Start Time |End Time 518 519 521 522 524ab 524c

9:00 AM  |10:45 AM Tutorial IP1: Advanced |Tutorial IP6: Creating and |Tutorial IP5: Modelling Tutorial IP4: Quantum- SCS Posters Tutorial IP3: Multi- Tutorial IP2: Just-in-time
machine learning running cloud-native Multi-Modal Bit i enabled i-omi omic data integration |compiled Python for
methods for modeling, |pipelines with WDL, Data Using Networks analysis for mi i ioi ics research
analyzing, and Dockstore, and Terra research using scikit-
interpreting single-cell bio
omics and spatial
transcriptomics data

10:45 AM |11:00 AM | Coffee Break

11:00 AM [1:00 PM Tutorial IP1: Advanced |Tutorial IP6: Creating and |Tutorial IP5: Modelling Tutorial IP4: Quantum- SCS Posters Tutorial IP3: Multi- Tutorial IP2: Just-in-time
machine learning running cloud-native Multi-Modal Bi i enabled i-omi omic data i i iled Python for
methods for modeling, |pipelines with WDL, Data Using Networks analysis i ics research
analyzing, and Dockstore, and Terra research using scikit-
interpreting single-cell bio
omics and spatial
transcriptomics data

1:00 PM Lunch Break

2:00 PM Tutorial IP1: Advanced |Tutorial IP7: Federated Tutorial IP5: Modelling Tutorial IP4: Quantum- SCS Posters Tutorial IP3: Multi- Tutorial IP2: Just-in-time
machine learning Ensemble Learning for Multi-Modal Bi i enabled Iti i omic data integration |compiled Python for
methods for modeling, |Biomedical Data Data Using Networks analysis for mit i ioil ics research
analyzing, and research using scikit-
interpreting single-cell bio
omics and spatial
transcriptomics data

4:00PM_ |4:15PM | Coffee Break

4:15PM  (6:00 PM Tutorial IP1: Advanced |Tutorial IP7: Federated Tutorial IP5: Modelling Tutorial IP4: Quantum- SCS Posters Tutorial IP3: Multi Tutorial IP2: Just-in-time
machine learning Ensemble Learning for Multi-Modal Bi i enabled i i omic data integration |compiled Python for
methods for modeling, |Biomedical Data Data Using Networks analysis for mit i ioil ics research
analyzing, and research using scikit-
interpreting single-cell bio
omics and spatial
transcriptomics data

4:00 PM Career Fair in 517¢ (p {

6:15PM in 517d

6:30 PM Keynote - Fiona in 517d

7:30 PM Welcome Reception in 517¢




Start Time

End Time

7:30 AM

8:00 AM

Serene Stretch

-Yoga in Level 2, Hall Viger

520a

Eduation

NIH/ODSS

[Function

524c

Tech Talks

8:40 AM

9:00 AM

Welcome in 517d

9:00 AM

10:00 AM

Keynote - Tandy Warnow in 517d

10:00 AM

10:40 AM

10:40 AM

11:00 AM

11:00 AM

11:20 AM

11:20 AM

11:40 AM

11:40 AM

12:00 PM

12:00 PM

12:20 PM

12:20 PM

2:20 PM|Poster Session with Lunch

Caffeinate and Connect with Exhibitors - Coffee Break

regulatory
networks -
Sushmita Roy

An Adaptive
K-Nearest

Optimized for
Single-cell
and Spatial
Clustering - Qi
Liu

A mechanistic
and predictive
model of the
splicing status
of scRNA-seq
reads - Yuan
Gao

Expanding data science
training and health
innovations in Africa: the
DS-I Africa Consortium -
Rolanda Julius

Expanding the ISCB
competency framework to
describe professionals in
bioinformatics core
facilities - Marta Lloret-

Seven Domain Topics in
Bioinformatics Education -
Refining the ISCB Core
Competencies to Access
Diversity in Training -
Nilson Coimbra

COSI Opening Remarks

Learning from our
collective scientific
ignorance: How can
ontologies help us
determine what isn't yet? -
Mayla Boguslav

Opening Remarks

AI/ML to Identify
and Stratify Non-
Clinical Factors
Contributing to
Cancer Health
Disparity in Rural
Appalachia - Aisha

Roll Call and
Introduction to the
Function COSI

Disruption of ClpX

Tech Talk: HPC-Al
Support for Singapore’s

and
o " alpet

y
Estimating and
Controlling for
Fairness in

i with

Linking Gene and
function in the post-
genomic era: issues
and =

Missing Sensitive
Information
Confirmed
Presenter:
Jeremias Sulam

Ethical
Development of
Imaging
Biomarkers for
Colorectal
Biomarkers - Rina
Khan

Valerie de Crécy-
Lagard

Examining how
social and
behavioral
determiants affect
the prevalence,
severity, and
outcomes of Long-
COVID-19 and
health disparity -
Deborah Mudali

An Ethical
Framework-
Guided Tool for
Assessing Bias in
EHR based Big
Data Studies -
Bankole Olatosi

- Shoba Ranganathan

Tech Talk: Traversing the
mouse-human interface
'with a knowledge graph of
analytic and data services
- Robyn Ball

Perception and reality
of FDR control, data
and

Tech Talk: Network
analyses for functional
{ ith

FunCoup

Modern, Intuitive
Tools for
Managing AI/ML
Data in Health
Equity-Focused
Multiomic and
Population
Studies - Victor
Nwankwo

Use Explainable Al
to Improve the
Trust of and
Detect the Bias of
Al Models - Senait
Tekle

