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A Vision for the Future of ISCBA Vision for the Future of ISCB
PRESIDENT 
PREDRAG RADIVOJAC

As we embark on a new chapter in the history of the
International Society for Computational Biology
(ISCB), “it is imperative that we chart a course that
not only meets the evolving needs of our
community but also anticipates future challenges
and opportunities,” notes President Predrag
Radivojac. The Society developed and implemented
a long-range strategic plan under the leadership of
Christine Orengo.  That plan is assessed and
evaluated each year by the ISCB Board of Directors
to ensure the Society is serving its members at the
highest levels and delivering upon its mission.     

At the heart of our mission is the need to maintain
financial stability while promoting the field of
computational biology and supporting our
members. The recent global events have
highlighted the necessity for creative and flexible
approaches. Our flagship event, the ISMB
conference, has been a cornerstone of our success,
but we must diversify our initiatives to reduce
reliance on a single event. Encouraging the
development of small and medium-sized local
events, which offer organizational flexibility and
reduce travel demands, will be key. These events
will not only attract students and junior researchers
but also foster a more inclusive and connected
community. A pivotal aspect of our growth strategy
involves the promotion of our new journal,
Bioinformatics Advances. This platform will support
the expansion of our Society scientifically,
geographically, and socially. 

Promoting scientific rigor remains a top priority. 

ISCB must create opportunities to recognize and
award rigorous, impactful science, particularly in
methodology development, and evaluation, which
often have delayed, yet significant, impacts.
Supporting education and our Student Council, as
well as upholding high ethical standards, are
essential components of this commitment. These
values must be encouraged at every level.

While ISCB has historically been driven by science in
North America and Europe, we must continue to
engage with scientists globally. By investing in and
partnering with researchers in Asia, South America,
Africa, and Australia, we can foster a more unified
and impactful scientific community. Science has
the power to unite, and ISCB has the opportunity to
contribute to this global unification. Along those
lines, maintaining a welcoming and inclusive
environment is essential, and we must continue to
invest here. A diverse field is a stronger field, and
promoting diversity is not only the right thing to do
but also a strategic advantage. 

Computational biology intersects with several other
disciplines, including genetics, molecular evolution,
structural biology, medical informatics, and
machine learning. By engaging with these
communities through joint initiatives and co-
localized meetings, both locally and internationally,
we can enrich our Society and provide greater value
to our members. It is crucial that researchers from
these overlapping fields see ISCB as their home and
benefit from our resources and community.
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A Vision for the Future of ISCB,A Vision for the Future of ISCB,
President Predrag RadivojacPresident Predrag Radivojac

As we move forward, let us embrace the challenges
and opportunities with strategic thinking, vision,
and dedication. Together, we can ensure that ISCB
remains at the forefront of computational biology,
empowering our members and advancing our field
for the betterment of society.

https://www.iscb.org/support-iscb
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As part of the ISMB 2024 conference in Montréal, the International Society for Computational
Biology will be presenting its four annual awards to very deserving recipients! Each awardee
has a full-length article that can be found in the ISMB 2024 Proceedings Supplement in
Bioinformatics, but you don’t have to wait; you can read a short summary of each article
below!

ISCB is proud to present the 2024
Accomplishments By a Senior Scientist
Award to Dr. Tandy Warnow for her
significant impact on and valuable additions
to the field of computational biology. Dr.
Warnow's journey in mathematics and
science began in her early school days,
inspired by her teachers. These early
subject interests are what led her to
research pursuits in computational biology.
Now, working in the field, her research
focuses on combining theoretical
frameworks with data-driven approaches,
significantly impacting phylogenetic tree
estimation and evolutionary studies.

As a Principal Investigator, Dr. Warnow
emphasizes the importance of trust in
mentoring relationships and supports her
students' intellectual growth, encouraging
them to ask meaningful questions and
develop coping strategies for research
setbacks.  Although surprised by being
named the recipient of the
Accomplishments By a Senior Scientist
Award, Dr. Warnow is honored by the
recognition.

Read the full article here:
https://doi.org/10.1093/bioinformatics/bta
e289

2024 ISCB ACCOMPLISHMENTS2024 ISCB ACCOMPLISHMENTS
BY A SENIOR SCIENTISTBY A SENIOR SCIENTIST
AWARD: DR. TANDY WARNOWAWARD: DR. TANDY WARNOW

Dr. Scott Markel is honored with the 2024
Outstanding Contributions to ISCB Award
for his exemplary leadership, education,
and service to the International Society for
Computational Biology (ISCB). Markel's
involvement with ISCB began in the early
2000s, participating in committees and
eventually serving as Secretary of the Board
of Directors for a decade. His contributions
include establishing governance structures,
leading the search for the current CEO, and
introducing term limits for officers and
board members.

Dr. Markel encourages junior scientists to
seek service opportunities by being curious
and sharing experiences. He advises
involvement in technical, service, and
educational aspects of the society, such as
reviewing papers, joining committees, and
mentoring others. He emphasizes the
importance of commitment and follow-
through in service roles. Looking ahead,
Markel envisions ISCB continuing to support
the computational biology community by
bridging academia and industry, providing
infrastructure for academic support, and
promoting cutting-edge research.

Read the full article here:
https://doi.org/10.1093/bioinformatics/bta
e285

2024 OUTSTANDING2024 OUTSTANDING
CONTRIBUTIONS TO ISCBCONTRIBUTIONS TO ISCB
AWARD: DR. SCOTT MARKELAWARD: DR. SCOTT MARKEL

ISMB AWARD WINNERSISMB AWARD WINNERS

https://doi.org/10.1093/bioinformatics/btae289
https://doi.org/10.1093/bioinformatics/btae289
https://doi.org/10.1093/bioinformatics/btae285
https://doi.org/10.1093/bioinformatics/btae285
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Dr. Su-In Lee is honored with the 2024 ISCB
Innovator Award for her progressive
contributions to computational biology and
her pursuit of unexplored directions in the
field. From a young age, influenced by her
father's engineering background, Lee
developed a strong affinity for math and
science. Her journey in computational
biology began with her interest in AI during
her undergraduate studies in Korea, where
she developed a deep neural network for
handwritten digit recognition. This led her
to the Stanford AI Lab, where her focus
shifted to computational biology, and later,
to a faculty position at the University of
Washington, where her research now
intersects AI, biology, and clinical medicine.

One of Lee's notable contributions to the
field is the development of the SHAP
framework for explainable AI, emphasizing
the importance of model interpretability in
clinical AI applications. Her current research
focuses on AI auditing frameworks to
uncover flaws in existing models driven by
findings from COVID-19 prediction models.
As a Principal Investigator, Lee prioritizes
mentoring students and encourages them
to embrace new challenges and explore
interdisciplinary research. Reflecting on her
award, Lee expressed gratitude and
humility, acknowledging the many
outstanding researchers in the field.

Read the full article here:
https://doi.org/10.1093/bioinformatics/bta
e287

2024 ISCB INNOVATOR2024 ISCB INNOVATOR
AWARD: DR. SU-IN LEEAWARD: DR. SU-IN LEE

ISCB is delighted to award the 2024 Overton
Prize to Dr. Martin Steinegger for his
significant contributions to computational
biology. Dr. Steinegger’s path to the field
was an unconventional one, fueled by an
early interest in computers and a desire to
overcome the limitations of a non-
traditional educational background.
Overcoming his hurdles, he has
accomplished much in the field of
computational biology. One such
accomplishment includes the development
of Linclust, an algorithm that has
significantly improved the speed of
clustering metagenomic data. Dr.
Steinegger’s research remains focused on
protein structures, leveraging high-quality
predictions to explore the structural
universe on an unprecedented scale. 

