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Lovro Vrček, Xavier Bresson, Thomas Laurent, Martin Schmitz, Kenji Kawaguchi, and Mile Šikic ́

Multisample motif discovery and visualization for tandem repeats 850OA

Yaran Zhang, Marc Hulsman, Alex Salazar, Niccolò Tesi, Lydian Knoop, Sven van der Lee,
Sanduni Wijesekera, Jana Krizova, Erik-Jan Kamsteeg, and Henne Holstege

RAmbler resolves complex repeats in human Chromosomes 8, 19, and X 863OA

Sakshar Chakravarty, Glennis Logsdon, and Stefano Lonardi

Enhancing nanopore adaptive sampling for PromethION using readfish at scale 877OA

Rory Munro, Alexander Payne, Nadine Holmes, Chris Moore, Inswasti Cahyani, and Matthew Loose

(continued)



Nanopore-based consensus sequencing enables accurate multimodal tumor cell-free
DNA profiling

886OA

Li-Ting Chen, Myrthe Jager, Dàmi Rebergen, Geertruid J. Brink, Tom van den Ende,
Willem Vanderlinden, Pauline Kolbeck, Marc Pagès-Gallego, Ymke van der Pol, Nicolle Besselink,
Norbert Moldovan, Nizar Hami, Wigard P. Kloosterman, Hanneke van Laarhoven, Florent Mouliere,
Ronald Zweemer, Jan Lipfert, Sarah Derks, Alessio Marcozzi, and Jeroen de Ridder

De novo detection of somatic variants in high-quality long-read single-cell RNA sequencing data 900OA

Arthur Dondi, Nico Borgsmüller, Pedro F. Ferreira, Brian J. Haas, Francis Jacob,
Viola Heinzelmann-Schwarz, Tumor Profiler Consortium, and Niko Beerenwinkel

Integration of transcriptomics and long-read genomics prioritizes structural variants in rare disease 914OA

Tanner D. Jensen, Bohan Ni, Chloe M. Reuter, John E. Gorzynski, Sarah Fazal, Devon Bonner,
Rachel A. Ungar, Pagé C. Goddard, Archana Raja, Euan A. Ashley, Jonathan A. Bernstein,
Stephan Zuchner, Undiagnosed Diseases Network, Michael D. Greicius, Stephen B. Montgomery,
Michael C. Schatz, Matthew T. Wheeler, and Alexis Battle

De novo antibody identification in human blood from full-length single B cell transcriptomics
and matching haplotype-resolved germline assemblies

929OA

John Beaulaurier, Lynn Ly, J. Andrew Duty, Carly Tyer, Christian Stevens, Chuan-Tien Hung,
Akash Sookdeo, Alex W. Drong, Shreyas Kowdle, Axel Guzman-Solis, Domenico Tortorella,
Daniel J. Turner, Sissel Juul, Scott Hickey, and Benhur Lee

Single-cell Rapid Capture Hybridization sequencing reliably detects isoform usage and coding
mutations in targeted genes

942OA

Hongke Peng, Jafar S. Jabbari, Luyi Tian, Changqing Wang, Yupei You, Chong Chyn Chua,
Natasha S. Anstee, Noorul Amin, Andrew H. Wei, Nadia M. Davidson, Andrew W. Roberts,
David C.S. Huang, Matthew E. Ritchie, and Rachel Thijssen

Rapid and accurate demultiplexing of direct RNA nanopore sequencing data with SeqTagger 956OA

Leszek P. Pryszcz, Gregor Diensthuber, Laia Llovera, Rebeca Medina, Anna Delgado-Tejedor,
Luca Cozzuto, Julia Ponomarenko, and Eva Maria Novoa

Accurate fusion transcript identification from long- and short-read isoform sequencing at bulk
or single-cell resolution

967OA

Qian Qin, Victoria Popic, Kirsty Wienand, Houlin Yu, Emily White, Akanksha Khorgade, Asa Shin,
Christophe Georgescu, Catarina D. Campbell, Arthur Dondi, Niko Beerenwinkel, Francisca Vazquez,
Aziz M. Al’Khafaji, and Brian J. Haas

Quality assessment of long read data in multisample lrRNA-seq experiments using SQANTI-reads 987
Netanya Keil, Carolina Monzó, Lauren McIntyre, and Ana Conesa

Long-read RNA sequencing reveals allele-specific N6-methyladenosine modifications 999
Dayea Park and Can Cenik

Biosurfer for systematic tracking of regulatory mechanisms leading to protein isoform diversity 1012
Mayank Murali, Jamie Saquing, Senbao Lu, Ziyang Gao, Emily F. Watts, Ben Jordan,
Zachary Peters Wakefield, Ana Fiszbein, David R. Cooper, Peter J. Castaldi, Dmitry Korkin,
and Gloria M. Sheynkman

(continued)



Optimizing nanopore adaptive sampling for pneumococcal serotype surveillance in complex
samples using the graph-based GNASTy algorithm

1025OA

Samuel T. Horsfield, Basil C.T. Fok, Yuhan Fu, Paul Turner, John A. Lees, and Nicholas J. Croucher

Taurine pangenome uncovers a segmental duplication upstream of KIT associated
with depigmentation in white-headed cattle

1041

Sotiria Milia, Alexander S. Leonard, Xena Marie Mapel, Sandra Milena Bernal Ulloa,
Cord Drögemüller, and Hubert Pausch

Evaluation of strategies for evidence-driven genome annotation using long-read RNA-seq 1053OA

Alejandro Paniagua, Cristina Agustín-García, Francisco J. Pardo-Palacios, Thomas Brown,
Maite De Maria, Nancy D. Denslow, Camila J. Mazzoni, and Ana Conesa

OAOpen Access paper

Cover Part 2 of the Special Issue on Long-read DNA Sequencing Applications in Biology
andMedicine, Guest Edited by Drs. Ana Conesa, Alexander Hoischen, and Fritz Sedlazeck,
focuses on original research offering novel biological and clinical insights gained using
long-read DNA and RNA sequencing technologies and other long molecule
approaches. Significant advances in long-read sequencing analysis methods and their
implementation are also highlighted. On the cover, long strands representing DNA and
RNA emerge from a cross section of a cell, with nucleosomes visible within. Primary
colors represent different nucleotides. Floating circular motifs and the patterned
background allude to characteristics of long-read sequencing technologies. The
composition draws inspiration from Kandinsky, aiming to convey the inherent
musicality of genetic material—the “music of life”—through the dynamic, whimsical
forms of the lines and their vibrant color. This cover mirrors that of Part 1, and together
they form a complete image representative of the Long-read DNA and RNA Sequencing
Special Collection. (Illustration by Alex Cagan, University of Cambridge [https://www
.alexcagan.com/].)

https://genome.cshlp.org/content/34/11.cover-expansion
https://genome.cshlp.org/site/misc/special_issue.xhtml
https://genome.cshlp.org/site/misc/special_issue.xhtml
https://www.alexcagan.com/
https://www.alexcagan.com/
https://www.alexcagan.com/
https://www.alexcagan.com/

