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A corrigendum on
 A long-awaited taxogenomic investigation of the family Halomonadaceae
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In the published article, there was an error in the formation of the new combination Vreelandella utahensis, which should have been named Vreelandella halophila comb. nov. instead, using the earliest legitimate epithet of the species in application of Rule 41a (Oren et al., 2023).

A correction has been made to the Taxonomic conclusions section, specifically to the Description of Vreelandella utahensis comb. nov. This section previously stated:

“Description of Vreelandella utahensis comb. nov.

Vreelandella utahensis (u.ta.hen'sis. N.L. fem. adj. utahensis, referring to Utah).

Basonym: Halomonas utahensis Sorokin and Tindall, 2006.

The description is as given in the proposal of the basonym (Sorokin and Tindall, 2006), with the following addition. The genome size of the type strain is 3.73 Mbp. The DNA G + C content is 55.8 mol%.

Isolated from surface water from the North Arm of Great Salt Lake (United States).

The type strain is isolate IIIT = ATCC 49240T = CECT 5286T = CIP 105504T = DSM 3051T = IAM 14440T = JCM 21223T = NBRC 102410T.

Type strain genome sequence accession number: GCA_007991175.1.

Type strain 16S rRNA gene sequence accession number: AJ306893.”

The corrected section appears below:

“Description of Vreelandella halophila comb. nov.

Vreelandella halophila (ha.lo'phi.la. Gr. masc. n. hals [gen. halos], salt; N.L. fem. adj. suff. -phila, friend, loving; from Gr. fem. adj. philê, loving; N.L. fem. adj. halophila, salt-loving).

Basonym: Pseudomonas halophila Fendrich 1989.

The description is as given in the proposal of the homotypic synonym Halomonas utahensis (Sorokin and Tindall, 2006), with the following addition. The genome size of the type strain is 3.73 Mbp. The DNA G + C content is 55.8 mol%.

Isolated from surface water from the North Arm of Great Salt Lake (United States).

The type strain is isolate IIIT = ATCC 49240T = CECT 5286T = CIP 105504T = DSM 3051T = IAM 14440T = JCM 21223T = NBRC 102410T.

Type strain genome sequence accession number: GCA_007991175.1.

Type strain 16S rRNA gene sequence accession number: AJ306893.”

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way.


Acknowledgments

The authors thank Meng-Syun Li (National Chung Hsing University, Taiwan) for having detected the illegitimacy of the proposed new combination Vreelandella utahensis, and A. Oren (The Hebrew University of Jerusalem) for his advice on how to sort out this issue.



Publisher's note

All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.



References

 Oren, A., Arahal, D. R., Göker, M., Moore, E. R. B., Rossello-Mora, R., and Sutcliffe, I. C. (2023). International Code of Nomenclature of Prokaryotes. Prokaryotic Code (2022 Revision). Int. J. Syst. Evol. Microbiol. 73:005585. doi: 10.1099/ijsem.0.005585

Copyright
 © 2025 de la Haba, Arahal, Sánchez-Porro, Chuvochina, Wittouck, Hugenholtz and Ventosa. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.



OPS/xhtml/Nav.xhtml




Contents





		Cover



		Corrigendum: A long-awaited taxogenomic investigation of the family Halomonadaceae



		Acknowledgments



		Publisher's note



		References

















OPS/images/cover.jpg
& frontiers | Frontiers in Microbiology

Corrigendum: A long-awaited
taxogenomic investigation of the
family Halomonadaceae











OPS/images/crossmark.jpg
©

|






OPS/images/logo.jpg
& frontiers | Frontiers in Microbiology







