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Huan Shi | A general near-exact k-mer counting’
method with low memory consumption enables de!
novo assembly of 106x human sequence data in 2.7
hours

Maor Asif | DeepSELEX: Inferring DNA-binding
preferences from HT-SELEX data using multi- class;
QNS

Emilio Dorigatti | Joint epitope selection and|
spacer design for string-of-beads vaccines

Adelme Bazin | panRGP: a pangenome-based
method to predict genomic islands and explore their
diversity

Jack Lanchantin | Graph Convolutional Networks;
for Epigenetic State Prediction Using Both Sequence’
and 3D Genome Data

Huy Nguyen | Finding Orthologous Gene Blocks in
Bacteria: The Computational Hardness of the
Problem and Novel Methods to Address it

Miura | PathFinder: Bayesian inference of
clone migration histories in cancer

sarah  Cl Detecting
Patterns of Cancers using Consensus Trees

MONDAY, 7 Septembel

TUESDAY, 8 September

Parallel Track #07 - Chaired by Toni Gabaldén

Parallel Track #08 - Chaired by Ana Conesa

Dong-gi Lee | Dementia Key Gene Identification
with Multi- Layered SNP-Gene-Disease Network

Thomas Gumbsch | Enhancing statistical power in|
temporal biomarker discovery through representative|
shapelet mining

Tamim Abdelaal | SCHNEL: Scalable clustering of
high dimensional single-cell data

Derrick Blakely | Fastk: Fast Sequence Analysis|
with Gapped String Kernels

PhD. Qiao Liu | DeepCDR: a hybrid graph convolutional network for|
predicting cancer drug response

Joanna Ficek | SCIM: Universal Single-Cell Matching with Unpaired|
Feature Sets

Marleen Nieboer | svMIL: Predicting the pathogenic effect of TAD
boundary-disrupting somatic structural variants through multiple:
instance leaming

Luca Nanni | Exploring Chromatin Conformation and Gene Co-|
Expression through Graph Embedding

BioBreak

BioBreak

Jason Fan | Matrix (Factorization) Reloaded:|
Flexible Methods for Imputing Genetic

with Cross-Species and Side Information

Wesley Qian | Batch Equalization with a Generative|
Adversarial Network

Jose Barba | Using a GTR+" substitution model for]
dating sequence divergence when stationarity and|
time-reversibility assumptions are violated

Elliot Layne | Supenvised
phylogeneticaly distributed data

learning ~ on|

Kerem Ayoz | The Effect of Kinship in Re-|
identification Attacks Against Genomic Data Sharing|
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Network & Connect

Milad Mokhtaridoost | An efficient framework to identify
mIRNA-MRNA regulatory modules in cancer

Joske Ubels | RAINFOREST: A random forest approach to predict
treatment benefit in data from (failed) clinical drug trials

Mohammad Lotfollahi | Conditional out-of-sample generation fc
un-paired data using transfer VAE

‘Guillem Ylla | MirCure: A tool for quality control, filter, and cu-
ration of microRNAs of animals and plants

Ayse Dincer | Adversarial Deconfounding Autoencoder for Learning|
Robust Gene Expression Embeddings

Vu Viet Hoang Pham | DriverGroup: A novel method for identifying|
driver gene groups
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