Unveiling the
Functional Fate of
Duplicated Genes
Through Expression
Profiling - Alex
Warwick Vesztrocy

in (single-cell
proteomics) DIA data -
Martin Frejno

A novel supervised
learning algorithm for
real-time collision
energy selection to
optimize peptide
fragmentation in mass
spectrometry -
Mathieu Lavallée-
Adam

tools - Erik

Support consistent,
competent practice for
data science in pathogen
genomics: the
development of an
innovative competency
framework - Dusanka
Nikolic

Poster Madness - Tiffany
Callahan

Panel: Discussion

Leveraging deep

learning for
characterization of
malaria parasite PUFs
— proteins of unknown
function - Harsh R.
Srivastava

A learned score
function improves the
power of mass
spectrometry database
search - Varun Ananth

Multi-Omic Data
Workflows for Drug
Discovery and
Development -
Matthew Glover

Tech Talk: Advances
towards comprehensive
and accurate whole
genome analysis at scale
using DRAGEN
accelerated algorithms -
Rami Mehio

Editorial Board meeting in 523b




2:20 PM

2:40 PM

igm Bridging Education and
classification

Integration of Background
Research: Data Hunters Knowledge for Automatic
Workshop Empowering Detection of

IO EUEE LITE UL Inconsistencies in Gene
via Microbiome Studies - [e[I&II1e1 -

Deep LTMLE:
Scalable Causal

Crowdsoursing the
Fifth Critical

Survival Analysis
with -
Toru

Sara Fumagalli Jiyu Chen

Shivakumar

Cloud exploration
and A/ML-
readiness of
CAZyme
annotation in
human gut

mici me -
Yanbin Yin

Wearable
Biosensing to
Predict Imminent
Aggressive
Behavior in
Psychiatric
Inpatient Youths
with Autism -
Matthew Goodwin

Improve speed,

y, inter-
operability of core
C++ modules for
Stan - a tool doing
Bayesian

inference - Mitzi
Morris

(CAFA5) -
M. Clara De Paolis
Kaluza

Assessment of Protein

A unified LC-MS
metabolomics
framework for multi-
omics and systems
biology - Jianguo Xia

Tech Talk: Enhancing

al Trial Outcomes
with Al-based Predictive
Biomarker Discovery via
Contrastive Learning -
Etai Jacob

2:40 PM|  3:00 PM EELEIELTIGED ] Increasing training access LinkML: A FAIR Tech Talk: Miga:
seed-chain- with a new Distributed data modeling Automating
extend workshop model - Nia framework for the bioinformatics testing,
alignment on Hughes biosciences and evaluation and validation
annotated De beyond - Nomi L for real-time performance
Bruijn graphs Harris data & instant bug
detection on every code
PubTator 3.0: an change - Gwenn Berry
Al-powered
Literature
Resource for
Unlocking
Biomedical
Knowledge -
Robert Leaman
Leveraging
Language Models
for Enhanced
Biocuration and
User Interaction in
Reactome: A
Pathway Towards
Community-Driven
Knowledge
Enrichment -
Nancy Li
ToxPipe:
Harnessing Al and
Cloud Computing
for Toxicological
Data Exploration
and Interpretation
- Trey Saddler
3:00 PM kIRY ) Compressed Learning through play: The cyclic nature of Panel: Di StarFunc: Tech Talk: UniProt: The
Indexing for using games in biases against template-based and Universal Protein
Pangenome bioinformatics training - understudied genes and deep learning resource: new features,
Substring Anna Swan disease: knowledge approach for accurate access and tools for
Queries - graph embedding link protein function longitudinal studies - |protein data - Aurélien
Stephen prediction models - prediction - Chengxin Ali Rahnavard Luciani
Hwang Michael Bradshaw Zhang
Al-driven de novo
Prioritizing Causative structural candidate
Genomic Variants by generation for mass
Integrating Molecular and spectra =
3:20 PM|  3:40 PM[ECCIELLERGH Empowering Global Functional Annotations ProtBoost: Prediction Margaret Martin
[cCOLTTA AT Y (A from Multiple Biomedical of functional
BioDev Network's Ontologies - Azza properties of the A consensus serum
Educational Blueprint for (LUUETEY] proteins by Py-Boost metabolome by lar
Cutting-Edge Science and and protein language scale data mining
Inclusion - Priyanka models (CAFAS5 top2) - reveals major gaps in
Surana Alexander Chervov i
3:40 PM| 4:00 PM Report from New York GORetriever: The sky is the limit: a
genotyping of City: Bioinformatics Reranking protein- cloud-based
complex Education Summit 2024 description-based GO proteomics platform
polymorphic candidates by for the masses - Martin
genes using -dri deep Frejno
short and long information retrieval
for precise protein
function annotation -
4:00 PM|  4:40 PM| and Connect with Exhibitors - Coffee Break




