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ABSTRACT Microbial extracellular proteins and metabolites provide valuable informa­
tion concerning how microbes adapt to changing environments. In cyanobacteria, 
dynamic acclimation strategies involve a variety of regulatory mechanisms, being 
ferric uptake regulator proteins as key players in this process. In the nitrogen-fixing 
cyanobacterium Anabaena sp. strain PCC 7120, FurC (PerR) is a global regulator that 
modulates the peroxide response and several genes involved in photosynthesis and 
nitrogen metabolism. To investigate the possible role of FurC in shaping the extracellular 
environment of Anabaena, the analysis of the extracellular metabolites and proteins of 
a furC-overexpressing variant was compared to that of the wild-type strain. There were 
96 differentially abundant proteins, 78 of which were found for the first time in the 
extracellular fraction of Anabaena. While these proteins belong to different functional 
categories, most of them are predicted to be secreted or have a peripheral location. 
Several stress-related proteins, including PrxA, flavodoxin, and the Dps homolog All1173, 
accumulated in the exoproteome of furC-overexpressing cells, while decreased levels of 
FurA and a subset of membrane proteins, including several export proteins and amiC 
gene products, responsible for nanopore formation, were detected. Direct repression 
by FurC of some of those genes, including amiC1 and amiC2, could account for odd 
septal nanopore formation and impaired intercellular molecular transfer observed in 
the furC-overexpressing variant. Assessment of the exometabolome from both strains 
revealed the release of two peptidoglycan fragments in furC-overexpressing cells, 
namely 1,6-anhydro-N-acetyl-β-D-muramic acid (anhydroMurNAc) and its associated 
disaccharide (β-D-GlcNAc-(1-4)-anhydroMurNAc), suggesting alterations in peptidogly­
can breakdown and recycling.

IMPORTANCE Cyanobacteria are ubiquitous photosynthetic prokaryotes that can adapt 
to environmental stresses by modulating their extracellular contents. Measurements 
of the organization and composition of the extracellular milieu provide useful informa­
tion about cyanobacterial adaptive processes, which can potentially lead to biomimetic 
approaches to stabilizing biological systems to adverse conditions. Anabaena sp. strain 
PCC 7120 is a multicellular, nitrogen-fixing cyanobacterium whose intercellular molecular 
exchange is mediated by septal junctions that traverse the septal peptidoglycan through 
nanopores. FurC (PerR) is an essential transcriptional regulator in Anabaena, which 
modulates the response to several stresses. Here, we show that furC-overexpressing cells 
result in a modified exoproteome and the release of peptidoglycan fragments. Phenotyp­
ically, important alterations in nanopore formation and cell-to-cell communication were 
observed. Our results expand the roles of FurC to the modulation of cell-wall biogenesis 
and recycling, as well as in intercellular molecular transfer.
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C yanobacteria are photosynthetic prokaryotes whose outstanding metabolic 
plasticity allows them to populate a wide range of habitats. As cyanobacteria 

are exposed to dynamic environmental conditions, they have developed sophisticated 
defense and detoxification systems to ameliorate the consequences of stress-induced 
reactive oxygen species (ROS). While the dynamics of cyanobacterial intracellular 
processes related to stress responses has been studied intensively (1–12), there are 
significant gaps in our understanding of the stresses managed in the extracellular space. 
In addition to a variety of exometabolites, cyanobacterial extracellular milieu is rich in 
proteins, whether they are actively secreted or not (13–18). As part of the exoproteome, 
cyanobacteria release outer membrane vesicles, which could be involved in cell-to-cell 
communication, nutrient uptake, and the management of several environmental stresses 
(19–21). At present, only a few comparative analyses of cyanobacterial exoproteomes 
performed under nutritional or other stress conditions are available (13, 14, 16, 22, 
23). The presence of several metal-related proteins, as well as others normally involved 
in the intracellular oxidative stress response, such as superoxide dismutases, catalases, 
and rubrerytrin, has been described in the exoproteome of different cyanobacteria (13, 
14, 22). Actually, previous information about the exoproteome of the organism under 
study, the filamentous nitrogen-fixing cyanobacterium Anabaena sp. strain PCC 7120 
(herein named Anabaena), revealed not only the presence of such proteins but also 
their enzymatic activities, detecting catalase and superoxide dismutase activities in the 
isolated culture supernatants (13). Additionally, several analyses of the Anabaena and 
Nostoc exoproteomes also showed perturbations related to nutrient availability (i.e., 
combined nitrogen) and changes in the composition and organization of the extracellu­
lar matrix influencing cellular communication with the environment (13, 14).

In the absence of combined nitrogen, specific cells in Anabaena filaments differen-
tiate into heterocysts, in which atmospheric N2 is reduced by nitrogenase (24, 25). 
To preserve oxygen-sensitive nitrogenase activity, heterocysts lack oxygen-producing 
photosystem II and are encased in a multilayered envelope containing heterocyst-spe­
cific polysaccharide and glycolipid layers. Filamentous cyanobacteria are, therefore, 
multicellular organisms with programmed cell division. Hence, environmental stresses 
affect not only filament relationships with the extracellular milieu but also conditions 
such as intercellular communication, differentiation, and mass transfer processes (26). 
Septal junctions (SJs) are gap junction analogs in cyanobacteria that connect the 
cytoplasms of adjacent cells by crossing through discrete perforations in the peptido­
glycan (PG) layer termed nanopores (27). Septal junction closure is triggered by the 
loss of membrane potential, as well as by different stresses, due to a structural rear­
rangement, which induces the closure of SJs gating cell connection and molecular 
exchange, resulting in reversible loss of communication and mass transfer between 
cells (28). However, until present, the regulation of these mechanisms is not completely 
understood.

Ferric uptake regulator (FUR) proteins are prokaryotic metalloregulators that control 
a large number of genes involved in different stress responses. In Anabaena, the FUR 
family consists of three paralogs, namely FurA (Fur), FurB (Zur), and FurC (PerR) (29). 
The Anabaena peroxide response regulator FurC is a global regulator whose regulon 
expands beyond the control of the oxidative stress response and includes genes involved 
in heterocyst differentiation, phycobilisome assembly, and cell division, among other 
functions (30, 31). Since FurC is an important environmental regulator in filamentous 
cyanobacteria, we hypothesized that furC overexpression would result in changes in the 
excreted proteins and metabolites that would provide insight into Anabaena adaptive 
processes. Proteomic analyses revealed a reduction in levels of AmiC and other proteins 
involved in cell-wall biogenesis in the extracellular milieu of the furC-overexpressing 
strain. This led us to evaluate nanopore formation and intercellular communication in 
this variant. Our results highlight the contribution of this transcriptional regulator in the 
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modulation of general cell-wall biogenesis and recycling processes, as well as in the 
intercellular transfer along the filament.

