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The authors wish to make the following corrections to their paper [1].

In the original publication, there was a mistake in Table 1 as published. While editing
Table 1, there has been a row offset for the “PDB ID and Structural Insights” column.
Moreover, the final lysine residue was missing on the BsrG sequence. Consequently, the
size, the charge and the GRAVY index have been modified. The corrected Table 1 appears
below. The authors apologize for any inconvenience caused and state that the scientific
conclusions are unaffected. The original publication has also been updated.

check for

updates
Citation: Nonin-Lecomte, S.;
Fermon, L.; Felden, B.; Pinel-Marie,
M.-L. Correction: Nonin-Lecomte
et al. Bacterial Type I Toxins: Folding
and Membrane Interactions. Toxins
2021, 13, 490. Toxins 2021, 13, 878.
https:/ /doi.org/10.3390/toxins
13120878

Received: 17 November 2021
Accepted: 1 December 2021
Published: 9 December 2021

Publisher’s Note: MDPI stays neutral
with regard to jurisdictional claims in
published maps and institutional affil-

iations.

Copyright: © 2021 by the authors.
Licensee MDPI, Basel, Switzerland.
This article is an open access article
distributed under the terms and
conditions of the Creative Commons
Attribution (CC BY) license (https://
creativecommons.org/licenses /by /
4.0/).

Toxins 2021, 13, 878. https:/ /doi.org/10.3390/toxins13120878 https://www.mdpi.com/journal/toxins


https://www.mdpi.com/journal/toxins
https://www.mdpi.com
https://orcid.org/0000-0001-5155-8088
https://orcid.org/0000-0003-2803-0626
https://orcid.org/0000-0001-5128-0741
https://doi.org/10.3390/toxins13120878
https://doi.org/10.3390/toxins13120878
https://doi.org/10.3390/toxins13120878
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.3390/toxins13120878
https://www.mdpi.com/journal/toxins
https://www.mdpi.com/article/10.3390/toxins13120878?type=check_update&version=1

Toxins 2021, 13, 878 20f2
Table 1. Overview of membrane-associated type I toxins from toxin-antitoxin systems for which insights into their
mechanism of action have been published. Predicted or experimentally determined (according to respective PDB file)
a-helix are highlighted in orange and (3-sheet in yellow. When the structure has not been experimentally determined, «-helix
have been predicted with Jpred4 (http:/ /www.compbio.dundee.ac.uk/jpred/index.html, accessed on 5 April 2021) [27].
Transmembrane domains are delimited by lipid representation surrounding each sequence and have been predicted with
TMPRED (https:/ /embnet.vital-it.ch/software/TMPRED_form.html, accessed on 5 April 2021). Boxes colored in blue
correspond to the toxins inducing morphological changes as a primary detected effect, the green one for toxins inducing
membrane perturbations as a primary detected effect and the grey one is for toxins with dual effects. Polar amino acids are
shown in green, negatively charged amino acids in red and positively charged amino acids in blue. Cysteins are shown
in orange. The charge and the hydrophobicity index (based on Kyte-Doolittle scale) have been calculated thanks to the R
package «Peptides» [28,29]. Unexpected results like low hydrophobicity or global negative charge have been written in red.

. PDB ID and
Bactef 1a Toxins  Size (aas) Amino Acids Sequence with the a-Helical Transmembrane Domain Structural Charge GRAVY
Species . Index
Insights
@A ANAAAAANY
HokB 49 MKHNPLVVCLLIIC ITILTFTLLTRQTLYELRFRDGDKEVAALMACTSR 213 059
TisB 29 m?vﬁﬁffﬁxff\'/m\fémwxnx (T+) 0.98 1.62
LdrA 35 o e Molecular 222 076
MTLAQFAMIFWHDLAAPILAGIITAAIVSWHRNRK (I++) modeling
L R S )
E. coli LdrD 35 MTFAELGMAFWHE)%IWNKRR (I++) PDB: 5LBJ 1.22 0.69
IbsC 19 mm@ (1+) 0.97 2.44
ShoB 26 MTDCRYLIKRVIRITIAVLOLILLEL (O+) 2.94 1.59
O AAAAANAS AAAAAAND
frae pem e Molecular
i MIDKAIIVKGALIALLELIRFLLOLLN (I++) —
DinQ 27 MIDKATTVEC LLELIRFLLC modeling 0.02 1.79
[ e e di s s aaaas ]
E. faecalis Fst 33 VKD NI RHMIECDEEDDSRE  (1+) PDB: 2KV5 -3.02 0.42
MIVYESTMIMINFGOL TINTVLL T PNTMMIVTSSQKKK  (T4++)
B.subtilis | BstG 38 S EE LI L LI 1.98 1.00
L. rhamnosus Lpt 29 WSFDKmmBNHK (I++) MOIECL_ﬂar 1.22 0.82
O @ modeling
o e PDB: 6GIG +
H.pylori | AapAl 30 MATKHGKNSHELINIIKISINGERVVVIER - (I++) Molecular 7.18 0.15
modeling
PDB: 4B19 +
SprAl 30 MLTFVHI TAPVISGCATAFFSYWLSRRNTK (O+) Molecular 3.18 1.00
Saaase T aaasaaae modeling
S. aureus @~ e .
SprGls 31 MITISTMLOFGLFLIALIGLVIKLIELSNKK (O-) PDB: 7NS1 1.98 1.39
O~~~ L ]
SprGlu 44 MVALLKSLERRRLMIT 1 STMLQFGLFLIAL IGLV IKLIELSNKK (O+) Molecular 497 1.01
3 e e modeling ) ’
Reference

1.

Nonin-Lecomte, S.; Fermon, L.; Felden, B.; Pinel-Marie, M.-L. Bacterial Type I Toxins: Folding and Membrane Interactions. Toxins

2021, 13, 490. [CrossRef]


http://www.compbio.dundee.ac.uk/jpred/index.html
https://embnet.vital-it.ch/software/TMPRED_form.html
http://doi.org/10.3390/toxins13070490

	References

