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After the publication of this work [1], it was brought to
our attention that in Figure 1B it is erroneously shown
that Gam is transported by EII*#* and Aga is transported

transported by EI[%*™

by EIIS*™, The correct depiction should be that Gam is
and Aga is transported by EII*&
and the corrected figure is now shown in Figure 1.

Deaminase/

Deacetylase
Isomerase

Figure 1 (See legend on next page.)

Ellfoe Deaminase/ I Engen
A Repressor Subunit  1I1B liCc IID  [IAAga/Gam IsomeraseSubunit 1B IIC 1D
aldolase Deacetylase aldolase
agaR kbaZ  agaV agaW  agaE agaF agaA agaS kbaY agaB agaC agaD agal ?

E. coliC W»»*—W—M#
<« » i —>

+
NH;

— NagA NagB PikA
GIcNAC _Qg“Man/Na@_p GlcNAc-6-P— GlcN-6-P——— Fructose-6-P—~—»Fructose 1,6-BP
— N\

ATP ADP

Ps P, ! 2.3 Kb deletion Ps )
" in K-12 strain Premature stop codons in agaC and agal
! in O157:H7. Annotated as truncated
and split genes in EDL933
Gam El|Gam PfkA
Deaminase/ (Phosphofructokinase)
Deacetylase Isomerase
Aga EllA®a  }—»Aga-6-P ——» Gam-6- Tagatose-6-P—~—®»Tagatose 1,6-BP
N~ AgaA AgaS + KbaY/KbaZ
. . NH, ATP ADP (Aldolase) Dihydroxyacetone-P
Exterior Interior +
Fructose Glyceraldehyde-3-P
bisphosphate
aldolase

* Correspondence: amitmukherjee@fda.hhs.gov

Division of Molecular Biology, Office of Applied Research and Safety
Assessment, Center for Food Safety and Applied Nutrition, U.S. Food and
Drug Administration, Laurel, MD 20708, USA

© 2014 Hu et al, licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/licenses/by/4.0), which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly credited. The Creative Commons Public Domain
Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available in this article,
unless otherwise stated.

( BioMVed Central


mailto:amit.mukherjee@fda.hhs.gov
http://creativecommons.org/licenses/by/4.0
http://creativecommons.org/publicdomain/zero/1.0/

Hu et al. BMC Microbiology 2014, 14:127
http://www.biomedcentral.com/1471-2180/14/127

Page 2 of 2

( (See figure on previous page.)

NagB do not substitute for each other.

Figure 1 The aga/gam regulon and the Aga, Gam, and GIcNAc pathways in E. coli. (A) The genetic map (not drawn according to scale)
shows the 13 genes and the protein products that they code for in the 12.3 Kb aga/gam cluster in E. coli C. The agal gene was predicted to code
for Gam-6-P deaminase/isomerase but this study and that of Leyn et al. [24] show that aga$S codes for this deaminase. The question mark next to
agal indicates that the function of this gene is now uncertain. Py, P, and Ps are the promoters and the arrows indicate the direction of transcrip-
tion. The 2.3 Kb deletion in the K-12 strain is shown and the truncated agaC gene and the split agal gene as annotated in strain EDL933 are
shown in gray arrows. (B) The Aga/Gam and the GIcNAc pathways are depicted in this figure. The only change from what was known before
about the Aga/Gam pathway [1], [6] is that AgaS carries out the deamination step and not Agal as was known before. The GIcNAc pathway is
shown to indicate the interplay between AgaA and NagA but not between AgaS and NagB as shown from this study. The upward vertical arrow
from NagA indicates that it can substitute for AgaA and the downward vertical arrow indicates that AgaA can substitute for NagA when it is
over-expressed. The upward vertical arrow from NagB with an X in the middle and a similar downward arrow from Aga$ indicate that AgaS and

We regret any confusion caused by this error. We wish
to thank Dr. Jacqueline Plumbridge for bringing this
error to our attention.
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