RESULTS

Overexpression of furC highly influences the extracellular proteomic profile 
of Anabaena

The exoproteome fractions obtained from cultures of two biological replicates of a furC- 
overexpressing strain, EB2770FurC (31), and wild type (WT) Anabaena were analyzed by 
sequential window acquisition of all theoretical mass spectra (SWATH-MS) to determine 
the differences in released proteins between both strains. There were 96 proteins 
significantly under- or overrepresented (P value ≤ 0.001; log2 fold change ≤ −2 or ≥ 
2) in the exoproteome fraction of EB2770FurC with respect to that of the WT strain 
(hereafter differentially abundant proteins [DAPs]; Fig. 1; Table S2). From the 96 total 
DAPs, 18 had been previously identified in the exoproteome fraction of Anabaena, 
whereas 78 correspond to proteins identified de novo in the extracellular fraction of this 
cyanobacterium (Table S2). As shown in Fig. 1A, the number of DAPs displaying lower 
levels in the EB2770FurC exoproteome vs WT Anabaena was higher (67 DAPs) than the 
number of proteins that showed increased abundance (29 DAPs; Fig. 1A).

The predictions for subcellular localization, presence of signal peptides, and putative 
secretion pathways indicate that the exoproteome of EB2770FurC is highly enriched 
in “peripheral” proteins (either predicted to be secreted, periplasmic, or located at 
the periphery of the lipid bilayer and likely loosely bound to cell membranes). Fig. 
1B shows that among 96 total DAPs, 80 (83%) were predicted to be “peripheral” (to 
be secreted and/or have extracellular/peripheral location), containing most of them a 
predicted Sec/SpI signal peptide. However, when higher and lower abundant DAPs were 
analyzed independently (Fig. 1C and D), clear differences in their distribution patterns 
were observed. Most underrepresented DAPs in the EB2770FurC exoproteome were 
predicted to be peripheral (90%), whereas distribution of DAPs present at higher relative 
abundance levels is more diversified, having predicted peripheral (69%), cytoplasmic 
(24%), or unknown (7%) localizations (Fig. 1C). Interestingly, most of the peripheral less 
abundant proteins contained the Sec/SPI signal peptide type predicted to be transloca­
ted by the general secretory (sec) pathway, while higher abundant proteins showed a 
clear enrichment of nonclassical secretion pathway proteins (Fig. 1D).

The over- and underrepresented proteins in the exoproteome of the furC-overex­
pressing strain were separately sorted into different functional categories according 
to the Cluster of Orthologous Groups (COG) classification (Fig. 2; Table S2). While 52 
proteins were classified into functional categories, the remaining 44 DAPs correspon­
ded to hypothetical or poorly characterized proteins. As seen in Fig. 2, under- and 
overrepresented proteins in the EB2770FurC exoproteome differed in their functional 
profiles. Most of the proteins with a known function that presented higher abundance 
in EB2770FurC exoproteome belonged to the functional categories of “energy produc­
tion and conversion and translation (nine DAPs)” and “posttranslational modification, 
turnover, and chaperones (four DAPs),” whereas in the underrepresented proteins of 
EB2770FurC, the cell-wall-related functional category (17 DAPs) is the most prominent 
(Fig. 2; Table S2). This group includes several porin-like proteins, namely the major outer 
membrane proteins Alr0834 (OprB-1), Alr4741, Alr7614, Alr4893, All4499, Alr4550, and 
Alr2269 (Omp85) (13, 32, 33); the outer membrane TolC transporter homolog HgdD 
(Alr2887) (34); the N-acetylmuramyl-L-alanine amidases AmiC1, AmiC2, and All4999 (35, 
36); and LptA (Alr4067), a protein of the lipopolysaccharide export system to the outer 
membrane (37), among others. Finally, it is noteworthy the strong decrease in the 
two-component hybrid sensor and regulator All1178 (−451.68-fold), whose function is 
unknown, and the FurA paralog (38) (−87.48-fold).

Outstanding DAPs with known functions overrepresented in the supernatant of 
EB2770FurC cultures were related to detoxification and protection against ROS, namely, 
the peroxiredoxin PrxA (11.69-fold higher) and the DNA-binding starvation-inducible 
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protein All1173 (7.84-fold) previously detected in the exoproteome of Anabaena (13, 
39), as well as the chaperonins GroES (7.86-fold) and GroL1 (7.38-fold) detected in this 
fraction here for the first time. Furthermore, the electron transport proteins ferredoxin-
NADP+ reductase (PetH; 6.38-fold) and flavodoxin (IsiB; 5.89-fold; Table S2), whose 
presence was previously reported in the exoproteome fraction of Anabaena (13, 39), 
were also more abundant in the EB2770FurC exoproteome.

The furC-overexpressing strain releases PG fragments

Untargeted small-molecule analysis (liquid chromatography mass spectrometry 
[LCMS]-based) of the filtered supernatants from Anabaena sp. PCC7120 and EB2770FurC 
cells revealed that furC-overexpressing cells released two PG fragments, namely, 
1,6-anhydro-N-acetylmuramic acid (anhMurNAc) and its associated β-(1-4)-linked 

FIG 1 An overview of quantitative proteomic results in EB2770FurC and WT exoproteomes. (A) Volcano plot displaying DAPs in the exoproteome of EB2770FurC 

and WT. Proteins are ranked in a volcano plot according to their statistical false discovery rate (FDR)-adjusted P-value “q-value” (y-axis) as –log10 and their 

relative abundance ratio (log2 fold change [EB2770FurC vs WT]). The cutoffs for significant changes are a fold change of −2 or less or ≥2 and a q-value ≤ 

0.001 (−Log10q-value ≥ 3). Blue spots show the proteins significantly underrepresented in the exoproteome of EB2770FurC, and pink spots show the proteins 

significantly overrepresented. (B, C, and D) Prediction of subcellular localization of the (B) total DAPs, (C) underrepresented DAPs, or (D) overrepresented DAPs in 

EB2770FurC exoproteome. The presence and type of signal peptide predicted by SignalP6 are shown for proteins with peripheral localization. NO SP, no signal 

peptide; SP (Sec/SPI), “standard” secretory signal peptides transported by the Sec translocon and cleaved by signal peptidase I (Lep); LIPO (Sec/SPII), lipoprotein 

signal peptides transported by the Sec translocon and cleaved by signal peptidase II (Lsp); TAT (Tat/SPI), Tat signal peptides transported by the Tat translocon and 

cleaved by signal peptidase I (Lep); TATLIPO (Tat/SPII), Tat lipoprotein signal peptides transported by the Tat translocon and cleaved by signal peptidase II (Lsp).
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disaccharide (GlcNAc-anhMurNAc). Both of these compounds were below the limit 
of detection in the WT strain media (Fig. 3). Anhydro-based PG fragments that do 
not contain a stem peptide result from the processing of the “reducing ends” of PG, 
indicating that FurC expression is associated with PG recycling processes (40, 41).