In his role as a Principal Investigator, he
emphasizes the importance of optimistic
support and flexibility in mentoring young
scientists, encouraging exploration and
scientific discovery over perfection. When
asked how he felt being the Overton Prize
winner, Dr. Steineggr said it feels surreal,
but he was honored to have been chosen as
the award recipient. 

Read the full article here:
https://doi.org/10.1093/bioinformatics/bta
e288 

2024 ISCB OVERTON PRIZE2024 ISCB OVERTON PRIZE
AWARD: DR. MARTINAWARD: DR. MARTIN
STEINEGGERSTEINEGGER

Back to Table of Contents

https://doi.org/10.1093/bioinformatics/btae287
https://doi.org/10.1093/bioinformatics/btae287
https://doi.org/10.1093/bioinformatics/btae288
https://doi.org/10.1093/bioinformatics/btae288


ISMB 2024 PROCEEDINGSISMB 2024 PROCEEDINGS
SUPPLEMENT AVAILABLE NOW!SUPPLEMENT AVAILABLE NOW!

CLICK TO READ

https://academic.oup.com/bioinformatics/issue/40/Supplement_1
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The ISCB Fellows program is a prestigious recognition within the field of computational biology,
honoring individuals who have made outstanding contributions to the discipline. These distinguished
scientists and professionals have demonstrated exceptional leadership, research, and service,
advancing the frontiers of computational biology and bioinformatics. Induction as an ISCB Fellow
signifies a career of significant impact and a commitment to advancing the field. 

Teresa Attwood, Emeritus Professor, Computer Science, University of
Manchester
 
Teresa Attwood stands as a luminary in the realm of bioinformatics
education, carving her legacy through unwavering commitment and
innovative initiatives. Recognizing the pivotal role of education in propelling
scientific advancement, Attwood embarked on a mission to democratize
bioinformatics knowledge. Attwood's impact transcends mere
publications. As a member of the ISCB Education Committee and later as
an esteemed Board Member, she championed transformative educational
strategies.

CONGRATULATIONS 2024 CLASS OF FELLOWS!

Niko Beerenwinkel, Professor, Computational Biology, Department of
Biosystems Science and Engineering ETH Zurich; Swiss Institute of
Bioinformatics
 
 Niko Beerenwinkel has made groundbreaking contributions to cancer
research and viral genomics. His innovative methods in cancer
phylogenetics unveil deep insights into tumor dynamics, progression, and
heterogeneity. In viral genomics, his development of ShoRAH and COJAC
demonstrates excellence in quantifying genetic diversity and monitoring
SARS-CoV-2 variants. Beerenwinkel's impactful work in integrating multi-
omics data, exemplified by NetICS, enhances our understanding of cancer
molecular mechanisms. His rigorous methods address complex biological
problems, contributing significantly to medical and public health.

Doron Lancet, Dept. Molecular Genetics, Weizmann Institute of Science
 
Doron Lancet made outstanding contributions to genomics and
computational biology. Notably, in 1993, he developed a molecular
recognition model for olfaction and immunity, forming the basis for his
novel quantitative model for life's origin. Lancet's creation of GeneCards in
1996, a comprehensive human gene compendium, has since evolved into
the GeneCards Suite, serving 5 million users worldwide. Lancet's pioneering
work in olfaction, genomics, and the GeneCards project exemplifies his
significant impact on computational biology.

THE 2024 CLASS OF FELLOWSTHE 2024 CLASS OF FELLOWS
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Barbara Engelhardt, Senior Investigator, Gladstone Institutes; Professor
(Research) of Biomedical Data Science, Department of Biomedical Data
Science Stanford University
 
Barbara Engelhardt is globally acclaimed for advancing hierarchical
Bayesian statistical and machine learning models for dimension reduction
in biomedical data. Recognized with the 2020 Overton Prize, her impactful
contributions span experimental design, exploratory data analysis, and
predictive modeling in genomics, imaging, and hospital data. Engelhardt's
emphasis on interpretable, robust, and computationally efficient methods
has led to crucial discoveries in genetics, genomics, and epidemiology. As a
leader and mentor, she promotes diversity and inclusion, making her an
exemplary choice for ISCB Fellow.

Tao Jiang, Distinguished Professor, Computer Science & Engineering
Dept, University of California Riverside
 
Tao Jiang is a pioneering figure in computational biology and
bioinformatics, contributing significantly to algorithmic research. His
seminal work spans multiple areas, including multiple sequence
alignment, DNA fragment assembly, RNA secondary structure
comparison, phylogenetic tree reconstruction, haplotype inference,
ortholog assignment, and isoform quantification. His efficient
combinatorial algorithms, recognized for their impact and citation
frequency, have helped shape the field.

Carl Kingsford, Herbert A. Simon Professor of Computer Science, Ray and
Stephanie Lane Computational Biology Department, School of Computer
Science, Carnegie Mellon University
 
Carl Kingsford is a trailblazer in computational molecular biology,
showcasing sustained innovation in scalable algorithmic approaches. His
foundational contributions include transformative methods for gene
expression quantification, k-mer-based computational methodologies, and
efficient algorithms for searching unassembled sequence data. Notably,
his software, Salmon and Jellyfish, are widely used in the field, with Salmon
widely downloaded. Kingsford's theoretical understanding of algorithmic
challenges and leadership in conferences further solidify his impactful role
in shaping computational biology.

Eugene V Koonin, Evolutionary Genomics Group Leader, National Center for
Biotechnology Information, National Library of Medicine, National Institutes of
Health
 
 Eugene Koonin is a distinguished figure in bioinformatics, comparative
genomics, and evolutionary biology, with significant contributions recognized
globally. Transitioning from experimental biology to bioinformatics, he
contributed to viral genome analysis, leading to deep evolutionary insights. His
work on COGs and genome evolution models advanced functional annotation
and understanding of microbial evolution and cellular life origins. Koonin's
research also encompasses metagenomics, antivirus defense systems, in
particular, CRISPR, cancer evolution, and general theory of evolution.

THE 2024 CLASS OF FELLOWSTHE 2024 CLASS OF FELLOWS
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Scott Markel, BIOVIA R&D Software Engineering Director, Biosciences &
Scientific Informatics, Dassault Systèmes
 
 Scott Markel's decade-long leadership within ISCB has been invaluable, notably
as Secretary for 10 years. His governance expertise and commitment, evident in
roles across committees like Nominations and Finance, have steered ISCB's
strategic direction. Markel's contributions extend beyond official duties,
supporting initiatives, mentoring, and advocating for computational biology's
advancement. His outstanding service enriched ISCB's mission

Peter Park, Professor of Biomedical Informatics, Director, Bioinformatics and
Integrative Genomics (BIG) PhD Track, Harvard Medical School

Peter Park is recognized for his seminal contributions in human genome and
epigenome analysis. He led pioneering studies of structural alteration in cancer
genomes, unveiling the landscape of somatic retrotransposition, microsatellite
instability, chromothripsis, and other complex rearrangements. His work had
clinical applications, such as a method for detecting homologous recombination
deficiency to guide PARP inhibitor use in cancer patients. Dr. Park also explored
mutational processes in the brain, utilizing single-cell whole-genome sequencing
to study neuronal mutations and early human development. As a mentor, he
shaped future leaders as the director of the Bioinformatics and Integrative
Genomics Ph.D. program at Harvard Medical School for more than a decade.