4:40 PM|  5:00 PM B8N W CEL LT LICT G EL T Taking AlIM at antibi Multi-Context InterLabelGO+: SpecEncoder: Deep
through the Analysis of resistance: harmoni Graph Neural Unraveling label Metric Learning for
SARS-CoV-2: Project- the for for in protein Accurate Peptide
Based Training for - Identification in
Computer Science Time- |Q Liu Proteomics - Haixu
Students - Pavlin G. Emily Bordeleau Series Analysis in Tang
Varuni Sarwal Policar Healthcare -
Luciano Nocera
Clustering-
Informed Shared-
Structure
Variational
Autoencoder for
Missing Data
Imputation in
Large-Scale
Healthcare Data -
Yasin Khadem
Charvadeh
5:00 PM| 5:20 PM R ECEL ] (M LELERGERL TN e ETE Investigating Food SCH: Predicting  |Discovery of PETases FLASHTagger: An
sequencing biology “knowledge gap”: [o Ci and ing using a open-source web
and Spanish Wikipedia as a in Cancer Prevention and |Adverse classification system - application for ion
LEEC TG AT BT BB Therapy using Knowledge |Pregnancy Joel Roca Martinez type- and precursor
Mojica Graphs - Hande McGinty (Outcomes in mass-free protein
Nulliparous identification in top-
Women - Ansaf down mass
Salleb-Aouissi spectrometry -
Kyowon Jeong
SCH: Graph-based
Spatial Imputation of cancer
i i data with a
5:20 PM|  5:40 PM Celebrating 25 Years of AI/ML Ready Plastic-MI-Tool, a deep model that learns
Bioinformatics.ca - Francis mHealth and machine learning tool jointly from many
Ouellette Data for |for and datasets - Lincoln
Dyadic HCT - optimising plastic Harris
Bengie L Ortiz degrading enzymes - .
David Medina-Ortiz Proteogenomics
Enhancing the Al- analysis of human
readiness of tissues using
5:40 PM| 6:00 PM COSI Day 1 Wrap-up Enhancing A BLAST from the An algorithm for
ion for past: decoy-free false
Clinical Research: |BLAST's E-value - discovery rate
The Path for a Yang Lu estimation in XL-
Flexible Toolkit - MS/MS - Shantanu
Vida Abedi Jain
Closing Remarks
6:00 PM|  8:00 PM|C; ing 25 years of
Ticketed event in room 710a
6:00 PM| 10:00 PM|Explore Montreal




Start Time

End Time

520b

520a
ics in

Canada

|Function

Text Mining

7:30 AM|  8:00 AM|Serene Stretch -Yoga in Level 2, Hall Viger
8:40 AM| 9:00 AM|Welcome in 517d
9:00 AM| 10:00 AM|Keynote - Guillaume Bourque in 517d
10:00 AM| 10:40 AM
10:40 AM| 11:00 AM NI COSI Announcements The Silent Fast, high-performance (LG RLEIERGLEIN Introduction: "Visualizing
long reads are Project: based R R Ll B Protein Function from
used to Invited Presentation: Building the path |computational to build a cell type Genes to Biology: Back to
Exploring Multiple to equitable methods in function LOEIERETERCTEREEERIITEEY the Future” - Philippe
Perspectives for ] care for - Rafael - Richard Scheuermann Youkharibache
Associative Indigenous Najmanovich
11:00 AM patients, one Predicting Protein-Protein
variant at a time. - Interactions - Barry Honig
Laura Arbour
11:20 AM From Local Enhancing Machine Critical assessment in
to Reports: A Frustration Through Learning Based Drug Computational Structural
Controlled Time and Species - R. Response Prediction Biology - John Moult
Approach to Gonzalo Parra Models via Text Mining-
Pipeline Validation DIELREEIT G R EGL I 11:50 Protein Structure
in Cancer Approach - Arvind Mer Accuracy Estimation
Genomics - Using Geometry-Complete
Beatriz Lujan Toro Streamlining Drug Graph Neural Networks -
Development with Jianlin Cheng
Conversational Al-
Powered Knowledge 12:10 The NSF Funded
(CIETLER ST R IBIEEL N iCn3D POSE Project for
Discovery to Clinical Collaborative Research
Trials - Maaly Nassar
11:40 AM| 12:00 PM R ELRIIEER The Canadian Function Prediction of eMIND: Enabling Biology - Ravi
ic Data insi Dit automatic collection of
C and protein variation impacts
(CGDC): A A Graph Auto-Encoder in Alzheimer’s disease
Platform for Approach - Mahta from the literature - Cathy
National i i Wu
Data Sharing -
Erika Frangione
12:00 PM| 12:20 PM G0 e Extracting Clinical Mapping the affinity of Poster Flash
Overlapping Significance for Drug- protein-protein Pr ntations
Gene Interactions using  |ChIP-seq data interactions with

12:20 PM

Can Firtina

FDA Label Packages -
Matthew Cannon

through negative
binomial

- Abdul

multiple amino acid
mutations using deep

Rahman Diab

neural
Yaron Orenstein




2:20 PM

2:40 PM [(LIEIR
Bromage-
Lyndon (CBL):

of k-mer sets -
Igor Martayan

2:40 PM

3:00 PM [RCETGTTT]

3:00 PM

3:20 PM EETR TS
Sequence
Alignment via
Multi-Armed
Bandits -

3:20 PM

3:40 PM [ T{ERNT]
and

3:40 PM

Strelchuk

4:00 PM

4:40 P

| i and Connect with

Bioinformatics

functions using positive- |and Al for
unlabeled ranking with precision farming
d priors - Diallo

b:
Fernan’d’o Zhapa-Camacho

Utilising Large
Language Models for
-|GO Term Extraction in
UniProt Annotation -
Vishal Joshi

ProstGOPred:
Advancing Protein
Function Predicti
through Graph
Learning
and Structure-Aware
Protein Language
Model Embeddings -
Weining Lin

Protein Function: how

ial datasets to
explore mechanisms of
the gut obiome in
disease - Brook
Santangelo

UseGalaxy Canada |Evaluation of large

evolutionary and
infection
dynamics. -
Deshan Perera

now in production |language models for
- Pierre-Etienne y of gene set
) 5
Hu
Apollo: A Transformer based
comprehensive data mining for
GPU-powered predicting
Within-host Viral in
simulator with proteins and
tissue and cellular [comparison with first
i ies for -
studying viral Dana Varghese

Utanos: A general-
purpose shallow
whole genome
sequencing
analysis toolkit
identifies
interpretable copy
number signatures
-J Maxwell
Douglas

Gene families of
unknown function
conserved across
Fungi - Asaf Salamov

The impact of comparative
structure analysis on
protein classification at
NCBI - Aron Marchler-
Bauer

14:35 From Immersive
Visualization to
Interdisciplinary
Communication - Chris
Henn