Integrity of the cell envelope is affected in the furC-overexpressing strain

In order to analyze the potential effects of furC overexpression on the integrity of the 
cell envelope, the effect of several harmful compounds that may affect the growth of 
strains with a compromised envelope was tested. As illustrated in Fig. 4, the addition 
of lysozyme, which catalyzes peptidoglycan hydrolysis, slightly hampered the growth of 
EB2770FurC cells, as did the addition of proteinase K. However, the most pronounced 
effect was observed when adding SDS (Fig. 4; Fig.S2).

FIG 2 Functional classification of total DAPs in the exoproteome of the furC-overexpressing strain EB2770FurC relative to that of Anabaena sp. strain PCC 7120. 

Functional categorization according to COG classification of lower abundance (blue) and higher abundance (pink) proteins.

FIG 3 Accumulation of specific cell wall fragments in cell-free media of Anabaena sp. strain PCC7120 and 

EB2770FurC cultures. Filtrated supernatants of the same cultures that were used for exoproteome profile 

determination were analyzed by LC-MS for the exometabolome profiling (WT, blue; EB2770FurC, pink). 

Structures were confirmed with authentic standards (for MS/MS, see Fig. S1).
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FurC directly regulates the expression of genes involved in cell-wall biogene­
sis and nanopore formation

Potential direct repression by FurC of several underrepresented DAPs related to cell-wall 
biogenesis in the EB2770FurC exoproteome was assessed by electrophoretic mobility 
shift assay (EMSAs; Table 1; Fig. 5A). FurC bound to the promoter regions of amidase-
encoding genes such as amiC1, amiC2, and all4999; the lipopolysaccharide export system 
genes such as lptA; and porin-encoding genes such as omp85 and alr4499, and hgdD. The 
influence of FurC overexpression on the transcriptional levels of these genes was further 
analyzed by real-time reverse transcription-PCR (RT-PCR) comparing the relative changes 
in mRNA levels between EB2770FurC and the WT strain. Fig. 5B shows that transcription 
of both murein amidases amiC1 and amiC2, as well as of lptA, was downregulated in 
the EB2270FurC strain (–1.60-, –1.97-, and −1.60-fold, respectively), indicating that FurC 
is a transcriptional repressor of these genes. Furthermore, since the small RNA Yfr1 is 
involved in cell-wall remodeling through the modulation of several porins, including 

FIG 4 Assessment of the outer membrane integrity in EB2770FurC cells. Representative images of the outer membrane integrity assays of EB2770FurC cells. 5 

µL of serial twofold dilutions of WT Anabaena sp. strain PCC7120 and the furC-overexpressing strain EB2770FurC at OD750 = 1.0 were spotted onto BG11C plates 

containing the indicated concentrations of the harmful compounds. Images were taken after 6 days of growth.

TABLE 1 Cell-wall-related proteins with lower abundance in the exoproteome of FurC-overexpressing strain with respect to that of Anabaena sp. strain PCC 7120

ORF Protein name; description Log2FC EMSAa

alr4067 LptA; lipopolysaccharide export system protein −4.11 +
alr2887 HgdD; heterocyst glycolipid deposition protein −3.90 +
alr3345 Hypothetical protein; CsgG family −3.83
alr0093 AmiC2; N-acetylmuramoyl-L-alanine amidase −3.69 +
alr3276 Probable outer membrane peptidase −3.58
alr1819 Hypothetical protein, fasciclin and S-layer homology domains −3.50
alr3608 Abp3; putative S-layer associated multidomain endoglucanase −3.33
all0495 Polysaccharide biosynthesis/export protein −3.32
alr0092 AmiC1; N-acetylmuramoyl-L-alanine amidase; −3.23 +
all4499 Probable carbohydrate-selective porin; OprB family −3.13 +
alr2269 Omp85; outer membrane protein insertion porin family −3.12 +
alr4550 Probable carbohydrate-selective porin; OprB family −3.00 −
alr4893 Outer membrane protein insertion porin family −3.00
all7614 Probable carbohydrate-selective porin; OprB family −2.97
alr0834 OprB-I; major outer membrane protein −2.86 −
all4999 N-acetylmuramoyl-L-alanine amidase −2.84 +
alr4741 Probable carbohydrate-selective porin; OprB family −2.73 −
aGenes whose promoter region was tested by EMSA with FurC showing the result as ±.
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amiC2 and Omp85 (42), the potential binding of FurC to yfr1 promoter region was tested, 
yielding a positive result.

Overexpression of furC in Anabaena dramatically impairs septal nanopore 
formation and intercellular molecular transfer

The amidases AmiC1 and AmiC2 are responsible for the formation of the nanopores in 
the septal PG disks, which facilitate intercellular molecular transfer. Deletion strains of 
these genes display fewer nanopores and decreased intercellular communication (35). 
Since FurC regulates amiC1, amiC2, and several cell-wall-related genes (Fig. 4) whose 

FIG 5 Evaluation of FurC direct regulation of genes coding for cell-wall and PG remodeling-related proteins showing lower 

levels in the exoproteome of a furC-overexpressing strain. (A) EMSAs were performed to test the in vitro interaction between 

FurC and the promoter regions of the selected genes. All assays were performed with DNA fragments free or incubated along 

with the indicated increasing concentrations of FurC (nM), separated in 6% PAGE gels. The internal fragment of gene pkn22 

(ifpkn22) was used as nonspecific competitor DNA. (B) Relative transcription of amiC1, amiC2, all4999, omp85, all4499, lptA, and 

hgdD genes was determined by real-time RT-PCR. Values are expressed as fold change and correspond to the average of three 

biological and three technical replicates. The SD is indicated. The threshold of fold change ±1.5 is shown in dotted lines.
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protein products decreased in the exoproteome fraction of the furC-overexpressing 
strain (Table S2), murein sacculi (PG) of WT and EB2770FurC strains were isolated and 
examined. As observed in Fig. 6; Fig. S3, the WT Anabaena displayed an average of 21 ± 
7 (n = 10) nanopores per septal disk, consistent with the typically reported number for 
this strain under similar conditions (i.e., BG11 medium) (35, 43–45). However, the septal 
PG disks of EB2770FurC exhibited a distinct phenotype, with a single central nanopore 
being the most common alteration (7/13), and even PG disks showing no nanopore at 
all (2/13; Fig. 6; Fig. S4). Out of the additional four PG disks analyzed, three had a single 
large “nanopore,” which has been associated with a septum in the process of formation 
(46, 47), and one presented aberrant nanopores (Fig. S4).

