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Message from the Guest Editors

In the past decade, the notion of biological data, which
encompass genomics, proteomics, metabolomics, other -
omics and related phenotypic data, has shi ed in
magnitude. To extract useful information from these
datasets rapidly, the field of bioinformatics is increasingly
relying on machine learning (ML) algorithms to conduct
predictive analytics and gain greater insights into the
complex biological processes. Machine learning involves
programming computers to classify or predict events using
example data or past experience. Machine learning
includes deep learning, natural language processing, and
biocuration tools that are becoming increasingly important
to transform huge volumes of genomic data both from
research and clinical contexts into actionable knowledge.
Now is the time for coordinated community efforts that
address the challenges and opportunities in bioinformatics
for the next decade. In this Special Issue, we invite you to
present your leading work in novel algorithms and tools for
computational analysis of Bioinformatics data, thus
contributing to this collection of some of the most recent
advances in our field in one place.
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Message from the Editor-in-Chief

Genes are central to our understanding of biology, and
modern advances such as genomics and genome editing
have maintained genetics as a vibrant, diverse and
fastmoving field. There is a need for good quality, open
access journals in this area, and the Genes team aims to
provide expert manuscript handling, serious peer review,
and rapid publication across the whole discipline of
genetics. Starting in 2010, the journal is now well
established and recognised.

Why not consider Genes for your next genetics paper?

an Open Access Journal by MDPI

5.22.8

Author Benefits

Open Access: free for readers, with article processing charges (APC) paid by authors or
their institutions.
High Visibility: indexed within Scopus, SCIE (Web of Science), PubMed, MEDLINE, PMC,
Embase, PubAg, and other databases.
Journal Rank: JCR - Q2 (Genetics and Heredity) / CiteScore - Q2 (Genetics (clinical))

Contact Us

Genes Editorial Office
MDPI, Grosspeteranlage 5
4052 Basel, Switzerland

Tel: +41 61 683 77 34
www.mdpi.com

mdpi.com/journal/genes
genes@mdpi.com

@Genes_MDPI

https://www.ncbi.nlm.nih.gov/pubmed/?term=2073-4425
https://www.mdpi.com/openaccess
http://www.mdpi.com/journal/genes/apc
https://www.scopus.com/sourceid/19700188368
https://mjl.clarivate.com/search-results?issn=2073-4425&hide_exact_match_fl=true&utm_source=mjl&utm_medium=share-by-link&utm_campaign=search-results-share-this-journal
https://pubmed.ncbi.nlm.nih.gov/?term=%2522Genes%2522%255Bjour%255D&sort=pubdate
https://pubmed.ncbi.nlm.nih.gov/?term=Genes%255Bjour%255D&filter=other.medline&sort=pubdate&size=200
https://www.ncbi.nlm.nih.gov/pmc/journals/2104/
https://www.embase.com/login
https://pubag.nal.usda.gov/?_=1643984047325&f%255Bjournal_name%255D%255B%255D=Genes&q=genes&search_field=journal_text&sort=date-desc
https://www.mdpi.com/journal/genes/indexing
https://mdpi.com
https://mdpi.com/journal/genes

	Novel Algorithms for Computational Analysis of Bioinformatics Data