Natasa Przulj, Leading Researcher, Life Sciences - ICREA Research Professor,
Barcelona Supercomputing Center
 
 Nataša Pržulj is a leader in biological network analysis, pioneering network
biology geometry. She introduced graphlets to extract biomedical knowledge
from omics networks, revolutionizing the field. Her recent research focus is
artificial intelligence algorithms for multi-omics data fusion to improve
precision medicine. Prof. Pržulj's scientific excellence is evident in her
numerous awards, including election to ELLIS and Academia Europaea. She has
provided exceptional service to ISCB, chairing ISMB's Systems Biology and
Networks Area, NetBio COSI and contributing to editorial boards, advisory
boards, and teaching, showcasing her commitment to advancing
bioinformatics.

Philippe Lemey, Professor, Rega Institute, KU Leuven
 
Philippe Lemey, a leader in computational phylogenetics, has made outstanding
contributions to understanding viral evolution and epidemiology. Renowned for
his work in Bayesian statistics, he pioneered phylogeographic reconstruction in
the widely used BEAST software, receiving the prestigious Mitchell Prize. Lemey's
models, extended for pathogens like influenza and SARS-CoV-2, underpin diverse
comparative analyses. Notably, he quantified measles' ancient origin and
assessed intervention impact. In SARS-CoV-2 research, he reconstructed viral
spread and contributed to origin studies, advising the WHO. Lemey's
multidisciplinary collaborations emphasize innovative methods, making him a
global asset in pathogen spread understanding.

THE 2024 CLASS OF FELLOWSTHE 2024 CLASS OF FELLOWS



Torsten Schwede, Professor, Structural Bioinformatics, Biozentrum, Vice
President for Research, University of Basel; Swiss Institute of Bioinformatics
 
 Torsten Schwede has made substantial contributions to computational
biology through SWISS-MODEL, the first automated protein homology-
modeling server, advancing our understanding of protein structure and
fostering the use of computational models in life science research.
Schwede's commitment to benchmarking and model quality assessment,
with QMEAN and CAMEO, contributed to measuring progress in protein
structure prediction. These developments formed groundwork for
transformative technologies such as AlphaFold.

Michael J E Sternberg, Director Centre for Integrative Systems Biology and
Bioinformatics (CISBIO), Imperial College London
 
 Michael Sternberg, a structural bioinformatics pioneer since the 1970s, has
made foundational contributions to understanding protein structure and
function. His analyses of protein structures uncovered key principles, and he
developed widely used resources like the Phyre web server, software for
protein docking, and 3D-LigandSite for ligand binding prediction. These user-
friendly tools have been crucial for researchers worldwide. His recent work
on predicting the impact of missense variants vis the Missense3D portal and
several collaborations, including COVID-19-related studies, showcase his
ongoing impact in bioinformatics.

Fengzhu Sun, Professor, Quantitative and Computational Biology and Mathematics,
University of Southern California
 
Fengzhu Sun is recognized for foundational contributions in computational biology,
notably in protein-protein interaction network analysis, alignment-free sequence
analysis, and metagenomic data analysis. A pioneer, Sun developed a probabilistically
grounded model for predicting protein functional labels and introduced diffusion kernels
for protein-protein interaction networks. His work, ahead of its time, laid the foundation
for current diffusion-based methods. His contributions extend to error correction in PCR,
statistical tools for metagenomics, and revolutionary alignment-free sequence analysis
with applications in virus identification. His expertise, mathematical insights, and method
development make him a standout in computational biology.

Mihaela Zavolan, Head of Research Group, Professor in Computational
Biology/Genomics, Biozentrum, University of Basel; Swiss Institute of Bioinformatics

Mihaela Zavolan pioneered computational research into miRNAs, revealing their
broad expression, and quantitatively prediction their interactions with target
mRNAs. With a medical degree and a Ph.D. in Computer Science, her
interdisciplinary background uniquely contributes to advancing computational
biology. Her work includes algorithm development for miRNA gene and target
prediction, innovations in CLIP methods for mapping RNA-protein interactions, as
well as methods for unveiling the functions of RNA isoforms resulting from
alternative polyadenylation. Zavolan's dedication to advancing both methodology
and biological insights makes her a significant figure in the computational biology
community.

THE 2024 CLASS OF FELLOWSTHE 2024 CLASS OF FELLOWS
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From Oxford University Press and the Bioinformatics
team:

The Bioinformatics team is proud to announce the
appointment of Inanc Birol to the position of co-
Executive Editor. Inanc has a strong background in
computational molecular biology and genome
bioinformatics, significant editorial experience, and
compelling leadership qualities, which all position
him well to lead Bioinformatics alongside Janet
Kelso.

Inanc is a Distinguished Scientist of Genome Sciences at BC Cancer, a
Professor of Medical Genetics at the University of British Columbia, and an
associate faculty member at the Department of Pathology and Laboratory
Medicine. He is the Head of the Bioinformatics Technology Lab at Canada’s
Michael Smith Genome Sciences Centre, and the Antimicrobial Research Lab
at the UBC Centre for Disease Control.

Birol received his BSc and MSc in Electrical Engineering, and PhD in Physics
from Bogazici University in Istanbul. His research interests are wide-ranging,
from high performance computing for scalable sequence analysis to
antimicrobial drug discovery.

He is a co-founder and the Chief Scientific Officer of Amphoraxe Life
Sciences Inc., an R&D company that develops alternatives to conventional
antibiotics.

Inanc will be at the OUP booth in the ISMB 2024 Exhibitors’ Hall
from 1–2pm on Sunday, July 14th.

MEET THE EDITOR

WELCOME THE INCOMINGWELCOME THE INCOMING  
CO-EXECUTIVE EDITOR OFCO-EXECUTIVE EDITOR OF

BIOINFORMATICSBIOINFORMATICS: INANC BIROL: INANC BIROL
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WELCOME TO ISMB 2024!WELCOME TO ISMB 2024!
On behalf of the ISMB 2024 organising
committee, we wish you a warm welcome to
this year’s conference! If you’re joining us in
person, we want to welcome you to the vibrant
city of Montréal, and if you’re joining us
virtually, we welcome you to the hybrid
conference experience!

With ISMB taking place in Montréal this year,
we respectfully acknowledge that this event is
being held on the traditional territory of the
Kanien’kehà:ka (Mohawk) Nation. This area has
long been a site of meeting and exchange
among First Nations, including the
Kanien’kehà:ka of the Haudenosaunee
Confederacy, Huron/Wendat, Abenaki, and
Anishinaabeg. The Kanien’kehà:ka are
recognised as the traditional custodians of the
lands and waters of this region. We honour
their elders, past and present, and their
ongoing stewardship of these lands .

We hope you have an excellent time while in
Montréal and attending ISMB. We encourage
you to take full advantage of the conference
and enjoy an amazing five days of science,
networking, and collaboration!

The scientific programme features exceptional
keynote talks and research, and technical talks
organised thematically across Communities of
Special Interest (COSI) tracks. Additionally,
participants can attend workshops, special
sessions, the hybrid Student Council
Symposium, the Youth Bioinformatics
Symposium, and poster sessions. Also, don't
miss our Exhibit Hall in room 517c, where you
can engage with our 17 conference exhibitors
while enjoying coffee during breaks. This year's
exhibition highlights bioinformatics tools and
technologies, product-to-market advisors, and 

 open-access and traditional publishers.

For those joining us virtually through ISCB’s
Nucleus platform, you can interact with all
ISMB 2024 participants within the
Collaboration Hub, including our exhibitors. In
the Forums section, you can chat with your
colleagues or start a conversation by launching
an open meeting room at any time with
another attendee. To start an open meeting
room, simply set a time and join the room
through the link sent to your email.