The observed nanopore structures in EB2770FurC prompted us to analyze poten­
tial alterations in the intercellular communication between the cells within individual 
filaments of this strain. This was tested by measuring the intercellular transfer of 
5-carboxyfluorescein (5-CF) and calcein between vegetative cells of BG11-grown cultures 
by fluorescence recovery after photobleaching (FRAP) analysis. Fig. 7 shows that, in 
contrast to the values usually obtained for WT Anabaena (44), the furC-overexpressing 
strain showed an exceptionally high percentage of noncommunicating cells. In fact, the 
recovery rate of fluorophore was completely abolished (R < 0.01 s−1) in 80% of cells for 
5-CF and 100% for calcein. Further analysis showed that though EB2770FurC filaments 
displayed 20% of communicating cells for 5-CF, the recovery rate decreased to 30% 
when compared to values reached with Anabaena filaments, indicating that EB2770FurC 
not only showed a higher percentage of noncommunicating cells but also that the 
intercellular transfer between the communicating cells was affected in this strain.

DISCUSSION

The composition of the extracellular milieu defines microbial interactions with the 
environment-modulating processes such as intercellular communication, toxin produc­
tion, or biofilm formation, tailoring bacterial ability to cope with different stresses (28, 48, 
49). Previous studies point to FurC as an essential stress regulator, playing a central 
function in the modulation of peroxide, as well as light and nitrogen responses in 
Anabaena (30, 31, 50–52). Furthermore, genome-wide identification of novel direct FurC 
targets unveiled the role of this protein in the regulation of central carbon metabolism 
(53). The FurC regulon also includes several genes encoding transporter components 
that are important contributors to cell molecular exchange with the environment, such 

FIG 6 Nanopore array example of septal PG disks of WT Anabaena sp. strain PCC 7120 and the 

furC-overexpressing strain EB2770FurC. Cells grown until the exponential phase were used for the 

isolation of PG and visualization by transmission electron microscopy, as described in Materials and 

Methods. Photographs are representative of between 10 and 13 PG disks photographed for each strain. 

Scale bars, 0.5 µm.
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as alr4028-33 (Fec system) operon, hgdC and zupT (30, 53). Consequently, the deregula­
tion of FurC targets causes important phenotype alterations in furC-overexpressing cells, 
which include destabilization of the photosynthetic machinery, altered cell morphology 
and division, and failure in heterocyst development under nitrogen-fixing conditions (30, 
31, 53).

Considering the central role of FurC in Anabaena, we sought to investigate the 
effect of FurC deregulation on the composition of the exoproteome and the exometabo­
lome of this cyanobacterium. SWATH-MS proteomic analysis allowed us to identify 96 
proteins with significant changes in abundance, being 67 of them less abundant in the 
exoproteome of furC-overexpressing cells. This fact, together with the absence of bluish 
pigments along isolation of the extracellular fractions, was indicative of cell integrity.

Thus, the SWATH results support the claim that the overexpression of FurC directly or 
indirectly affected the abundance of proteins in the exoproteome of Anabaena involved 

FIG 7 FRAP analyses of Anabaena sp. strain PCC 7120 and EB2770FurC. (A) Rate constants (R) of 5-CF and calcein recovery from FRAP analysis in Anabaena sp. 

PCC 7120 (WT) and the furC-overexpressing strain (EB2770FurC). Note the existence of two populations of cells, communicating cells (Rhigh = R ≥ 0.01 s−1) and 

noncommunicating cells (Rlow = R ≤ 0.01 s−1) observed for 5-CF and calcein transfer in the EB2770FurC and the WT, as previously described and discussed in 

the study by González et al. (38). 5-CF transfer in the WT showed all communicating cells. Filaments were labeled with 5-CF and calcein and subjected to FRAP 

analysis as described in Materials and Methods. (B, C, and D) Examples of 5-CF FRAP experiments of (B) Anabaena sp. PCC 7120 WT and (C and D) EB2770FurC. 

The cell indicated by arrowheads was photobleached, and its fluorescence was monitored continuously. Images prior (pre) and at 0, 6, and 40 s after bleaching 

are shown in the upper panel. Scale bars, 4 µm. Fluorescence recovery curves for their respective bleached cells are shown below.

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-23 9

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

https://doi.org/10.1128/mbio.03231-23


in various functional processes, including those in which FurC executes direct regulation 
at the transcriptional level, such as the oxidative stress response or photosynthesis and 
respiration. However, it is important to note that the abundance of these proteins in the 
exoproteome not only depends on their transcription but may also involve posttran­
scriptional regulation, as well as secretion and accumulation processes in the cellular 
medium. Actually, the correlation between the transcriptome and proteome is quite 
poor (54), indicating that the posttranscriptional processes are key players in adapting 
to new environments. It is not surprising then that of the 96 proteins whose relative 
abundances were different in both strains, only 12 of them showed differences in gene 
expression in the furC-overexpressing strain with respect to the WT Anabaena, according 
to transcriptional analysis previously performed (Table S2) (30, 31). Furthermore, within 
these, only six genes showed the same trend of increase or decrease in both their 
abundance and gene expression.

The higher abundance in the EB2770FurC exoproteome of proteins involved in 
relieving oxidative stress, such as PrxA, flavodoxin (IsiB), or the Dps homolog All1173, 
could be a compensatory strategy to overcome the higher stress experienced by 
furC-overexpressing cells (31). Conversely, the amount of FurA was substantially lower in 
the exoproteome of furC-overexpressing cells compared to the wild-type strain. The FurA 
ortholog has been detected previously in the peripheral membrane-associated fractions 
of Synechocystis sp. PCC 6803 and Anabaena cells (55). Additionally, it was demonstrated 
that the levels of FurA (Fur) in Synechocystis are regulated in response to iron deficiency 
through direct proteolysis by the essential membrane-embedded FtsH1/3 complex (55, 
56). Nevertheless, in these studies, the levels of this regulator in the extracellular fraction 
were not inspected (55, 56)

Similarly, a decrease in the abundance of other proteins related to the cell wall was 
observed. Among them is the membrane transporter TolC homolog, HgdD, which has 
been described as the major component of the metabolite export system in Anabaena 
(39, 57–59). In fact, as a modulator of the protein secretion pattern, it was observed that 
an hgdD deletion mutant showed significant differences in the secretome of Anabaena 
and higher activity of enzymes involved in ROS detoxification (39, 60). Therefore, it 
cannot be ruled out that some of the differences observed in the exoproteome of the 
furC-overexpression strain are due to the decrease in HgdD levels. Other cell-wall-related 
proteins that were less abundant in the exoproteome of the furC-overexpressing strain 
included outer membrane proteins OprB1 (Alr0834), Omp85 (Alr2269), the OprB-like 
proteins Alr4499 and Alr4550, LptA (Alr4067), and the murein amidases AmiC1 (Alr0092) 
and AmiC2 (Alr0093). Most of these genes are modulated by the small RNA Yfr1, thus 
contributing to the control of cell-wall homeostasis (42), as well as by FurC (Fig. 4). The 
fact that FurC recognizes and binds to yfr1 promoter region discloses a new potential 
indirect modulation by this regulator of Yfr1 targets.