14:50 Visualizing Inmune
Epitope Data: The
Innovations of IEDB-3D
2.0 - Marcus De Almeida
Mendes

New iCn3D tools for
educators: color keys and
collections - Sandra Porter

15:10 iCn3D:
visualization, analysis &
sharing of protein
structures and
interactions - Jiyao Wang

15:25 Using iCn3D to
address molecular
structure/function and to
bridge the biology and
chemistry educational
communities - Henry
Jakubowski

RCSB.org: a one-stop
shop to explore biology in
3D - Jose Duarte

Advancing Molecular
Graphics: MolviewSpec
and Recent
Enhancements in Molstar -
Marcelo Querino Lima
Afonso




4:40 PM|  5:00 PM LCETIOS Using ontologies to make |The Quebec Improved predi Modeling metastatic Improving Medical Envisioning the OSE for
Digital Tissue i p ic Data DNA and RNA binding g e ki Reasoning through Biology Research and
Deconvolution machine readable - Alex |Center - Vincent  |proteins with deep cross-sectional cancer Retrieval and Self- Education - Philippe
Clark Ferretti ing models - Jun- EELGIEEGEIERE G GEERILLRIGEGEEIR Youkharibache
Tao Guo Rupp Augmented Large
Language Models - Community Hackathons -
Minbyul Jeong Allissa Dillman

5:00 PM Maximizing Knowledge graphs in
accuracy of Cancer Genomics: The
Case of Mutational
Signatures - Ulrike Steindl

Analysing Multi-omics systems Panel: Leveraging Al, text [Z I ReT)
multifunctional i mining and large language PSR
proteins wi models to advance

MultifacetedProtDB -  [SETETTTEREL LR LTS biology and medicine

Giulia Babbi neuropsychiatric

COSI Closing Remarks disorders - TBD

5:20 PM Evolution of FraGNNet: A Deep |Dynamic network Improved community
genomic and ilisti of multi I} detection through
epigenomic Model for Mass -omics data for protein S IELETETLENN]

heterogeneity single-cell co-

in prostate Prediction - Fei Siyu Yang expression networks -
cancer from Wang Luis Augusto Eijy

i Nagai

5:40 PM Accurate and ion of the F Fast Gene Regulatory

robust Canadian Artificial | Annotation for Network Inference in

i and Scal Single-cell RNA-Seq
Mass Metabolic Models with RegDiffusion -

single-cell Spectrometry Using an Omics- Hao Zhu

phylogenies [ i CAN-

by integrating AIMS) - Jennifer  |Pipeline - Jason

sequencing Geddes-McAlister |McDermott

read counts -
Rija Zaidi

6:00 PM|  7:30 PM|Success Circles
Ticketed Event in room 517¢

7:30 PM| 11:00 PM|President’s Reception
INVITE ONLY in room 720a




Start Time [End Time | 517d 519 [ s [ s ] 260
MLCSB |EvolCompGen Gen Comp Biol NetBio WEB BOSC Tech Talks
7:30 AM 8:00 AM|Serene Stretch Symposium - Yoga in Level 2, Hall Viger
Green Task Force Meeting in 523b
8:40 AM| 9:00 AM|Welcome in 517d
9:00 AM| 10:00 AM|Keynote - Martin Steinegger in 517d
10:00 AM| 10:40 AM | Caffeil and Connect with ibif - Coffee Break
10:40 AM| 11:00 AM|How Median and Small 'An Empirical Study on Epidemiological topology |50 Years of Using proximity- WEB 2024: Opening Remarks Utilizing Pre-Treatment
Al i on |KDIGO-Defined Acute data analysis links severe |Protein Structures dependent Experiential Learning Lab Values & Whole-Lung
can transform |RNA trees - Bertrand Kidney Injury Prediction in COVID-19 to RAAS and & Structural biotinylation to on o pen Bioil i liomics for i
biomedical Marchand the Intensive Care Unit - yperlipi i i ioil ics - understand dynamic L\l formatics Foundation Update Survival Risk for ICB in
research - Xinrui Lyu metabolic syndrome Janet M Thornton cell organization - Training the mNSCLC Setting -
James Zou conditions - Aritra Bose Anne-Claude Gingras CoFest Intro Kedar Patwardhan
SPRITE: Platinum and Gold
improving Sponsor Videos
spatial gene
11:00 AM| 11:20 AM i spatial omics Gemma: Curation, re- Enhancing Genomic
imputation phylogenies based on |when tissue architecture analysis and Research through
with gene and |precomputed groups of |doesn’t match - Patrick dissemination of 18,000 National Collaboration:
cell networks - conserved transcripts - |Martin gene expression studies - |The Role of Canada's
Eric Sun Wend Yam Donald Davy Paul Pavlidis National Data Platform -
Ouedraogo Felipe Pérez-Jvostov
11:20 AM| 11:40 AM A Representation for MALAT1 expression Democratizing GraphCompass: EASTR: ifying and The Mi: 3D portal:
P ic Trees and i indi cel Protein Language Spatial metrics for iminati i based
Networks - Louxin quality in single-cell RNA Models with differential analyses of alignment errors in multi- |evaluation of missense
Zhang and single-nucleus RNA Parameter- cell organization exon genes - Ida Shinder |variants including protein
sequencing - Zoe Clarke Data Bias - Mona Singh Efficient Fine- across conditions - complexes and
Tuning - Samuel Merel Kuijs ROC Picker: propagating |transmembrane regions -
Sledzieski statistical and systematic |Alessia David
uncertainties in biological
- Jeffrey Roskes
Djerba: Sharing and
Updating a Modular
System for Clinical Report
Generation - lain Bancarz
Q&A For Flash Talks
11:40 AM| 12:00 PM|Deciphering |Accurate, scalable, and |Combining DNA and From CABANA to EquiPNAS: Functional analysis of imi i
High-order fully automated protein alignments to CABANAnet — Building improved protein— MS-based proteomics prediction of Pathway/Genome/Omics
Structures in |inference of species improve genome bioinformatics and nucleic acid data: from protein nontuberculous Informatics in Pathway
Spatial trees from raw genome |annotation with LiftOn - knowledge exchange binding site groups to networks - mycobacteria from whole |Tools and BioCyc -
Transcriptome |assemblies using Kuan-Hao Chao capacity in Latin America - | prediction using Nadezhda T. Doncheva genome sequence data - |Suzanne Paley
s with Graph- |ROADIES - Anshu Selene L F teil Idowu Olawoye
guided Tucker |Gupta Valverde
Decompositio equivariant deep
n - Charles graph neural
Broadbent networks -
n
12:00 PM| 12:20 PM|CellPie: a fast |Generalized c/p Ratio |Optimal Phylogenetic Accurate High- Direct Contacts 2: Open2C: Advancing 3D CATH and TED: Protein
spatial Test for Detecting Reconstruction of throughput identification of direct and i i i ion in
i i ion and Deletion Cryptic Binding physical interactions research - Vedat Yilmaz the age of Al - Nicola
s factor Beyond the Events - Sanjana Tule Site Predi n from > 25,000 mass Bordin
i y { KalKs Using Protein spectrometry A Framework for DNA
method via Ratio test without Language Model - experiments - Kevin Binding Motifs Prediction
joint 'Assuming Synonymous Shuo Zhang Drew for Nontraditional Model
factorization |Site Neutrality or Organism Transcription
of gene Limitation to Translated Factors - Stephanie Hao
expression Regions - Chun Wu
and imaging Bioinformatics tools for
data - Sokratia | AlphaHOGs, a protein comparative genomics
based analysis of highly similar
i i genes in
Integrating to improve orthology eukaryotic genomes - Xi
patients in inference - Christophe Zhang
time series Dessimoz
clinical Q&A For Flash Talks
transcriptomic
s data -
Sachin Mathur
12:20 PM|  2:20 PM|Poster Session with Lunch
| Bioinformatics Editorial Board meeting in 445
ion C i meeting in 523b




