, Philadelphia, National.
Improving interpretation of deep learning models: splicing codes as a case
study.

Speaker, Penn Research in Machine Learning Scholar’s Seminar, University of
Pennsylvania, Philadelphia, local. Integrative Deep Models for Alternative
Splicing.

Section talk, ISMB/ECCB 2017, Prague, Czech Republic, International.
Integrative Deep Models for Alternative Splicing.

Posters (* — best poster award)

Apr 2025
Sep 2024
Dec 2023
Jul 2023
Sep 2022*

Jul 2022

Jul 2020

Jul 2019

Predicting trans Hi-C contacts from DNA sequence with TwinC. NHGRI
Annual Meeting, Philadelphia.

Predicting trans Hi-C contacts from DNA sequence with TwinC. MLCB
2024, Seattle.

Predicting trans Hi-C contacts from DNA sequence with TwinC. 4D
Nucleome Annual Meeting, Boston.

Chrome-Zoo: cross-species chromatin profile prediction using DNA Zoo
data. ISMB/ECCB 2023, Lyon, France.

Chrome-Zoo: cross-species chromatin profile prediction using DNA Zoo
data. Genome Sciences Annual Retreat, University of Washington, Seattle.
Identifying universal cancer transcriptome patterns by interpreting deep
learning models. ISMB/ECCB 2022, Virtual. Presented by co-author Mathieu
Q.Vv.

RBP-Pokedex: Prediction of RBP knockdown effect via DNN experiment
modeling. ISMB 2020, Virtual.

Interpretation of deep learning models in genomics: splicing codes as a case
study. ISMB/ECCB 2019, Basel, Switzerland.



Jun 2019 Interpretation of deep learning models in genomics: splicing codes as a case
study. SAGES 2019, Philadelphia, USA.

Jul 2018 Assembling the Building Blocks for a Unified Splicing Code. ISMB 2018,
Chicago, USA.

Jul 2017 Integrative Deep Models for Alternative Splicing. ISMB/ECCB 2017, Prague,
Czech Republic.

Jun 2017* Integrative Deep Models for Alternative Splicing. SAGES 2017,
Philadelphia, USA.

May 2017+ Integrative Deep Models for Alternative Splicing. RNA Bio & Cancer

Symposium 2017, University of Pennsylvania, Philadelphia, USA.

Media Coverage

Jun 2024 Brotman Baty Institute,

Teaching

Yale University

2026 Guest Lecture, 3D Genome Organization (GENE 760)

University of Washington

2024 Instructor, Introduction To Computational Molecular Biology: Molecular Evolution
(GENOME 541)
2021 Teaching Assistant, Software Carpentry Python Workshop, eScience Institute

University of Pennsylvania

2016-2018  Teaching Assistant, Advanced Computational Biology (GCB 537)
2016-2018  Guest Lecturer, Advanced Computational Biology (GCB 537)
2016, 2018  Teaching Assistant, Ph.D. Special Topics: Deep Learning (CIS 800)



https://brotmanbatyinstitute.org/news/uw-genome-sciences-hackathon-leads-to-new-long-read-sequencing-technology
https://brotmanbatyinstitute.org/news/uw-genome-sciences-hackathon-leads-to-new-long-read-sequencing-technology

Academic Advising

Graduate (Secondary mentor)

2025-Present
2025-Present
2024-2026
2023-2024
2022-2024
2019-2021
2017-2019

Xumeng Zhang, University of Washington, BIME Ph.D. student, Noble Lab.
Shuhua Xu, University of Washington, BIME Ph.D. student, Noble Lab.

Annie Staker, University of Washington, Data Science Master’s student, Noble Lab.
Shengqi Hang, University of Washington, CS Ph.D. student, Noble Lab.

Nathanial Islas, University of Pennsylvania, CIS Master’s student, Barash Lab.

Di Wu, University of Pennsylvania, CIS Ph.D. student, Barash Lab.

Deependra Singh, University of Pennsylvania, CIS Master’s student, Barash Lab.

Undergraduate (Primary mentor)

2023-2025
2017-2018
2017-2018
2017-2018

Catherine L Rasgatis, University of Washington, Noble Lab.
Joseph Kupferberg, University of Pennsylvania, Barash Lab.
Liam Murphy, University of Pennsylvania, Barash Lab.
Nazih Bissat, University of Pennsylvania, Barash Lab.

Academic Service

2026-Present

2023-2024

2018-Present

2021-Present

2015-2020

2018-Present

2015-2020

Joint Steering Committee Member, Yale-BI Biomedical Data Science Fellowship.
Evaluating postdoctoral candidates for the three-year fellowship.

Postdoctoral representative, Department of Genome Sciences, University of
Washington. Invited seminar speakers, attended faculty meetings, organized postdoc
townhall, bimonthly postdoc lunches and conveyed postdoc concerns to faculty and
department chair.

Journal Reviewer, Genome Biology, Nature Communications, PLOS Computational
Biology, Briefings in Bioinformatics, Bioinformatics, BMC Bioinformatics, Nature
Scientific Reports.

Journal co-reviewer with Prof. William Stafford Noble, Genome Research, Nature
Communications, Nature Genetics.

Journal co-reviewer with Prof. Yoseph Barash, PLOS Computational Biology,
Bioinformatics, Nucleic Acids Research.

Conference reviewer, MLCB 2024, RECOMB 2022-2024, ISMB 2022-2025, ACM-BCB
2022, TEAMC-2018

Conference co-reviewer with Prof. Yoseph Barash, NeurIPS 2015-2020, ISMB/ECCB
2016-2019, ICLR 2018-2020, ICML 2019-2020.




Outreach

Mar 2024 Organizer and Team Leader, 4D Nucleome Hackathon, Organized a
NHGRI-sponsored hackathon with 50 participants on behalf of the 4D Nucleome
consortium. Led a team of 5 students to find tissue-specificity of existing
sequence-to-Hi-C models.

Sep 2023 Team Leader, Genome Sciences Hackathon, Led a team of 10 students to improve
Fibertools m6A caller for ONT long reads Fiber-seq.

Aug 2023 Guest Lecture: Genome Hackers Python camp for high school students, Taught
Python to high school students who identify as a gender minority.

Sep 2022 Team Leader, Genome Sciences Hackathon, Led a team of 8 students to make an
m6A caller for Fiber-seq using PacBio long reads. The project lead to Fibertools, a
tool used for m6A calling by ENCODE, Human Pangenome Research Consortium
(HPRC), All of Us Network, Undiagnosed Diseases Network (UDN), and the GREGoR
Consortium.

Mar 2019 Panelist: Is Graduate School for me?, participated in a panel at CAPWIC 2019 to
discuss entry requirements and graduate school experience for gender minorities.

2018-2019  Guest Lecture: Al and Computational Biology with Prof. Yoseph Barash at the WICS
High School Day for Girls at the University of Pennsylvania.

Skills

Languages, Proficient: Python, Tensorflow, PyTorch, High Performance Computing, UNIX,

Systems, LaTeX. Past work experience: R, Perl, MATLAB, Java, Android, C#, .NET Framework,

and Tools C++, Oracle, SQL.

Relevant Machine Learning, Bayesian Statistics, Mathematical Statistics, Deep Learning,

Graduate Advanced Computational Biology, RNA World, High-throughput Datasets for

Courses Biologists, Interpretation of Deep Learning Models, Adversarial and Secure Machine
Learning, Computational Linguistics.

References
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Andrew Stergachis
Mathieu Quesnel-Vallieres
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