Furthermore, AmiC1 and AmiC2 are involved in the remodeling of the PG layer and 
the formation of nanopores. The exchange of metabolites between Anabaena cells in 
the filament takes place through the SJs that connect the cytoplasm of adjacent cells, 
which traverse the PG through perforations called nanopores (61, 62). Our results show 
that amiC1 and amiC2 are directly downregulated by FurC, and the lower levels of 
these proteins in the exoproteome of EB2770FurC are correlated with the impairment 
of septal nanopore formation and intercellular molecular transfer in EB2770FurC cells. 
Similarly, amiC1 and amiC2 deletion mutants showed a significant reduction in the 
number of nanopores that affected intercellular communication, cellular morphology, 
and heterocyst differentiation (35). Hence, alterations in the phenotype of EB2770FurC 
cells, such as the failure to form heterocysts or alterations in cellular morphology, could 
be clearly linked to the downregulation of amiC genes (30, 31).

Likewise, the observed involvement of FurC in the regulation of intercellular transfer 
would be consistent with the blockage of intercellular communication that has been 
reported during stress induction, particularly under oxidative stress. While the modula­
tion of gating of septal junctions was proposed as a mechanism for fast control of 
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intercellular molecular transfer, an additional route involving the regulation of expression 
of nanopore formation factors, as observed in this study, could be also considered. Given 
the similar scenario of the furC-overexpressing strain with the furC induction in the 
wild-type strain in response to oxidative stress induced by H2O2 or methyl viologen (51, 
52), it is plausible to hypothesize that under such conditions, FurC may be playing a key 
role in the regulation of the molecular transfer between cells in response to stress.

It should be taken into account that the expression of other FurC targets related 
to the stress response, as well as genes that are not direct FurC targets, will be affec-
ted in the furC-overexpressing variant, resulting in stressed cells and disturbed cell 
homeostasis, including cell envelope homeostasis. Although the integrity of the outer 
membrane seems to be compromised in EB2770FurC cells, the potential leakage of 
periplasmic components due to FurC overexpression is under the level of detection using 
SWATH-MS since no periplasmic proteins have been identified as more prevalent in the 
exoproteome of furC-overexpressing cells compared to the wild-type Anabaena.

Another interesting feature of the EB2770FurC strain is the amount of peptidoglycan 
fragments released into the media (Fig. 3). Similar scenarios have been reported in two 
mutants of Bacillus subtillis carrying deletions of genes encoding NamZ or NagZ (63, 
64), though no orthologs of either NamZ or NagZ are found in Anabaena. While the 
ΔnagZ was reported to accumulate both GlcNAc-anhMurNAc and GlcNAc-MurNAc in 
the culture media, none of the mutants reported to date specifically release the two 
anhydrosugar fragments (63). Another possibility is that the abundance of extracellular 
anhydro-based muropeptides in EB2770FurC plays a signaling role. Recent studies point 
to PG muropeptides as signaling molecules since multiple structural motifs and proteins 
have been described to bind PG (40). Besides, other potential roles, including involve­
ment in microbial interactions, symbiotic associations, and pathogenesis in animals and 
plants, have been proposed (40).

In summary, our findings demonstrate that furC overexpression shapes the extracellu­
lar composition of Anabaena cells, affecting both the exoproteome and the exometabo­
lome and unveiling the involvement of FurC in the modulation of cell-to-cell transfer, 
while also suggesting a potential role in the regulation of broader processes of cell-wall 
biogenesis and PG recycling.

MATERIALS AND METHODS

Strains and growth conditions

Anabaena sp. (also known as Nostoc sp.) strain PCC 7120 and its genetically modified 
strain EB2770FurC (31) were grown photoautotrophically in BG11 medium (65) or 
BG11C medium (BG11 supplemented with 8.8 mM of NaHCO3) at 28°C under constant 
illumination of 30 μE m−2 s−1 in an orbital shaker at 130 rpm. Cultures of EB2770FurC 
contained 50 µg·mL−1 of neomycin. To test the membrane integrity of EB2770FurC cells, 
liquid cultures of EB2770FurC and the controls wild type and an Nm-resistant strain 
that harbors a pRL25C-derived plasmid expressing the mVenus protein (López-Igual and 
Luque, unpublished) were grown in BG11C media and set up at OD750 = 1.0, and 5 µL of 
serial twofold dilutions was spotted on BG11C plates or BG11C plates supplemented with 
25 µg·mL−1 of Nm containing the different harmful compounds as indicated in Fig. 4; Fig. 
S4. Plates were incubated under constant illumination (30 µmol photons m−2 s−1) at 30°C 
for 6 days.

Culture setup for exoproteome and exometabolome isolation

Cultures of two biological replicates of WT Anabaena and the furC-overexpressing strain 
were started from plates in 40 mL of BG11C medium. Cells were harvested by gentle 
centrifugation at room temperature at the late exponential phase of growth. These cells 
were used to set up 80 mL cultures of each replicate at an OD750 of 0.15 in BG11C 
medium. Cultures were grown until they reached OD750 = 1–1.5 (about 12 days) and 
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sequentially filtered through 0.45 and 0.22 µm with mixed cellulose esters (MCE) filters 
(Filter-Lab). The final flow-through was divided for two purposes: 10 mL for metabolo­
mic analyses and between 50 and 60 mL for the proteomic analyses. Samples were 
immediately frozen at −80°C and lyophilized. For exoproteome analyses, the lyophilized 
material was resuspended in 2.5 mL of buffer A (50 mM Tris-HCl pH 7.5 and Complete 
EDTA-free protease inhibitor cocktail) and dialyzed against 3 L of buffer A, performing 
two overnight steps to get rid of precipitated salts from BG11 medium that prevented 
the correct analysis. After dialysis, the sample was transferred to 15 mL tubes, frozen at 
−80°C, and lyophilized. A series of precautions were applied during all stages of culturing 
sample manipulation to reduce the levels of contaminants (surfactants, polysiloxanes, 
and polyethylene glycols) that could affect the metabolomic work. The Erlenmeyer flasks 
were rinsed thoroughly with Milli-Q water and sterilized in autoclave bags. All plastic 
material, except tips, was rinsed twice with 40% methanol in Milli-Q water, dried in an 
oven at 50°C, and sterilized by exposure to UV light for 30 min in a laminar flow hood. All 
the filters were rinsed thoroughly by filtering 30–40 mL of 40% methanol in Milli Q water 
and allowed to dry in an oven at 50°C.