2:20PM 2:40 PM|Learning the |Joint inference of cell |Approximating facial Contrastive
Language of |lineage and expression effects on learning in protein
Biology: i i It i via language space
Transforming |from single-cell generative Al - Tanviben predicts
Biomedical sequencing data - Viola |Patel interactions
Discovery Chen between drugs
with and protein
Foundation targets - Rohit
Models and Singh

2:40 PM|  3:00 pm|Causal Tracking tumorigenesis |Using Relation Equivariant NRGDock: An
Inference - and the transition state |Graph Neural Networks to open-source
TBD through copy number |Explore the Mosaic-like software for ultra-

variation-based Tissue Architecture of massive high-
Deep pseudotime - Jonghyun |Kidney Diseases with throughput virtual
Reinforcement|| e Spatially Resolved screening -
Learning for Transcriptomics - Thomas
Controlled inah Raina Dy
" " of T —— >

3:00PM| 3:20 PM the Attractor SPICE: C ering Enhancing
Landscape of reconstruction of copy- |single cell expression Generalizability
Boolean number evolution in profiles from muilti-cellular and Performance
Models in the |c3ncer - Abigail spatial transcriptomics - in Drug-Target

Bunkum 'Young Je Lee Interaction
Context 84 Identification by
ElulEn Integrating 4
::Er::;::' mi Pharmacophore
Zarzycki and Pre-trained
Models - Zuolong
Zhang

3:20 PM|  3:40 PM|AttentionPert: |Uncovering Cancer": Multiview factorization for DOCKGROUND: a
A Fitness L - joint ing of spatial new release of the
Modeling Meaghan Parks multi-omics and histology long-standing
Multiplexed images NMF - William resource for
Genetic Bowie studying protein
Perturbations recognition -
with Multi- Petras Kundrotas
scale Effects -

3:40 PM|  4:00 PM|Predicting Measuring Predicting gene functional On finding the
single-cell " kinship iati from right match - a
cellular to unravel overlooked |coevolutionary signals structural

i y patterns - |with EvoWeaver - Erik perspective -
perturbations |Valeriia Vasylieva Wright Marian Novotny
using cycle
consistency |Pseudogenes in
learning - Wei |plasmid genomes
Huang reveal past transitions

in plasmid mobility -
Dustin Hanke
4:00 PM|  4:40 PM|Grab and Go Coffee

Identifying new cancer
genes based on the
integration of
annotated gene sets
via hypergraph neural
networks - Chao Deng

Are under-studied
proteins under-
represented? How to
fairly evaluate link
prediction algorithms
in network biology -
Mehmet Koyutiirk

Protein Large
Language Models are
Effective, Generalized
Protein-Protein
Interaction Predictors -
Joseph Szymborski

Addressing data
scarcity in biomedical
research using
Multilayer Networks -
Iker Nufiez Carpintero

Target repositioning
using multi-layer
networks and machine
learning: the case of
prostate cancer - Milan
Picard

WEB 2024:
Experiential Learning
on How to Implement
Al formatics
Training

The Data Shows We Need
Better Data - Mélanie
Courtot

GPCRVS - a machine
learning system for GPCR
drug discovery - Paulina
Dragan

Modelling multi-omic, real-
world data reveals
immunogenomic drivers
of resistance to cancer
immunotherapy

Decoding the grammar of
DNA using Natural
Language Processing

Creating an ops
data platform - Mitchell
Shiell

i and
Life Sciencewith
Biomedical Foundation
modelsand Quantum
computing

Going Viral: The
Development of the
VirusSeq Data Portal -
Justin Richardsson

intermine.bio2rdf.org : A
QLever SPARQL endpoint
for InterMine databases -
Frangois Belleau