While viewing a live session, you can get
involved by chatting and asking questions in
the stream’s live chat and Q&A sections. When
not attending a session or viewing posters in
the Virtual Poster Hall, you can look around the
online Exhibit Hall to learn about each exhibitor
at ISMB.

Highlights of the ISMB 2024 Programme
include:

5 Distinguished Keynote presentations,
including our three 2024 ISCB Award
Winners
22 community-led COSI Tracks and
workshops
4 Special Sessions, including Visualizing
Protein Function, Equity and Diversity in
Computational Biology, Demystifying
Scientific Publishing, and Digital Agriculture
a Special Track from the US National
Institutes of Health Office of Data Science
Strategy (NIH/ODSS)
16 Technology Track presentations
12 pre-conference Tutorials (7 in person, 5
virtual)
the Career Fair
the Success Circles networking event
700+ posters

https://www.mcgill.ca/circ/land-acknowledgement
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There’s a lot of science being shared
throughout the conference, but don’t worry if
you miss something live; everything will be
available via Nucleus as on-demand viewing! 

As Conference Chairs, we appreciate the
support of the many volunteers who have
helped guide the development of the
conference and, of course, all the reviewers
who have played an essential role in forging the
scientific programming for the conference. 

We also want to acknowledge all the chairs of
the Proceedings, COSI, Special Session,
Technology Track, Travel Fellowship, Tutorial,
Student Council Symposium, and the Youth
Bioinformatics Symposium committees, as well
as those who supported the committees. Their
dedication and leadership have been
invaluable in bringing these five days of
exceptional and innovative science to life! 

Before we close, we want to take this
opportunity to thank our conference funders,
sponsors, and exhibitors for their ongoing
support.

Finally, as many of you know, without the highly
skilled ISCB staff—especially Bel Hanson, ISCB’s
Operations and Programs Director, and Seth
Munholland, ISCB’s Lead Technologist, and
Diane Kovats, CEO of the ISCB—there would be
no ISMB meeting! We are immensely grateful to
the ISCB team for the dedication and effort
that they put into organizing the logistics of
this very complex meeting while enabling a
hybrid experience for those unable to attend in
person. 

WELCOME TO ISMB 2024!WELCOME TO ISMB 2024!
We hope you take advantage of everything the
conference offers, especially the endless
opportunities to meet, network, and connect
with your fellow computational biologists!

Wishing you all a wonderful ISMB 2024!

Bienvenue à Montréal!

Yours sincerely, 

Aïda Ouangraoua,
Conference Co-Chair

Karin Verspoor,
Conference Co-Chair

BF Francis Ouellette,
Honorary Chair

15
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CONFERENCE CHAIRS

CONFERENCE CO-CHAIR
Aïda Ouangraoua
Canada Research
Chair, Computational
and Biological
Complexity;  Full
Professor, Department
of Computer Science,
 Université de
Sherbrooke, Canada

CONFERENCE CO-CHAIR
Karin Verspoor
Dean, School of
Computing
Technologies RMIT
University,
Australia

HONORARY
CONFERENCE 
CHAIR
BF Francis Ouellette
CEO
Origin Bioinformatics,
Canada

Bel Hanson, ISCB Director, Operations
and Programs, United States
Diane E. Kovats, ISCB Chief Executive
Officer, United States
Christine Orengo, ISCB President;
University College London, United
Kingdom
BF Francis Ouellette, Honorary
Conference Chair; Origin Bioinformatics,
Canada
Predrag Radivojac, President-elect, ISCB;
Professor Northeastern University, United
States

Janet Kelso, ISCB Treasurer; ISCB
Conferences Advisory Council Chair; Max
Planck Institute for Evolutionary
Anthropology, Germany
Tijana Milenkovic, Proceedings Co-chair;
University of Notre Dame, United States
Aïda Ouangraoua, Conference Co-Chair;
Univeristé de Sherbrooke, Canada
Yann Ponty, Proceedings Co-chair; CNRS;
Laboratoire d'Informatique de l'Ecole
Polytechnique, France
Karin Verspoor, Conference Co-Chair; RMIT
University, Australia

STEERING COMMITTEE

SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE
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PROCEEDINGS COMMITTEE
PROCEEDINGS CO-CHAIRS

Yann Ponty, CNRS; Laboratoire
d'Informatique de l'Ecole Polytechnique,
France

Tijana Milenkovic, University of Notre
Dame, United States

AREA CHAIRS
Jérôme Waldispühl, McGill University,
Canada

Nicola Mulder, University of Cape
Town, South Africa

SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE

BIOINFORMATICS EDUCATION AND CITIZEN SCIENCE

Mihai Pop, University of Maryland, USAMahendra Mariadassou, Inrae Jouy-
en-Josas, France

BIOINFORMATICS OF MICROBES AND MICROBIOMES

Giulio Caravagna, University of Trieste, Italy

Marinka Zitnik, Harvard University, USA

Karsten Borgwardt, Max Planck
Institute of Biochemistry in
Martinsried, Germany

BIOMEDICAL INFORMATICS

Céline Scornavacca, CNRS/Université de
Montpellier, France

Erin Molloy, University of Maryland,
USA

EVOLUTIONARY, COMPARATIVE AND POPULATION GENOMICS

Alejandra Medina Rivera, Universidad
Nacional Autónoma de México, Mexico

Casey Greene, University of
Colorado’s Anschutz Medical Campus,
USA

EQUITY AND DIVERSITY IN COMPUTATIONAL BIOLOGY RESEARCH

Kana Shimizu, Waseda University, JapanGamze Gursoy, Columbia University/
New York Genome Center, USA

GENOME PRIVACY AND SECURITY
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AREA CHAIRS 
Rayan Chikhi, CNRS/Institut Pasteur, FranceChristina Boucher, University of

Florida, USA

SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE
GENOME SEQUENCE ANALYSIS

David H Mathews, University of Rochester,
USA

Jianlin Cheng, University of Missouri,
USA

MACROMOLECULAR SEQUENCE, STRUCTURE, AND FUNCTION

Marcel Schulz, University of Frankfurt,
Germany

Sara Mostafavi, University of
Washington, USA

REGULATORY AND FUNCTIONAL GENOMICS

Bo Wang, University of Toronto,
Canada

Natasa Przulj, Barcelona
Supercomputing Center, Spain

SYSTEMS BIOLOGY AND NETWORKS

Iman Hajirasouliha, Cornell University,
USA

Gary Bader, University of Toronto,
Canada

GENERAL COMPUTATIONAL BIOLOGY

TECH TRACK COMMITTEE

TUTORIALS COMMITTEE

William Hsiao, Simon Frasier University,
Canada

Kristen L. Beck, IBM Research, United
States
Edgardo Ferran, EMBL-EBI, United
Kingdom

Patricia M. Palagi, SIB Swiss Institute of
Bioinformatics, Switzerland

Madelaine Gogol, Stowers Institute for
Medical Research, United States
Annette McGrath, Commonwealth
Scientific and Industrial Research
Organisation (CSIRO), Australia

18
Back to Table of Contents



COSI TRACK AND ABSTRACT CHAIRS
R. Gonzalo Parra, Barceolna
Supercomputing Center, Spain

Rafael Najmanovich, University of
Montreal, Canada
 Douglas Pires, Exscientia, United
Kingdom 

SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE
3DSIG: STRUCTURAL BIOINFORMATICS AND COMPUTATIONAL BIOPHYSICS

Robert Hoehndorf, King Abdullah University
of Science & Technology, Saudi Arabia

Tiffany Callahan, University of
Colorado Denver, USA

BIO-ONTOLOGIES

Alberto Riva, Human Technopole, Italy
 Brent Richter, Harbinger Health, USA

Madelaine Gogol, Stowers Institute, USA
Shannan Ho Sui, Harvard School of Public
Health, USA

BIOINFO-CORE

Francis Ouellette, Origin
Bioinformatics, Canada

Aïda Ouangraoua, University of
Sherbrooke, Canada

BIOINFORMATICS IN CANADA

Qianwen Wang, Harvard Medical
School, USA

Jan Byška, Masaryk University, Czech
Republic

BIOVIS: BIOLOGICAL DATA VISUALIZATIONS

Jason Williams, Cold Spring Harbor
Laboratory, USA 
 Monica Munoz-Torres, University of
Colorado Anschutz Medical Campus,
USA
 Swapnil Sawant, Phoenix
Bioinformatics, USA

Nomi L. Harris (Chair), Lawrence
Berkeley National Laboratory, USA
Karsten Hokamp, Trinity College Dublin,
Ireland
 Deepak Unni, SIB Swiss Institute of
Bioinformatics, Switzerland
 Hervé Ménager, Institut Pasteur,
France

BOSC: BIOINFORMATICS OPEN SOURCE CONFERENCE
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COSI TRACK AND ABSTRACT CHAIRS
Paweł P Łabaj, Austrian Academy of
Sciences, and Jagiellonian University,
Poland 
 Wenzhong Xiao, Harvard Medical School,
USA

Joaquin Dopazo, Fundación Progreso
y Salud, Spain
 David P Kreil, Boku University Vienna,
Austria

SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE
CAMDA: CRITICAL ASSESSMENT OF MASSIVE DATA ANALYSIS

Hatice Ulku Osmanbeyoglu, University of
Pittsburgh, USA
 Yuri Pritykin, Princeton University, USA

Ferhat Ay, La Jolla Institute for
Immunology, USA
Jishnu Das, University of Pittsburgh
School of Medicine, USA

COMPUTATIONAL AND SYSTEMS IMMUNOLOGY

Lindsay Pino, University of Pennsylvania,
United States
 Marie Brunet, Shrebrooke University,
Canada

Wout Bittremieux, University of
Antwerp, Belgium
 Timo Sachsenberg, University of
Tübingen, Germany
 Isabell Bludau, Max Planck Institute
of Biochemistry, Germany

COMPMS: COMPUTATIONAL MASS SPECTROMETRY

Wai Keat Yam, International Medical
University, Malaysia 

Russell Schwartz, Carnegie Mellon
University, USA
 Patricia M. Palagi, SIB Swiss Institute
of Bioinformatics, Switzerland

EDUCATION: COMPUTATIONAL BIOLOGY AND BIOINFORMATICS
EDUCATION AND TRAINING

Alejandra Medina Rivera, Universidad
Nacional Autonoma de Mexico, Mexico

Casey Greene, University of
Colorado’s Anschutz Medical
Campus, USA

EQUITY AND DIVERSITY IN COMPUTATIONAL BIOLOGY RESEARCH

Janani Ravi, University of Colorado Anschutz
Medical Campus, USA

Nadia El-Mabrouk, University of
Montreal, Canada

EVOLCOMPGEN: EVOLUTION & COMPARATIVE GENOMICS
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COSI TRACK AND ABSTRACT CHAIRS
SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE

Ana M. Rojas Mendoza, Centro Andauz de
Biologica del Dessarrolo, Spain
 Dukka KC, Michigan Technological
University, USA

Iddo Friedberg, Iowa State University,
USA
 Mark Wass, University of Kent, United
Kingdom

FUNCTION: GENE AND PROTEIN FUNCTION ANNOTATION

Dirk Evers, Dr. Dirk Evers Consulting,
Germany
 Kjong Lehmann, Centre of Medical
Technology, Germany
 Christina Boucher, University of Florida,
Gainesville, United States

Can Alkan, Bilkent University, Turkey
Ana Conesa, Spanish National
Research Council, Spain; and
University of Florida, Gainesville, USA
Francisco M. De La Vega, Stanford
University; and Tempus Genomics,
USA

HITSEQ: HIGH THROUGHPUT SEQUENCING ALGORITHMS & APPLICATIONS

Hagen Tilgner, Weill Cornell Medicine, USA
 Maayan Salton, Hebrew University of
Jerusalem in Israel, Israel

Michelle Scott, University of
Sherbrooke, Canada
Athma Pai, University of
Massachusetts Medical School, USA

IRNA: INTEGRATIVE RNA BIOLOGY

Alexander Sczyrba, Bielefeld University,
Germany

Alice McHardy, Helmholtz Centre for
Infection Research, Germany 

MICROBIOME

Maria Brbic, EPFL, SwitzerlandYvan Saeys, Ghent University,
Belgium

MLCSB: MACHINE LEARNING IN COMPUTATIONAL AND SYSTEMS BIOLOGY

Anaïs Baudot, CNRS - INSERM - AMU, France
Scooter Morris, University of California, San
Francisco, USA
 Martina Summer-Kutmon, Maastricht
University, Netherlands

Chad Myers, Department of
Computer Science and Engineering,
University of Minnesota, USA
Deisy Morselli Gysi, Federal University
of Paraná, Curitiba - Paraná, Brazil

NETBIO: NETWORK BIOLOGY
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COSI TRACK AND ABSTRACT CHAIRS
SCIENTIFIC ORGANIZING COMMITTEESCIENTIFIC ORGANIZING COMMITTEE

Lonnie Welch (Ex Officio), Ohio University,
USA
 Alejandra Medina-Rivera, National
Autonomous University of Mexico, Mexico

Shaun Mahony, Penn State University,
USA
Anthony Mathelier, University of Oslo,
Norway

REGSYS: REGULATORY AND SYSTEMS GENOMICS

Reihaneh Mostolizadeh, University of
Tübingen, Germany
Bhanwar Lal Puniya, University of Nebraska-
Lincoln, USA
Meghna Verma, AstraZeneca, USA

Shaimaa Bakr, Stanford University,
USA
Matteo Barberis, University of Surrey,
United Kingdom
Chiara Damiani, Università degli Studi
di Milano-Bicocca, Italy

SYSMOD: COMPUTATIONAL MODELING OF BIOLOGICAL SYSTEMS

Zhiyong Lu, NCBI/NLM/NIH, USARobert Leaman, NCBI/NLM/NIH, USA
 Lars Juhl Jensen, University of
Copenhagen, Denmark

TEXT MINING

Irene Ong, Universtiyt of Wisconsin-Madison,
USA
Bosdriesz Evert, VU Amsterdamn, Netherlands
Heba Sailem, University of Oxford, United
Kingdom
Mansoor Saqi, Institute of Cancer Research,
United Kingdom

Venkata Satagopam, University of
Luxembourg, Luxembourg
Maria Secrier, University College
London, United Kingdom
 Irina Balaur, University of
Luxembourg, Luxembourg

TRANSMED: TRANSLATIONAL MEDICINE INFORMATICS & APPLICATIONS

Antonio Rausell, Imagine Institute for
Genetic Diseases, France

Emidio Capriotti, University of
Bologna, Italy
 Hannah Carter, University of
California, San Diego, USA

VARI: VARIANT INTERPRETATION

Iman Hajirasouliha, Cornell University, USAGary Bader, University of Toronto,
Canada

GENERAL COMPUTATIONAL BIOLOGY
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Sensitive Sustainable Science
How do we sustainably maintain and further develop bioinformatics and
computational biology (BCB) software, databases and tools, in the face of
short <5 year periods of funding support? How do we promote open data
and open science in a way that best effects positive change and avoids
causing unwitting harm on communities? Using some historical data and
also my recent research as examples, I’ll review how open science is
evolving, building on FAIR (findable, accessible, interoperable, reusable)
with also, for example, CARE (Collective Benefit, Authority to Control,
Responsibility, Ethics) as Principles for Indigenous Data Governance.  I’ll
review this and other principles in the context of both microbial data, as 

well as human cohort data, presenting some approaches to research that can support more
sustainable, inclusive science that can potentially better lead to positive change. While there is
no one size fits all solution, there are some common themes and considerations that we as a
BCB community should discuss - and ideally incorporate into BCB training programs.

