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Issei Imoto

It is with great pleasure that, from 1 January 2020, I have
taken over the role of Editor-in-Chief from Professor
Katsushi Tokunaga, who founded Human Genome Var-
iation (HGV), the second official journal of the Japan
Society of Human Genetics, and worked diligently to
increase its profile. For the last 6 years, the editorial
committee has been successfully managed under his
strong leadership. This open-access journal, launched in
2014, has attained a unique position in the human
genetics/genomics research community. On behalf of the
Editorial Board of the HGV, its authors and readers, I
sincerely want to thank Professor Tokunaga for all his
contributions to the journal.

During the years that I have been associated with HGV
as a member of the Editorial Board, I have seen and
experienced the success of this unique open-access,
online-only journal. An innovative feature of the journal is
a curated database of the underlying data from Data
Reports, which is growing into an important resource for
the human genetics/genomics community. The rapidly
changing field of genomic technologies, especially next-
generation sequencing and genome editing, are revealing
more and more genetic variants responsible for or asso-
ciated with various human diseases and traits. HGV aims
to provide a coherent link between a published paper and
the underlying data deposited in an accompanying data-
base. This open-access database of variations and varia-
bility can be searched, filtered and variously used to
further the progress of genomics research. Articles pub-
lished in this journal are also fully open access, allowing
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for the widest dissemination, visibility, and impact of
authors’ research. The intended audience for this journal
is researchers, scientists, clinicians, genetic counsellors
and those interested in human genetics/genomics, from
all sectors and from around the world. We warmly wel-
come submissions from the scientific community. We
assure authors submitting to the journal of efficient and
respectful handling of their manuscripts and, in particular,
of a shorter submission to decision time.

I am truly honored to assume the responsibility of the
Editor-in-Chief of HGV, and also very proud to be
working with an outstanding internationally diverse team
of Associate Editors, members of the Editorial Board,
reviewers, and the supporting staff in Springer Nature. As
the new Editor-in-Chief, I will strive to continue to
improve and enhance the quality and reputation of HGV.
I welcome suggestions, discussions and thoughts from the
readers, authors, reviewers, and editors to help me to
understand and rectify any problems with the journal.

I am enthusiastic about this opportunity and look for-
ward to working with you over the coming years.

Conflict of interest
The author declares no conflict of interest.

Publisher's note:
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Received: 27 February 2020 Accepted: 27 February 2020.
Published online: 19 March 2020

Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing, adaptation, distribution and reproduction
in any medium or format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if

changes were made. The images or other third party material in this article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the material. If
material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain
permission directly from the copyright holder. To view a copy of this license, visit http://creativecormmons.org/licenses/by/4.0/.

Official journal of the Japan Society of Human Genetics


http://creativecommons.org/licenses/by/4.0/
mailto:iimoto@aichi-cc.jp

	A message from the new Editor-in-Chief of the Human Genome Variation
	Acknowledgements