Organizing community
curation to create an Open
database on

' Thermodynamics of
Enzyme-Catalyzed
Reactions (openTECR) -
Robert T. Giessmann

Q&A For Flash Talks




Quality Assurance,
i i and

Explaining
= h

Integration of Multimodal
Health Data for Phenotype
and Cohort Discovery with
Deep Learning - lan
Overton

Diversity in
Protein Families
through Molecular
Motion - Valentin
Lombard

Pathway of
transition for HIV-1
envelope trimer
from prefusion-
closed to CD4-

intermediate state
- Myungjin Lee

TA-RNN: an Attention-
based Time-aware
Recurrent Neural Network
Architecture for Electronic
Health Records - Serdar
Bozdag

Anal; and
prediction of
RuBisCO kinetics
using deep
learning - Aleksey
Porollo

Share genetics between
breast cancer and its
predisposing diseases

Understanding

and predicting

ligand efficacy in
id

i rugs |the pi
for repurposing for breast |receptor through
cancer - Panagiotis quantitative
Nikolaos Lalagkas dynamical
analysis of
Prevalence and biological |complex
impact of clinicall structures -

relevant gene fusions in
head and neck cancer -
Emily Hoskins

Gabriel Galdino

4:40 PM| 5:00 PM|The role of Long range Efficient parameter
i ion of imation for ODE
state in intron |prokaryotic genomes |models of cellular
retention: a by gene age and P! using semi-
case study in i - Yuri Wolf data -
leveraging Domagoj Doresic
large scale
deep learning
models - Asa
Ben-Hur
Predicting
interchromoso
mal Hi-C
contacts from
DNA
sequence with
TwinC -
Anupama Jha
5:00 PM| 5:20 PM|MolPLA: A The evolution of NCBI's RNA-seq anal;
re- ibiotis i pipeline pi millions
training islands occurs within  |of pre-computed gene
for |the of ion counts to
Learning plasmid lineages - accelerate data reuse and
Cores, R- Yiging Wang discovery - Emily Clough
Groups and
their Linker Elucidating the Co-
Joints - Evolution and Genetic
Mogan Gim Diversity of Acquired
Phototrophy in Marine
\Worm Convolutriloba
longifissura - Adena
Collens
5:20PM| 5:40 PM|Deep Quality of i
generative gene repertoires with | Single-Cell Data in Large
models for OMArk - Yannis Nevers |Cohort Studies via Deep
RNA splicing Generative Neural
predictions Networks and Active
and design - Learning - Jingtao Wang
Yoseph
Barash
NEAR: Neural
Embeddings
for Amino acid
Relationships
- Daniel Olson
5:40 PM| 6:00 PM|Machine Leveraging machine HINN: A Novel Neural
learning- learning to predict Network Architecture to
enabled highly imi i i Multi-Omics Data
multiplexed in ESKAPE pathogens - (based on their Biological
monitoring of |Ethan Wolfe Relationships - Yashu
subcellular Vashishath
protein Predicting pathogen
localization in |preferences and host
live cells - Jiri |adaptation by
Reinis leveraging microbial
genomics and machine
PTM-Mamba: |learning - Evan Brenner
APTM-Aware
Protein
Lanauaae
6:15 PM 7:15 PM|ISCB Town Hall in 518

PhiHER2: Phenotype-
informed weakly
supervised model for
HER2 status prediction
from pathological images -
Jian Liu

Dynamic network
analysis of prot

structural change -

Aydin Wells

Transfer Learning of
Condition-Specific
Perturbation in Gene
Interactions Improves
Drug Response
Prediction - Dongmin
Bang

Draphnet: Learning the
drug and phenotype
network linking drug
effects to disease
genetics - Rachel
Melamed

Blending Biology,

Chemistry and Al
through network
embeddings - Patrick
Aloy

Connecting Integrated
Genome Browser to a
huge genome database
using its open APl solves
one problem and creates
another - Ann Loraine

Collaborating our way to
optimal integration
between Tripal 4 and
JBrowse 2 - Carolyn T.
Caron

An integrated environment
for browsing 3-D protein
structures and multiple
sequence alignments in
|JBrowse 2 - Colin Diesh

iCn3D, a Platform to
Integrate Structures with
Functions and Genomics -
Jiyao Wang

Q&A For Flash Talks

Codefair: Make
Biomedical Research
Software FAIR Without
Breaking a Sweat -
Bhavesh Patel

|An Open-source
Ecosystem For Scalable
|And Computationally
Efficient Nanopore Data
Processing - Hasindu
Gamaarachchi

GenomeKit, a Python
library for fast and easy
access to genomic
resources - Avishai
Weissberg

Q&A For Flash Talks

Tataki: Enhancing the
robustness of
bioinformatics workflows
'with simple, tolerant file
format detection - Masaki
Fukui