Time: Friday, July 12, 2024 at 6:30pm 

DISTINGUISHED KEYNOTESDISTINGUISHED KEYNOTES

*Click the schedule to go to the Distinguished Keynotes page
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Human genome 2.0: why a pangenome graph is better for
genetic and epigenetic analyses
Genomic analyses often start by mapping reads to a reference genome.
But, in every individual, there are DNA variants and sequences that are
unique to that individual and reads coming from those regions will often be
ignored. Thankfully, progress in long-read technologies and assembly can
now efficiently deliver telomere-to-telomere genomes. Applying such
approaches to a diverse panel of individuals combined with the
development of graph-based genomic tools, the Human Pangenome
Reference Consortium has just released the first human pangenome
reference graph. This new resource is meant to alleviate the limitations of

relying on a single linear human genome as the first step of most genetic and epigenetic
analyses. In this talk, I will summarize some of the benefits of using the pangenome reference. In
particular, I will show how this new reference can be used to extract missing signal when looking
for genetic variants in a rare disease cohort called Genomic Answers for Kids. I will also describe
the results of a new study using a genome-graph looking at epigenetic changes before and after
influenza infection in monocyte-derived macrophages extracted from more than 30 individuals
of different ancestry. Finally, considering the importance of data sharing in genomics, I will
introduce a project called the Pan-Canadian Genome Library, which will establish the framework
for Canada’s management and sharing of human genomic data. 

Time: Sunday, July 14, 2024 at 9am 

Time: Saturday, July 13, 2024 at 9am 

Progress in Large-Scale Phylogenomic Estimation Methods
  Over the last several years, interest in computing and then using large-
scale phylogenies has increased for multiple reasons, including basic
science (how did life evolve on earth) and applications in biomedicine and
public health (e.g., understanding the evolution of SARS-Cov-2). The
estimation of these large phylogenies, wiith potentially millions of leaves,
presents fascinating mathmetical, statistical, and computational
challenges, ranging from computing multiple-sequence alignments,
developing effective heuristics to NP-hard optimization problems (e.g.,
maximum likelihood tree estimation) on large datasets), estimating species
trees from genome- scale data while addressing biological causes for

heterogeneity (e.g., gene duplication and loss and incomplete lineage sorting) across the
genome). There are also many fascinating and difficult problems that have to do with “post-tree”
analyses, such as rooting gene trees and species trees, or estimating branch lengths in species
trees and dates at internal nodes, that are needed for many down-stream analyses. In this talk I
will describe progress on these questions, and I will also present some open problems where new
techniques are needed.

DISTINGUISHED KEYNOTESDISTINGUISHED KEYNOTES
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Explainable AI for health: where we are and how to move
forward
The first part of my talk delves into various research endeavors
conducted by my lab, focusing on explainable AI's application across
diverse biomedical domains. I will demonstrate how explainable AI can
elucidate novel scientific inquiries, with a primary emphasis on
understanding neurodegenerative diseases and biological age.

In the second part, we will explore the evolving landscape of  
explainable AI, uncovering its potential to chart new scientific direc- 

tions in biomedicine, exemplified by our recent work in dermatology, emergency medicine,
and precision cancer medicine. This discussion aims to shed light on the necessary
enhancements for explainable AI to effectively tackle a wide array of real-world challenges
in biomedicine.

Time: Tuesday, July 16, 2024 at 4pm  

impacts most fields of biology. In this talk, I will discuss how this data is revolutionizing
genomic and proteomic annotations and introduce fast and sensitive methods to search
and cluster this data to extract new biological insights.

Supercharged Protein Analysis in the Era of Accurate
Structure Prediction
Protein analysis has witnessed a revolution through machine-learning
methods. At the forefront are highly accurate structure prediction
methods such as AlphaFold2 and ESMFold. These have generated an
avalanche of publicly available protein structures. The AlphaFold
database and ESMatlas contain over 214 and 620 million predicted
structures, respectively, covering nearly every protein sequence in our
largest protein reference  databases. This unprecedented access to
structural information is not just critical for structural biology but

Time: Monday, July 15, 2024 at 9am 

DISTINGUISHED KEYNOTESDISTINGUISHED KEYNOTES
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EXHIBITORSEXHIBITORS
EXHIBITION HOURS

Saturday, July 13: 10:00 – 5:00pm
Sunday, July 14: 10:00 – 5:00pm
Monday, July 15: 10:00 – 5:00pm
Tuesday, July 16: 10:00 – 3:00pm
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CLICK TO SEARCH

SCIFINDER TOOLSCIFINDER TOOL
To quickly search for presentationTo quickly search for presentation

details, remember to use thedetails, remember to use the
  SciFinder toolSciFinder tool  

online to search for titles, abstracts,online to search for titles, abstracts,
and authors!and authors!

https://www.iscb.org/ismb2024/programme-schedule/scifinder


ABRIDGED AGENDAABRIDGED AGENDA
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TUTORIALSTUTORIALS
TUTORIAL VT1: TUTORIAL VT1: A PRACTICAL INTRODUCTION TO LARGE LANGUAGE MODELS INA PRACTICAL INTRODUCTION TO LARGE LANGUAGE MODELS IN

BIOMEDICAL DATA SCIENCE RESEARCHBIOMEDICAL DATA SCIENCE RESEARCH
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TUTORIALSTUTORIALS
TUTORIAL VT2: TUTORIAL VT2: BIOVIZ: INTERACTIVE DATA VISUALISATION AND ML FORBIOVIZ: INTERACTIVE DATA VISUALISATION AND ML FOR

OMICS DATAOMICS DATA
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TUTORIALSTUTORIALS
TUTORIAL VT3: TUTORIAL VT3: USING LINKML (LINKED DATA MODELING LANGUAGE)USING LINKML (LINKED DATA MODELING LANGUAGE)

TO MODEL YOUR DATATO MODEL YOUR DATA
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TUTORIALSTUTORIALS
TUTORIAL VT4: COMPUTATIONAL APPROACHES FOR IDENTIFYING CONTEXT-

SPECIFIC TRANSCRIPTION FACTORS USING SINGLE-CELL MULTI-OMICS
DATASETS

TUTORIAL VT5: EXPLAINABILITY IN GRAPH DEEP LEARNING FOR
BIOMEDICINE
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TUTORIAL IP1: TUTORIAL IP1: ADVANCED MACHINE LEARNING METHODS FORADVANCED MACHINE LEARNING METHODS FOR
MODELING, ANALYZING, AND INTERPRETING SINGLE-CELL OMICS ANDMODELING, ANALYZING, AND INTERPRETING SINGLE-CELL OMICS AND

