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This book constitutes the refereed proceedings of the 19th
International Symposium on Bioinformatics Research and Applications,
ISBRA 2023, held in Wrocaw, Poland, during October 9–12, 2023. The
28 full papers and 16 short papers included in this book were carefully
reviewed and selected from 89 submissions. They were organized in
topical sections as follows: reconciling inconsistent molecular
structures from biochemical databases; radiology report generation via
visual recalibration and context gating-aware; sequence-based
nanobody-antigen binding prediction; and hist2Vec: kernel-based



embeddings for biological sequence classification.