Arvados Project Update -
Peter Amstutz

BiocPy: Facilitate

in Python - Jayaram
Kancherla

COSI Dinners - RSVP in advance is required




Start Time |End Time 517d 518 519 521 522 520a 520b 520c 524ab 524¢
7:30 AM 8:00 AM|Serene Stretch Symposium - Yoga in Level 2, Hall Viger
MLCSB EvolC 3D Digital BOSC
8:40 AM| 9:00 AM|Domain L Keynote Speaker Talk: Metallic origins of Current and new Enhancing
for |P i through Clinical [IE[ERVILEELE] life - Yana in Digital P ibility in
cell-free DNA |Inference of Cell and Research Strategies - [([LUGTUILIGEIGEETS Bromberg Agriculture — Immunogenetics:
fragmentomic |Motility and Cell Heidi Rehm phenotyping for preventive ion of deep L i
s - Natalie Di n from Spatial medicine and precision learning and robotics |Containerization
Davidson Lineage Tracing Data - health - Nathan Price in this new data Technology for
ary Hu science - Etienne Lord |Bioinformatics
DeepROCK: Workflows - Rayo
rror- Suseno
controlled
9:00 AM|  9:20 AM|CODEX: Interpretable variational Building models of CAR-T Breaking the silo:
Coi signal integration, dusing composable
| Deep identifies automatized/dynamic bioinformatics through
learning for comprehensive high-dimensional dynamic cross-disciplinary
the in-silico  |clonality and lineages profiling - Gregoire Altan- open standards -
EXploration of |in single cells Bonnet Nezar Abdennur
cancer cell geometrically - Hoi Man
line Chung
perturbations
- Stefan
Schrod
9:20 AM|  9:40 AM|A statistical PHALCON: Phylogeny- (Transcriptional Building high quality Invited Speaker with De Novo Atomic Single-plant omics : For long-term
method for aware variant calling modulation unique to LI ELIGEIRG LB VL B title TBD - Duygu Ucar Protein Structure profiling indivi i ftv
from larg le single- (UG EITTT B iregulatory circuits driving Modeling for Cryo- plants in a field to in bioinformatics: a
history cell panel sequencing |predict ALS across cellular state transitions EM Density Maps identify processes manifesto - Luis Pedro
inference datasets - Priya species and SOD1 gene using scRNA-seq data - Using 3D affecting yield - Steven |Coelho
reveals mutations - Irene Mei Mingyang Lu Transformer and Maere
alternative Hidden Markov BioCompute: A
patterns of Multi-dimensional Model - Jianlin Descriptive Standard
metastatit Integration of PPl Network Cheng for Computable
dissemination, 'with Genetic and Metadata - Jonathon
clonality and Molecular Data to Keeney
phyleticity - Decipher the Genetic
Divya Underpinnings of RA Breaking Down
Koyyalagunta Endotypes - Javad Research Silos and
Fostering Radical
Adeep Collaboration through
learning Collective Intelligence
model of - Alberto Pepe
tumor cell
architecture Q&A For Flash Talks
elucidates
response and
resistance to
CDK4/6
inhibitors -
Sungjoon
Park
9:40 AM| 10:00 AM Al Epilepsy Deciphering epigenetic Inferring B cell RiboDiffusion: Biomarker-based Tripal: a community-
- A method effect of mutation rate |solution to aid in the R NETGL EER TR ERGTE phylogenies from single | Tertiary Structure- learning for disease driven framework
for al size on of epilepsy L RO L RSO EIEIRGE cell and bulk BCR based RNA icti n precisi ing open
and clustering (genome size reduction - (using machine learning LV EEED T EIR T EN SR N sequence data with Inverse Folding dairy farming - Hayda |science, sustainable
of tumor Juliette Luiselli algorithms - Juan Carvajal [W[TUEGREESEZ BN B Dowser - Kenneth Hoehn  |with Generative Almeida data web portals -
mutation trees Diffusion Models - Lacey-Anne
- Monica- Evolutionary dynamics |HTJ2K as a Default Han Huang Sanderson
Andreea of microRNAs pinpoint |Storage Format for
Baciu-Dragan |innovations in the gene |Medical Images - Utkarsh
regulatory network of |Rai
vertebrates - Felix
L
10:00 AM| 10:40 and Connect with - Coffee Break




Mathematical Modeling
suggests that Monocyte
Activity may drive Sex
Disp: es during
Influenza Infection - Tatum
Liparulo

Predictive Modeling and
Experimental Control of
Macrophage Pro-
Inflammatory Dynamics -
Jennifer Riccio

Deciphering Cellular Fate
Decisions: A Boolean

Tipping Points - Imran
Shah

Integrative Systems and
Synthetic Biology
identifies a Yeast Minimal
Cell Cycle network that
coordinates cell
proliferation dynamics -
Matteo Barberis

10:40 AM| 11:00 AM|Deep learning |A hine-I g The of clinical
of based ive to
- i cancer type classification
Sara - Tal Pupko for routine use - Qu
Mostafavi Morris
ConfuseNN:
Interpreting
11:00 AM| 11:20 AM|neural Neutral variation in a
network protein interaction
inferences in  |network limil
population predictability of protein
i i ion - Soham
data shuffling |Dibyachintan
- Linh Tran
11:20 AM| 11:40 AM Simultaneously CIViC - an open-access
Building and knowledgebase for
Reconciling a Synteny (community driven
Tree - Mathieu Gascon |curation of clinical
variants in cancer -
Mariam Khanfar
Timing the development of
chemoresistance in
relapsed pe
Sasha Blay
11:40 AM| 12:00 PM|Panel: ntsym: multi-genome |PHENO-I DEX Phenotypic
eny usin
Al in the life m|mm|znr graph szamsthasono Response
i -Inanc Birol |in Breast Cancer Cells
using Single-cell
Transcriptomics - Jiaqi Li
Spatial landscape of
malignant pleural and
peritoneal mesothelioma
tumor immune
microenvironment - Hatice
Osmanbeyoglu
12:00 PM| 12:20 PM Poster Flash Talks
12:20 PM|  2:20 PM|Poster Session with Lunch

LGBTQ+ Meetup in 523b

Harnessing Agent-Based
Modeling in CellAgentChat
to Unravel Cell-Cell
Interactions from Single-
Cell Data - Vishvak
Raghavan

Invited Speaker with
titleTBD - Hatice Hatice

Positional Protein
Bioinformatic:
universal residue
numbering
scheme for the
Immunoglobulin
(lg) fold enables
its systemic
ion in the

Learning multiomic
velocities of dynamic
germinal center B cells
using single-cell multiome
- Alireza Karbalayghareh