SPATIAL TRANSCRIPTOMICS DATASPATIAL TRANSCRIPTOMICS DATA

TUTORIALSTUTORIALS

TUTORIAL IP2: TUTORIAL IP2: JUST-IN-TIME COMPILED PYTHON FORJUST-IN-TIME COMPILED PYTHON FOR
BIOINFORMATICS RESEARCHBIOINFORMATICS RESEARCH
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TUTORIAL IP3: TUTORIAL IP3: MULTI-OMIC DATA INTEGRATION FOR MICROBIOMEMULTI-OMIC DATA INTEGRATION FOR MICROBIOME
RESEARCH USING SCIKIT-BIORESEARCH USING SCIKIT-BIO

TUTORIALSTUTORIALS
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TUTORIALSTUTORIALS
TUTORIAL IP4: TUTORIAL IP4: QUANTUM-ENABLED MULTI-OMICSQUANTUM-ENABLED MULTI-OMICS

ANALYSISANALYSIS

TUTORIAL IP5: TUTORIAL IP5: MODELLING MULTI-MODAL BIOMEDICAL DATA USINGMODELLING MULTI-MODAL BIOMEDICAL DATA USING
NETWORKSNETWORKS

39

https://www.iscb.org/ismb2024/programme-schedule/tutorials#ip4
https://www.iscb.org/ismb2024/programme-schedule/tutorials#ip5


TUTORIALSTUTORIALS
TUTORIAL IP6: TUTORIAL IP6: CREATING AND RUNNING CLOUD-NATIVE PIPELINES WITHCREATING AND RUNNING CLOUD-NATIVE PIPELINES WITH

WDL, DOCKSTORE, AND TERRAWDL, DOCKSTORE, AND TERRA

TUTORIAL IP7: TUTORIAL IP7: FEDERATED ENSEMBLE LEARNING FOR BIOMEDICALFEDERATED ENSEMBLE LEARNING FOR BIOMEDICAL
DATADATA
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There will be four poster presentation sessions at ISMB 2024:

Session A: Posters on display Saturday, July 13 and Sunday, July 14, with
posters being presented by the author on Saturday, July 13

Session B: Posters on display Saturday, July 13 and Sunday, July 14, with
posters being presented by the author on Sunday, July 14

Session C: Posters on display Monday, July 15 and Tuesday, July 15, with
posters being presented on Monday, July 15

Session D: Posters on display Monday, July 15 and Tuesday, July 15, with
posters being presented on Tuesday, July 16

Please review the schedule below for poster set up, poster presentation, and
poster removal times. 

If you can’t find your poster please contact submissions@iscb.org IMMEDIATELY
and provide either your submission ID or presentation title.

Poster space is limited and we may not be able to accommodate adding posters
on site.   

POSTER SESSIONSPOSTER SESSIONS

DISPLAY SCHEDULE
Session A/B: (July 13 and July 14)

Set up time: Saturday, July 13 between 8:00 – 10:00am, 
Location: Palais des Congrés de Montréal, Room 517bc

Session A/B Posters should be removed at 4:40pm, Sunday, July 14.

Session C/D: (July 15 and July 16)

Set up time: Monday, July 15 between 8:00 – 10:00am, 
Location: Palais des Congrés de Montréal, Room 517bc

Session C/D Posters should be removed at 4:40pm, Tuesday, July 16.
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Posters not removed at outlined times will be taken
down and placed on side tables. ISCB will not be
responsible for damaged or missing posters.

POSTER SESSIONSPOSTER SESSIONS
Session A: Odd Numbered Posters will present on Saturday, July 13 

                             from 12:30 — 2:20pm

Session B: Even Numbered Posters will present on Sunday, July 14 
                             from 12:30 — 2:20pm

Session C: Odd Numbered Posters will present on Monday, July 15 
                             from 12:30 — 2:20pm

Session D: Even Numbered Posters will present on Tuesday, July 16
                             from 12:30 — 2:20pm

AUTHORS WITH POSTERS
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The ISCB Student Council and its Regional Student Groups are
organizing the 20th Student Council Symposium (SCS), preceding
ISMB 2024 in Montreal, Canada. 

The Student Council Symposium is a forum for students and young
researchers in the fields of Computational Biology and
Bioinformatics. Participants will have the opportunity to present
their work to an international audience, build a network within the
computational biology community and develop important soft
skills in an environment that fosters the exchange of ideas and
knowledge.

Date: Friday, July 12
Time: 9:00 — 18:00
Location: Room 520a, Palais des Congrés de Montréal

STUDENT COUNCIL SYMPOSIUMSTUDENT COUNCIL SYMPOSIUM
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SCS SCHEDULE CONTINUEDSCS SCHEDULE CONTINUED
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
BIOINFORMATICS IN CANADABIOINFORMATICS IN CANADA
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
COMPUTATIONAL AND SYSTEMS IMMUNOLOGYCOMPUTATIONAL AND SYSTEMS IMMUNOLOGY

46

https://www.iscb.org/ismb2024/programme-schedule/scientific-programme/csi


JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
DEMYSTIFYING THE WORLD OFDEMYSTIFYING THE WORLD OF  

SCIENTIFIC PUBLISHINGSCIENTIFIC PUBLISHING
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
DIGITAL AGRICULTUREDIGITAL AGRICULTURE
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
EQUITY AND DIVERSITY INEQUITY AND DIVERSITY IN  

COMPUTATIONAL BIOLOGY RESEARCHCOMPUTATIONAL BIOLOGY RESEARCH
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
iCn3D: VISUALIZING PROTEIN FUNCTION FROMiCn3D: VISUALIZING PROTEIN FUNCTION FROM

GENES TO BIOLOGY: BACK TO THE FUTUREGENES TO BIOLOGY: BACK TO THE FUTURE
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JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
NIH/ODSSNIH/ODSS

51

https://www.iscb.org/ismb2024/programme-schedule/scientific-programme/nih-odss


JULY 2024OPEN SCIENCE SESSIONSOPEN SCIENCE SESSIONS  
NIH/ODSS CONTINUEDNIH/ODSS CONTINUED

WEB: 2024: EXPERIENTIAL LEARNING ON HOW TOWEB: 2024: EXPERIENTIAL LEARNING ON HOW TO
IMPLEMENT AI IN BIOINFORMATICS TRAININGIMPLEMENT AI IN BIOINFORMATICS TRAINING
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JULY 2024TECHNOLOGY TRACKTECHNOLOGY TRACK
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Join more thanJoin more than  
4100 researchers4100 researchers  

from around the world!from around the world!

Attend just one ISCB official conference and your membership pays for itselfAttend just one ISCB official conference and your membership pays for itself

BECOME A MEMBER TODAY!BECOME A MEMBER TODAY!
International Society for Computations BiologyInternational Society for Computations Biology

Connection to Communities and
Science at Your Fingertips
Our Collective Voice Promotes,
Represents, and Advocates for Science

Leadership, Recognition, Awards, and
Travel Funding

ISCB Career Center

Member Discounts on Publishing,  
Conferences, and Online Courses



COSI
TRACK 

SCHEDULES

COSI
TRACK 

SCHEDULES



3DSIG3DSIG
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3DSIG3DSIG
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BIO-ONTOLOGIESBIO-ONTOLOGIES
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BIOINFO-COREBIOINFO-CORE
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BIOVISBIOVIS
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BOSCBOSC
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CAMDACAMDA
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65
Back to Table of Contents

https://www.iscb.org/ismb2024/programme-schedule/scientific-programme/camda


COMPMSCOMPMS
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EDUCATIONEDUCATION
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EVOLCOMPGENEVOLCOMPGEN
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FUNCTIONFUNCTION
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HITSEQHITSEQ
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HITSEQHITSEQ
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IRNAIRNA
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IRNAIRNA
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MICROBIOMEMICROBIOME
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JULY 2024SOCIAL EVENTSSOCIAL EVENTS
Opening Reception with ExhibitorsOpening Reception with Exhibitors
Date: Friday, July 12, 2024
Time: 19:30 - 21:00
Location: 517c (Level 5) Palais des Congrés de Montréal

Date: Sunday, July 14, 2024
Time: 18:00 - 19:30
Location: 517c (Level 5) Palais des Congrés de Montréal
Cost: $10
More info: https://www.iscb.org/ismb2024/programme-
schedule/success-circles

Success CirclesSuccess Circles

Time: 7:30 - 08:00
Location: Palais des Congrés de Montréal, Level 2, 
                     Hall Viger
Cost: $20
Note: You may also join complimentary, but please ensure
            you bring your own yoga mat or towel.

