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Preface

This proceedings volume contains papers and abstracts presented at the 24th Workshop on
Algorithms in Bioinformatics (WABI 2024), which was held in Egham, United Kingdom,
from September 2nd to 4th, 2024.

The Workshop on Algorithms in Bioinformatics is an annual conference established
in 2001 to cover all aspects of algorithmic work in bioinformatics, computational biology,
and systems biology. The conference serves as a forum for presenting new insights about
discrete algorithms and machine-learning methods that address important problems in biology,
particularly those based on molecular data and phenomena. These algorithms are founded
on sound models, exhibit computational efficiency, and have been implemented and tested
in simulations and on real datasets. The focus of the meeting is on recent research results,
including significant work-in-progress, as well as identifying and exploring directions for
future research. Over the 24 instances of WABI, computational biology has significantly
grown in importance. Some of these methods have been applied in different biological and
clinical domains like vaccine development.

WABI 2024 was co-located with ALGO 2024. A total of 46 manuscripts were submitted
to WABI 2024, of which 22 were selected for presentation at the conference and included
in this proceedings volume as full papers. The 22 papers chosen for the conference un-
derwent a rigorous peer review process, involving at least four independent reviewers per
submitted paper. Following this, discussions took place among the WABI 2024 Program
Committee members. The reviews were conducted by both Program Committee members
and additional reviewers selected based on their expertise relevant to specific papers. The
selected papers encompass a wide range of topics, including phylogenetic trees and networks,
cancer phylogenetics, sequence alignment and assembly, gene and genomic-level evolution,
genome rearrangement, sequence and genome analysis, RNA structure, pattern matching,
data compression, and more. The conference program also featured an invited talk. The
EasyChair system was utilized for handling submissions and reviews.

Extended versions of selected papers have been invited for publication in a thematic series
in the journal “Algorithms for Molecular Biology” (AMB), published by BioMed Central.

We extend our gratitude to all the authors of the submitted papers, whose contributions
made this conference possible. Special thanks are due to all the members of the WABI 2024
Program Committee and their sub-reviewers for their diligent efforts in reviewing the
manuscripts and engaging in comprehensive discussions. These discussions informed the
decision-making process and resulted in constructive review reports for the authors. We are
grateful to the WABI Steering Committee for their availability, assistance, and guidance. Our
thanks go to all the conference participants, session chairs, and speakers who contributed
to a highly successful scientific program. In particular, we express our gratitude to the
conference’s keynote speaker, Tomáš Vinař (Comenius University in Bratislava, Slovakia), for
his presentation titled “Bioinformatics of Pathogens”. Furthermore, we would like to express
our special appreciation to the ALGO 2024 Organizing Committee for their dedicated efforts
and generosity in organizing the event.

Previous WABI proceedings appeared in LNCS/LNBI volumes as follows: 2149 (WABI
2001, Aarhus), 2452 (WABI 2002, Rome), 2812 (WABI 2003, Budapest), 3240 (WABI
2004, Bergen), 3692 (WABI 2005, Mallorca), 4175 (WABI 2006, Zurich), 4645 (WABI 2007,
Philadelphia), 5251 (WABI 2008, Karlsruhe), 5724 (WABI 2009, Philadelphia), 6293 (WABI
2010, Liverpool), 6833 (WABI 2011, Saarbrücken), 7534 (WABI 2012, Ljubljana), 8126
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(WABI 2013, Sophia Antipolis), 8701 (WABI 2014, Wroclaw), 9289 (WABI 2015, Atlanta),
and 9838 (WABI 2016, Aarhus). Beginning in 2017, they appeared in LIPIcs volumes: 88
(WABI 2017, Boston), 113 (WABI 2018, Helsinki), 143 (WABI 2019, Boston), 172 (WABI
2020, held virtually in Pisa), 201 (WABI 2021, held virtually in Chicago), 242 (WABI 2022,
Potsdam) and 273 (WABI 2023, Houston).

Solon P. Pissis and Wing-Kin Sung
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