Sliding Window
INteraction Grammar
a

protein universe -
Philippe
Youkharibache

ImmunoMatch
ating the
deslgn of antibody
heavy and light
chain pairs using
deep learning
and

model for peptide and
protein interactions - Jane
Siwek

analysis
- Dongjun Guo

Exploring the
biophysical
boundaries of
protein families
with deep learning
methods - Miriam
Poley-Gil

Improved Peptide-MHC
Interaction Predictions
through Dsep Gsnsrativs

SPfast: Highly
efficient protein
structure

a Unified MHC Class | and

wil
segment-level

Class Il Repi
Michael Klausen

TSpred: a robust

ion framework for
TCR-epitope interactions
using paired chain TCR
sequence data - Ha Young
Kim

Comprehensive
neoantigen identification
and pri ation using
pVACtools and pVACvlew
- Susanna Kiwala

Immune checkpoint
molecule Tim-3 regulates
microglial function and
the development of
Alzheimer’s disease
pathology - Ayshwarya
Subramanian

Single-cell multi-omics
reveals similarity between
progenitor stem-cell-like

izing CAR T cell
design using quantum

and block-sparse
optimization -
Thomas Litfin

STRPsearch: fast
detection of
structured tandem
repeat proteins -
Alexander Monzon

The Encyclopedia
of Domains -
Nicola Bordin

Empowering Dairy
Farmers: A
Transformer-Based
Framework for
Informed Decision
Making in Dairy
Agriculture - Vahid
Naghashi

Anomaly Detection for
Smart Aquaculture:
Predicting Water Color
Changes in Grouper
Ponds - Kuan Y. Chang

Ex!ractlng meaningful

study and welfare
toring - Thomas

Open Data,

Graphs, and Large
Language Models -
Andrew Su

FAIR, and using best
practices - Patricia Palagi

Use of LLMs in writing,
plagiarism and text
recycling - Alex Bateman

Open Access Publishing:
pros and cons - David
Landsman

Strategies for managing
expectations for
submission, review, and

Challenges with
reviewers: reviewing
fatigue,
acknowledgement, and
dealing with delays and
rejections - Scott
Edmunds

Emerging Trends in
Publishing Computational
Biology Research - Jason
Papin

of Agricultural Flelds -
Amanda Ashley
Boatswain Jacques

Gene Set
Summarization Using
Large Language
Models - Marcin
Joachimiak

Revolutionizing
Livestock Monitoring:

Detection in Farm
Environments -
Voncarlos Marcelo De
Araujo

FAIR, modular and
reproducible image-
based ML workflows
for biologists: a
template and case
study from
imageomics - Hilmar
Lapp

Panel: Panel Discussion




2:20PM 2:40 PM|Towards lade-level i U\ S EL e EC AU LA Invited Speaker with Unraveling SARS- Temporal Trust and
i of is and WICCERS SRS ERE (B title TBD - Joshua Welch | CoV-2 Spike ization of y in
I design lineage sorting modeling for during Cellular Transitions Protein Evolution: Multi-View Video for Reporting Machine
inci in [Ct P : i - Da-Wei A Comprehensive Cattle Movement Learning: The DOME-
multicellular |Maureen Stolzer in melanoma - Yamil Structural GigaScience Press
systems - Mor Damian Mahmoud Analysis - Natalia Trial - Chris Armit
Nitzan Fagundes Borges
A computational approach Teruel
for the high-throughput
identification of cancer- Dynamic and
specific antigens for Energetic
immunotherapeutic Consequences of
development - Rawan Disulfide Bonds in
Shraim Proteins - Miguel
Fernandez-Martin
2:40PM| 3:00 PM Sparse Neighbor Leveraging a Single-Cell  [SIGIEOTEIRSTE ] DDMut-PPI: Panel: Open
Joining: rapid Language Model for Biology of Levan predicting effects Approaches to AI/ML
phylogenetic inference |Precise EMT Status Biosynthesis in Bacillus of mutations on in Bioinformatics
using a sparse distance |Prediction and Gene subtilis - Ragothaman recombination dynamics |protein-protein
matrix - Semih Kurt Signature Identification in N CULETEI ingle-cell interactions using
Cancer - Shi Pan graph-based deep
Simple rules of
Streamlining Clinical Trial [ICCEITETS
Matching Using a Two- communication for
Stage Zero-Shot LLM with [0 EURTRE TS
Advanced Prompting - multicellular organization -
Mozhgan Saeidi Melissa Kemp
3:00PM| 3:20 PM Scalable distance- Multi-Omics Integration FineST: Super resolved DDAffinity:
based 'with High. ion Al- g: ptor il i i the
inference using divide- |Derived Retinal discovery by fusing changes in
Multimodal and-conquer - Lars Thickness: Unraveling spatial RNA-seq and binding affinity of
Factor Arvestad Spatial Patterns of Retinal histology images - Lingyu |multiple point
Analysis - Susceptibility to Systemic Li mutations using
Alexander Influences - Roberto protein three-
Immer Bonelli dimensional
structure -
SLIDE: Qichang Zhao
3:20 PM|  3:40 PM|Significant Panel: Panel session  |New methods to discover [(¢LEILERN/IEES Ci A i HaloClass: State-of-
Latent Factor drug combinations of cellular circuits and functional map of
Interaction i ling cancer immune repertoires based | somatic mutations
Discovery and incidence - Rachel yer network in cancer
Exploration Melamed iation - |i ing protein models - Kush Narang
across structure and
biological Closing Remarks network topology -
domains - Yingying Zhang
Jishnu Das
3:40 PM|  4:00 PM|Grab and Go - Quick Coffee Break
4:00 PM 5:00 PM|Keynote - Su-In Lee in 517d
5:00 PM| 5:30 PM|Awards in 517d