Serene Stretch SymposiumSerene Stretch Symposium

Celebrating 25 years of Bioinformatics.caCelebrating 25 years of Bioinformatics.ca
Date: Saturday, July 13, 2024
Location: 710a
Register: https://t.ly/jctIB

Time: 18:00
Cost: $50
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JULY 2024SOCIAL EVENTSSOCIAL EVENTS
BioInfo-CoreBioInfo-Core
Social EventSocial Event
Date: Monday, July 15
Time: 19:30
Location: 3 Brasseurs,
732 Ste-Catherine Ouest,
Montréal, QC, H3B 1B9
Cost: Pay your own way

BioVis InformalBioVis Informal
DinnerDinner
Date: Sunday July 14
Time: TBD
Location: TBD
Cost: pay your own way

CAMDA Dinner &CAMDA Dinner &
DrinksDrinks
Date: Monday, July 15
Time: 18:30
Location: Marché des
Éclusiers
Cost: $79
Capacity: 95 people
Meet at the main conference
entrance at 18:15

CompMS SocialCompMS Social
EventEvent
Date: Monday, July 15 
Time: 7 pm
Location: 3 Brasseurs
1255A Crescent St, Montreal,
Quebec, H3G 2B1
Cost: $15
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JULY 2024

iRNA DinneriRNA Dinner
Date: Saturday, July 13th
Time: 19:00
Location: Bistro-Brasserie Les
Soeurs Grises
Cost: $65 USD
Capacity: 50 people

SysMod Social EventSysMod Social Event
Date: Monday, July 15
Time: 18:30
Location: Tiradito, 1076 Rue
de Bleury,  Centre-Ville,
Montréal, QC H2Z 1N2

SOCIAL EVENTSSOCIAL EVENTS

Date: Saturday, July 13
Time: 18:30
Location: Meet at the Lipstick Forest (1st Floor) Palais des Congrés de
Montréal

Women in Computational Biology Meet-UpWomen in Computational Biology Meet-Up

Scan for fullScan for full
Social EventSocial Event

details:details:
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SAVE THE DATE!SAVE THE DATE!

JULY 20–24, 2025JULY 20–24, 2025

LIVERPOOL, ENGLANDLIVERPOOL, ENGLAND



UPCOMING TUTORIALSUPCOMING TUTORIALS

Understanding and curating Intrinsically
Disordered Proteins: using DisProt, MobiDB, and
PED in research and biocuration
Date: January 14, 2025, 9:00 AM 

Intrinsically disordered proteins (IDPs) are involved in a plethora of biological processes, yet their study requires specialized
resources. This tutorial aims to introduce participants to three key resources in the field: DisProt (http://www.disprot.org),
MobiDB (https://mobidb.org/) and the Protein Ensemble Database (PED) (http://proteinensemble.org). This session will
provide insights into how these databases complement each other and their effective utilization in research. The tutorial
will begin with an overview of the importance of studying IDPs, followed by general training on accessing and extracting
data from DisProt, MobiDB, and PED. Participants will learn to navigate MobiDB to extract data and predictions of
intrinsically disordered regions, and utilize PED to gain insights into the structural ensembles of IDPs. An exploration of how
PED serves as a key resource for understanding the conformational diversity of IDPs will be included. A dedicated section
will provide specialized biocuration training for DisProt, focusing on the curation process, structuring IDP-related data with
ontologies, retrieving and defining IDP-related experiments, annotating states, transitions, and functions of IDPs, adhering
to MIADE standards, and exploring thematic datasets and use cases in DisProt curation. By the end of the session,
attendees will be equipped with the necessary knowledge to utilize key IDP resources and with the skills to contribute to the
expansion of DisProt, providing them with IDP-specific biocuration skills and giving them the opportunity to expand the
resource for the scientific community

IntelliGenes: AI/ML pipeline for biomarker
discovery and predictive analysis
Date: September 5, 2024, 11:00 AM

In this tutorial, we present IntelliGenes, a novel Artificial Intelligence (AI) and machine learning (ML) pipeline to
discover biomarkers significant in disease prediction with high accuracy. IntelliGenes is based on a novel
approach, which consists of nexus of conventional statistical techniques and cutting-edge AI/ML algorithms
using multi-genomic, clinical, and demographic data. By integrating these approaches, we outperformed single
algorithms, resulting in enhanced accuracy, deeper insights, and more precise predictions, essential for
personalized early disease-risk detection in individuals. IntelliGenes introduces a new metric i.e., Intelligent Gene
(I-Gene) score to measure the importance of individual biomarkers for prediction of complex traits. I-Gene scores
can be utilized to generate I-Gene profiles of individuals to comprehend the intricacies of ML used in disease
prediction. IntelliGenes is user-friendly, portable, and a cross-platform application, compatible with Microsoft
Windows, macOS, and UNIX operating systems. IntelliGenes not only holds the potential for personalized early
detection of common and rare diseases in individuals, but also opens avenues for broader research using novel
ML methodologies, ultimately leading to personalized interventions and novel treatment targets. We are proud to
share that IntelliGenes is the first peer reviewed published AI/ML pipeline for biomarker discovery and predictive
analysis using integrated clinical and multi-genomic profiles. It is recently published in the Bioinformatics journal
by Oxford University Press and the International Society for Computational Biology (ISCB). [PMID: 38096588, and
DOI: 10.1093/bioinformatics/btad755].
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UPCOMING CONFERENCESUPCOMING CONFERENCES
Did you know 

that ISCB Members
Get Discounts on

these Conferences?

October 22-25
Okinawa, Japan
$100 USD Discount

APJBC 2024

July 15 - 17
Gran Canaria, Spain
15% Discount

11TH INTERNATIONAL WORK
CONFERENCE ON
BIOINFORMATICS AND
BIOMEDICAL ENGINEERING

July 19 - 21
Kunming, China
15% Discount

20TH SYMPOSIUM ON
BIOINFORMATICS
RESEARCH AND
APPLICATIONS 

PSB 2025

Kohala Coast
Big Island, HI
$50 USD Discount

November 12-15
Medellin, Colombia
20% Discount

ISCB-LATAM SOIBIO
CCBCOL 2024

September 16 - 20
Turku, Finland
10% Discount

ECCB 202419TH CONFERENCE ON
COMPUTATIONAL
INTELLIGENCE METHODS FOR
BIOINFORMATICS AND
BIOSTATISTICS

September 4 - 6
Benevento, Italy
15% Discount

July 17
Montréal, Canada
15% Discount

QUEST FOR
ORTHOLOGS 8

October 1 - 3
Madison, Wisconsin
20% Discount

RSGDREAM 2024
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