Exoproteome analysis

Mass spectrometry analyses were carried out at the Proteomics Service of the Insti­
tuto de Bioquímica Vegetal y Fotosíntesis (Seville, Spain). The analyses were per­
formed in a triple quadrupole time of flight (TOF) hybrid mass spectrometer (5600 
plus, Sciex), equipped with a nanospray source coupled to an Eksigent model 425 
nanoHPLC. The mass spectrometry proteomics data have been deposited to the 
ProteomeXchange Consortium (http://proteomecentral.proteomexchange.org) via the 
PRIDE partner repository (66) with the data set identifier PXD043659. Control of the 
equipment and acquisition and processing of data were performed using Analyst TF 1.7 
software. The methodology for sample processing and the following pipeline for the 
creation of spectral ion libraries, SWATH-MS quantification, and final data processing and 
statistical analyses are compiled in the supplemental methods in File S1.

Functional categorization of DAPs found in the exoproteome was performed 
according to the COG classification provided by EGGNOG mapper (67). The name 
and predicted function were checked manually in KEGG and Uniprot (68) databases 
to correct biases. Prediction of signal peptides was performed with SignalP-6.0 soft­
ware (69) available at https://services.healthtech.dtu.dk/services/SignalP-6.0/. Prediction 
of secretion was performed with SecretomeP 2.0 (70) and BastionX from Bastion 
Hub suite (71) available at https://services.healthtech.dtu.dk/services/SecretomeP-2.0/ 
and https://bastionhub.erc.monash.edu/bastionxPrediction.jsp. Prediction of subcellular 
localization was performed with the PSORTb software version 3.0.3 (72) available at 
https://www.psort.org/psortb/.

Exometabolome analyses

The lyophilized samples were resuspended in 9:1:0.001 (water/acetonitrile/formic acid; 
vol/vol/vol), with volumes normalized to conditioned media (approximately 9.4 × 
108 cells/mL). The samples were vortexed briefly, sonicated for 10 min, and centrifuged 
(13,000 × g, 10 min). Aliquots (200 µL) were then transferred to LC–MS vials for analyses, 
which were performed on a Shimadzu LCMS9030 high-resolution QToF coupled to a 
Nexera LC40 UHPLC system. Samples (2 µL) were injected into a reversed-phase column 
(Waters BEH C18, 1.7 μm, 2.1 × 50 cm) and subjected to a gradient separation at 400 µL/
min. Solvent A was water containing 0.1% formic acid, and solvent B was methanol 
containing 0.1% formic acid. The initial mobile phase was 95:5 (A:B), and at 1.5 min, a 
linear gradient was invoked, which ended at 95% solvent B at 10 min. This was held for 
2 min and ramped back down to 5% solvent B over a period of 1 min and subsequently 
held for 2 min at 5% B for reequilibration. The mass spectrometer acquired data from 
0.75 to 15 min using positive ion profile mode from 150 to 2,000 m/z using electrospray 
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ionization (4.0 kV) and a scan time of 0.1 s. Gas flows were 2, 10, and 10 L/min (nebuliz­
ing, heating, and drying, respectively), with interface (300°C) and desolvation (526°C) and 
DL (250°C) temperatures as indicated.

Real-time RT-PCR assays

Total RNA used for real-time RT-PCR was obtained from three biological replicates of 
Anabaena WT and EB2770FurC cultured for 12 days, following the same steps and 
conditions as for the exoproteome and exometabolome cultures stated above. RNA 
extraction and real-time RT-PCR analyses were carried out as described in the study 
by Sarasa-Buisan et al. (30). The sequences of specific primers designed with Primer 
Express 3 (ThermoFisher) are shown in Table S1. Transcript levels of target genes were 
normalized to those of the housekeeping gene rnpB measured with the same samples 
(73). Relative quantification and expression fold changes were calculated according to 
the comparative Ct method (ΔΔCt method) (74). The fold change threshold was set up 
to ±1.5-fold.

Electrophoretic mobility shift assays

DNA fragments for EMSA were obtained by PCR, using the Anabaena genome as a 
template and the primers listed in Table S1 to amplify 250–350 bp of the promoter 
regions of selected genes. EMSA analyses with FurC were performed as previously 
described (30) including 100 µM MnCl2 in both gel and running buffer. Gels were stained 
with SYBR Safe (Invitrogen) and visualized in a GelDoc 2000 device (Bio-Rad). In all assays, 
the specific binding to the previously recognized FurC target, hetZ (30), was used as a 
positive control.

Nanopore analysis

Filaments grown to OD750 = 0.6–0.8 were collected by gentle centrifugation at room 
temperature, and the PG sacculi were isolated and analyzed as previously described 
(45). The purified PG sacculi were placed on formvar/carbon film-coated copper grids 
and stained with 1% (wt/vol) uranyl acetate. Samples were visualized with a Zeiss Libra 
120 Plus electron microscope at 120 kV (Servicio de Microscopía, Universidad de Sevilla, 
Seville, Spain).

FRAP experiments

Calcein and 5-CF labeling were performed as reported previously (75, 76). All measure­
ments were carried out at 30°C. Images were collected with an Olympus FLUOVIEW 
FV3000 confocal laser-scanning microscope equipped with a UPlanApo 60× 1.5 NA 
oil immersion objective. Fluorescence emission was monitored by collection across 
windows of 500–520 nm and a 150 µm pinhole. After an initial image was recorded, 
the bleach was carried out by a preset FRAP routine previously described (75). Postbleach 
images were taken in XY-mode approximately every 2 s over a time of 40 s. Kinetics 
of calcein and 5-CF transfer were computed with Fiji processing package from ImageJ 
(77), and the recovery constant, R, was calculated as previously described (78) for both 
fluorescent tracers.

ACKNOWLEDGMENTS

We thank Rocío Rodríguez from the Proteomics Facility of IBVF for excellent assistance 
with sample preparation for proteomics and mass spectrometry analyses. Authors are 
indebted to Dr. Jesús A. G. Ochoa de Alda for his help with the statistical analysis of data 
and Dr. Enrique Flores for a critical reading of the manuscript.

This work was funded by Ministerio de Ciencia, Innovación y Universidades grants 
PID2019-104889GB-I00 (Zaragoza) and, in part, PID2020-118595GB-100 (Seville), and 

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-2313

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

https://doi.org/10.1128/mbio.03231-23


from Gobierno de Aragón (grants E35_20R Biología Estructural). The metabolomics 
portion of the work was supported by GlycoMIP, a National Science Foundation Materials 
Innovation Platform funded through Cooperative Agreement DMR-1933525.

