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Correction: peptidoglycan: a post-genomic

analysis

Caroline Cayrou, Bernard Henrissat, Philippe Gouret, Pierre Pontarotti and Michel Drancourt’

Correction

After publication of [1] it has come to our attention that
the figure legends associated with the figures were in the
incorrect order. The corrected figure legends can be found
below (see Figures 1, 2, 3, 4 and 5). In addition in the
results section the sentence Among 42 tested Eukaryota,

only the Micromonas sp. genome encodes GT28, GT51
and GH103 (Table 1, Figure 1, Additional file 1) Should
read Among 42 tested Eukaryota, only the Micromonas sp.
genome encodes GT28, GT51 and GH103 (Table 1,
Figure 5, Additional file 1)

We would like to apologize for any inconvenience.

a) b)
PG
Pearson's
correlation  significativity
value

GT28 0.656 0.000
GT51 0.963 0.000
GH23 0.643 0.000
GH25 0.178 0.000
GH73 0.286 0.000
GH102 0.182 0.000
GH103 0.203 0.000
GH104 0.078 0.008
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Component 2

Figure 1 Multiple variable analysis of peptidoglycan metabolism genes. a) Pearson correlation test results. We compared the absence of each
gene with the absence of PG. We excluded values obtained from genomes with no information for PG. b) Principal component analysis results.
We compared the absence of each gene with the absence of PG. We excluded values obtained from genomes with no information for PG.
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Figure 2 A 16S rDNA sequence phylogenetic tree-like representation. This representation features Bacteria phyla comprising organisms with
a GT51 gene (black), phyla including some close representatives without a GT51 gene (green), phyla including isolated representatives without a
GT51 gene (blue) and phyla for which all representatives lack a GT51 gene (red).
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Figure 3 Phylogenic 16S rDNA gene-based tree extracted from a 1,114 sequence tree from IODA. GT51 gene loss events are presented by

a red square.




Cayrou et al. BMIC Microbiology 2014, 14:123
http://www.biomedcentral.com/1471-2180/14/123

Page 3 of 4

Pirellula staleyi DSM 6068
Rhodopirellula baltica SH1
Pl is DSM 5305
Planctomyces it DSM 3776
I pallida ATCC 43644

>— PG-less organisms

Candidatus Kuenenia stuttgartiensis

C garita is DSM 4522
——— 1 Opitutus terrae PB90 1 PG duci
. Akkermansia muciniphila ATCC BAA 835 - -producing
Methylacidiphilum infernorum V4 —‘ organism
Candidatus Protoc di bophila UWE25

_é—. Waddia chondrophila WSU 86 1044

: Chlamydophila pneumoniae AR39
4 Chlamydophila pneumoniae CWL029
—|—|| Chlamydophila pneumoniae J138
: Chlamydophila pneumoniae TW 183
'a Chlamydophila pneumoniae LPCoLN
Chlamydophila pecorum E58

Chlamydophila caviae GPIC
Chlamydophila psittaci 68C

Chlamydophila abortus S26/3
Chlamydophila felis Fe/C 56

Chlamydia muridarum == PG-|ess organisms

Chlamydia trachomatis 434/Bu

Chlamydia trachomatis L2b/UCH_1/proctitis
Chlamydia trachomatis A/HAR 13
Chlamydia trachomatis D/UW_3/CX
Chlamydia trachomatis D_EC
Chlamydia trachomatis D_LC
Chlamydia trachomatis E/11023
Chlamydia trachomatis E/150
Chlamydia trachomatis G/11074
Chlamydia trachomatis G/11222
Chlamydia trachomatis G/9301
Chlamydia trachomatis G/9768

Chlamydia trachomatis Sweden2

Figure 4 Phylogenic 16S rDNA gene-based tree extracted from a 1,114 sequence tree from IODA. GT51 gene gain event is represented by an
orange circle. GT51 gene loss events are presented by a red square.
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Figure 5 Intracellular structure and genome distribution of the PG genes in photosynthetic Eukaryotes. N = Nucleus, M = Mitochondria,

C = Chloroplast, Cp = Chromatophore, Nm = Nucleomorph.
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