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In the published article, there was an error in Figure 1 as published. The blue line delimiting DesK’s first transmembrane segment should end at the aminoacid residue I30 instead of I24. The corrected Figure 1 and its caption:
[image: Figure 1]FIGURE 1 | Amino acid sequence alignment of HKs, DesK, YvfT, BA5598 and SA1313. Identical amino acids are shown highlighted in black and similar ones are highlighted in gray. TMS are marked above the DesK sequence in blue (Cybulski et al., 2010). The red asterisk indicates the phosphorylatable His.
“Amino acid sequence alignment of HKs, DesK, YvfT, BA5598 and SA1313. Identical amino acids are shown highlighted in black and similar ones are highlighted in gray. TMS are marked above the DesK sequence in blue (Cybulski et al., 2010). The red asterisk indicates the phosphorylatable His)” appear below.
The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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