AUTHOR AFFILIATIONS

1Departamento de Bioquímica y Biología Molecular y Celular, Facultad de Ciencias e 
Instituto de Biocomputación y Física de Sistemas Complejos. Universidad de Zaragoza, 
Zaragoza, Spain
2Instituto de Bioquímica Vegetal y Fotosíntesis, CSIC and Universidad de Sevilla, Sevilla, 
Spain
3Department of Biochemistry, Virginia Tech, Blacksburg, Virginia, USA

AUTHOR ORCIDs

Mercedes Nieves-Morión  http://orcid.org/0000-0002-6615-0242
Ignacio Luque  http://orcid.org/0000-0002-0336-5094
María F. Fillat  http://orcid.org/0000-0001-8644-4574

FUNDING

Funder Grant(s) Author(s)

Ministerio de Ciencia, Innovación y 
Universidades (MCIU)

PID2019-104889GB-I00 María F. Fillat

Ministerio de Ciencia, Innovación y 
Universidades (MCIU)

PID2020-118595GB-I00 Ignacio Luque

National Science Foundation (NSF) DMR-1933525 GlycoMIP Richard F. Helm

Gobierno de Aragón (Government of 
Aragon)

E35_20R Biología estructural María F. Fillat

AUTHOR CONTRIBUTIONS

Cristina Sarasa-Buisan, Conceptualization, Data curation, Formal analysis, Investigation, 
Methodology, Software, Validation, Visualization, Writing – original draft | Mercedes 
Nieves-Morión, Formal analysis, Methodology, Supervision, Visualization, Writing – 
review and editing | Sergio Arévalo, Methodology, Supervision, Visualization, Writing – 
review and editing | Richard F. Helm, Conceptualization, Data curation, Formal analy­
sis, Methodology, Resources, Validation, Writing – review and editing | Emma Sevilla, 
Supervision, Writing – review and editing | Ignacio Luque, Conceptualization, Data 
curation, Formal analysis, Investigation, Methodology, Resources, Supervision, Validation, 
Writing – review and editing | María F. Fillat, Conceptualization, Formal analysis, Funding 
acquisition, Investigation, Methodology, Project administration, Resources, Supervision, 
Visualization, Writing – original draft, Writing – review and editing

DATA AVAILABILITY

The mass spectrometry proteomics data have been deposited to the ProteomeXchange 
Consortium (http://proteomecentral.proteomexchange.org) via the PRIDE partner 
repository (66) with the data set identifier PXD043659.

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Figure S1 (mBio03231-23-s0001.pdf). MS/MS fragmentation data for anhydroMurNAc 
and GlcNAc-anhydroMurNAc.

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-2314

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

http://proteomecentral.proteomexchange.org
https://www.ebi.ac.uk/pride/archive/projects/PXD043659
https://doi.org/10.1128/mbio.03231-23
https://doi.org/10.1128/mbio.03231-23


Figure S2 (mBio03231-23-s0002.pdf). Assessment of the outer membrane integrity in 
EB2770FurC cells vs the NmR-control strain.
Figure S3 (mBio03231-23-s0003.pdf). Total images of nanopores in septal peptidogly­
can disks of Anabaena WT.
Figure S4 (mBio03231-23-s0004.pdf). Total images of nanopore arrays in septal 
peptidoglycan disks of EB2770FurC
Additional experimental details (mBio03231-23-s0005.docx). Supplemental methods 
for exoproteome analysis.
Table S1 (mBio03231-23-s0006.docx). Oligonucleotides used in this study.
Table S2 (mBio03231-23-s0007.xlsx). Differentially abundant proteins detected by 
SWATH-MS in the exoproteome fraction of EB2770FurC compared to that of Anabaena sp. 
PCC7120.

REFERENCES

1. Koksharova OA, Butenko IO, Pobeguts OV, Safronova NA, Govorun VM. 
2021. β-N-methylamino-L-alanine (BMAA) causes severe stress in Nostoc 
sp. PCC 7120 cells under diazotrophic conditions: a proteomic study. 
Toxins (Basel) 13:325. https://doi.org/10.3390/toxins13050325

2. Zhang Q, Yu S, Wang Q, Yang M, Ge F. 2021. Quantitative proteomics 
reveals the protein regulatory network of Anabaena sp. PCC 7120 under 
nitrogen deficiency. J Proteome Res 20:3963–3976. https://doi.org/10.
1021/acs.jproteome.1c00302

3. Koksharova OA, Butenko IO, Pobeguts OV, Safronova NA, Govorun VM. 
2020. Proteomic insights into starvation of nitrogen-replete cells of 
Nostoc sp. PCC 7120 under beta-N-methylamino-L-alanine (BMAA) 
treatment. Toxins (Basel) 12:372. https://doi.org/10.3390/tox­
ins12060372

4. Babele PK, Kumar J, Chaturvedi V. 2019. Proteomic de-regulation in 
cyanobacteria in response to abiotic stresses. Front Microbiol 10:1315. 
https://doi.org/10.3389/fmicb.2019.01315

5. Shrivastava AK, Chatterjee A, Yadav S, Singh PK, Singh S, Rai LC. 2015. 
UV-B stress induced metabolic rearrangements explored with 
comparative proteomics in three Anabaena species. J Proteomics 
127:122–133. https://doi.org/10.1016/j.jprot.2015.05.014

6. Sen S, Agrawal C, Mishra Y, Rai S, Chatterjee A, Yadav S, Singh S, Rai LC. 
2015. Exploring the membrane proteome of the diazotropic cyanobac­
terium Anabaena PCC7120 through GEL-based proteomics and in silico 
approaches. J Proteomics 127:161–168. https://doi.org/10.1016/j.jprot.
2015.07.022

7. Guo J, Nguyen AY, Dai Z, Su D, Gaffrey MJ, Moore RJ, Jacobs JM, Monroe 
ME, Smith RD, Koppenaal DW, Pakrasi HB, Qian WJ. 2014. Proteome-wide 
light/dark modulation of thiol oxidation in cyanobacteria revealed by 
quantitative site-specific redox proteomics. Mol Cell Proteomics 
13:3270–3285. https://doi.org/10.1074/mcp.M114.041160

8. Rai S, Agrawal C, Shrivastava AK, Singh PK, Rai LC. 2014. Comparative 
proteomics unveils cross species variations in Anabaena under salt 
stress. J Proteomics 98:254–270. https://doi.org/10.1016/j.jprot.2013.12.
020

9. Srivastava A, Kumar A, Biswas S, Srivastava V, Rajaram H, Mishra Y. 2023. 
CD-induced cytosolic proteome changes in the cyanobacterium 
Anabaena sp. PCC7120 are mediated by LexA as one of the regulatory 
proteins. Biochimica et Biophysica Acta (BBA) - Proteins and Proteomics 
1871:140902. https://doi.org/10.1016/j.bbapap.2023.140902

10. González A, Bes MT, Peleato ML, Fillat MF. 2011. Unravelling the 
regulatory function of FurA in Anabaena sp. PCC 7120 through 2-D DIGE 
proteomic analysis. J Proteomics 74:660–671. https://doi.org/10.1016/j.
jprot.2011.02.001

