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A Corrigendum on
A long-awaited
family Halomonadaceae

taxogenomic investigation of the

by de la Haba, R. R., Arahal, D. R., Sdnchez-Porro, C., Chuvochina, M., Wittouck, S., Hugenholtz,
P., and Ventosa, A. (2023). Front. Microbiol. 14:1293707. doi: 10.3389/fmicb.2023.1293707

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
etal., 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 ITIT = ATCC 492407 = CECT 5286" = CIP 105504T = DSM
30517 = 1AM 144407 = JCM 212237 = NBRC 102410".

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’phila. Gr. masc. n. hals [gen. halos], salt; N.L. fem. adj.

suff. -phila, friend, loving; from Gr. fem. adj. philé, loving; N.L. fem. adj. halophila, salt-
loving).
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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 ITIT = ATCC 49240 = CECT 52867
= CIP 1055047 = DSM 30517 = IAM 14440T = JCM 212237 =
NBRC 1024107,

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.
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