11. Narayan OP, Kumari N, Rai LC. 2011. Iron starvation-induced proteomic 
changes in Anabaena (Nostoc) sp. PCC 7120: exploring survival strategy. 
J Microbiol Biotechnol 21:136–146. https://doi.org/10.4014/jmb.1009.
09021

12. Rachedi R, Foglino M, Latifi A. 2020. Stress signaling in cyanobacteria: a 
mechanistic overview. Life (Basel) 10:312. https://doi.org/10.3390/
life10120312

13. Oliveira P, Martins NM, Santos M, Couto NAS, Wright PC, Tamagnini P. 
2015. The Anabaena sp. PCC 7120 exoproteome: taking a peek outside 
the box. Life (Basel) 5:130–163. https://doi.org/10.3390/life5010130

14. Vilhauer L, Jervis J, Ray WK, Helm RF. 2014. The exo-proteome and exo-
metabolome of Nostoc punctiforme (Cyanobacteria) in the presence and 
absence of nitrate. Arch Microbiol 196:357–367. https://doi.org/10.1007/
s00203-014-0974-2

15. Yegorov Y, Sendersky E, Zilberman S, Nagar E, Waldman Ben-Asher H, 
Shimoni E, Simkovsky R, Golden SS, LiWang A, Schwarz R. 2021. A 
cyanobacterial component required for pilus biogenesis affects the 
exoproteome. mBio 12:e03674-20. https://doi.org/10.1128/mBio.03674-
20

16. Wang B, Yang J, Xu C, Yi L, Wan C. 2020. Dynamic expression of intra- and 
extra-cellular proteome and the influence of epiphytic bacteria for 
Nostoc flagelliforme in response to rehydration. Environ Microbiol 
22:1251–1264. https://doi.org/10.1111/1462-2920.14931

17. Christie-Oleza JA, Scanlan DJ, Armengaud J. 2015. “You produce while I 
clean up”, a strategy revealed by exoproteomics during Synechococcus–
Roseobacter interactions. Proteomics 15:3454–3462. https://doi.org/10.
1002/pmic.201400562

18. Gao L, Huang X, Ge H, Zhang Y, Kang Y, Fang L, Liu K, Wang Y. 2014. 
Profiling and compositional analysis of the Exoproteome of Synechocys­
tis sp. PCC 6803. J Metabol Syst Biol 1:8. https://doi.org/10.13188/2329-
1583.1000004

19. Pardo YA, Florez C, Baker KM, Schertzer JW, Mahler GJ. 2015. Detection of 
outer membrane vesicles in Synechocystis PCC 6803. FEMS Microbiol Lett 
362:fnv163. https://doi.org/10.1093/femsle/fnv163

20. Zarantonello V, Silva TP, Noyma NP, Gamalier JP, Mello MM, Marinho 
MM, Melo RCN. 2018. The cyanobacterium Cylindrospermopsis raciborskii 
(CYRF-01) responds to environmental stresses with increased vesicula­
tion detected at single-cell resolution. Front Microbiol 9:272. https://doi.
org/10.3389/fmicb.2018.00272

21. Lima S, Matinha-Cardoso J, Tamagnini P, Oliveira P. 2020. Extracellular 
vesicles: an overlooked secretion system in cyanobacteria. Life 10:129. 
https://doi.org/10.3390/life10080129

22. Lima S, Matinha-Cardoso J, Giner-Lamia J, Couto N, Pacheco CC, 
Florencio FJ, Wright PC, Tamagnini P, Oliveira P. 2022. Extracellular 
vesicles as an alternative copper-secretion mechanism in bacteria. J 
Hazard Mater 431:128594. https://doi.org/10.1016/j.jhazmat.2022.
128594

23. Stuart RK, Mayali X, Lee JZ, Craig Everroad R, Hwang M, Bebout BM, 
Weber PK, Pett-Ridge J, Thelen MP. 2016. Cyanobacterial reuse of 
extracellular organic carbon in microbial mats. ISME J 10:1240–1251. 
https://doi.org/10.1038/ismej.2015.180

24. WolkCP, ErnstA, ElhaiJ. 1994. Heterocyst metabolism and development, 
p 763–823. In The molecular biology of cyanobacteria. Springer.

25. Herrero A, Flores E. 2019. Genetic responses to carbon and nitrogen 
availability in Anabaena. Environ Microbiol 21:1–17. https://doi.org/10.
1111/1462-2920.14370

26. Herrero A, Stavans J, Flores E. 2016. The multicellular nature of 
filamentous heterocyst-forming cyanobacteria. FEMS Microbiol Rev 
40:831–854. https://doi.org/10.1093/femsre/fuw029

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-2315

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

https://doi.org/10.3390/toxins13050325
https://doi.org/10.1021/acs.jproteome.1c00302
https://doi.org/10.3390/toxins12060372
https://doi.org/10.3389/fmicb.2019.01315
https://doi.org/10.1016/j.jprot.2015.05.014
https://doi.org/10.1016/j.jprot.2015.07.022
https://doi.org/10.1074/mcp.M114.041160
https://doi.org/10.1016/j.jprot.2013.12.020
https://doi.org/10.1016/j.bbapap.2023.140902
https://doi.org/10.1016/j.jprot.2011.02.001
https://doi.org/10.4014/jmb.1009.09021
https://doi.org/10.3390/life10120312
https://doi.org/10.3390/life5010130
https://doi.org/10.1007/s00203-014-0974-2
https://doi.org/10.1128/mBio.03674-20
https://doi.org/10.1111/1462-2920.14931
https://doi.org/10.1002/pmic.201400562
https://doi.org/10.13188/2329-1583.1000004
https://doi.org/10.1093/femsle/fnv163
https://doi.org/10.3389/fmicb.2018.00272
https://doi.org/10.3390/life10080129
https://doi.org/10.1016/j.jhazmat.2022.128594
https://doi.org/10.1038/ismej.2015.180
https://doi.org/10.1111/1462-2920.14370
https://doi.org/10.1093/femsre/fuw029
https://doi.org/10.1128/mbio.03231-23


27. Flores E, Nieves-Morión M, Mullineaux CW. 2018. Cyanobacterial septal 
junctions: properties and regulation. Life 9:1. https://doi.org/10.3390/
life9010001

28. Weiss GL, Kieninger AK, Maldener I, Forchhammer K, Pilhofer M. 2019. 
Structure and function of a bacterial gap junction analog. Cell 178:374–
384. https://doi.org/10.1016/j.cell.2019.05.055

29. Fillat MF. 2014. The FUR (ferric uptake regulator) superfamily: diversity 
and versatility of key transcriptional regulators. Arch Biochem Biophys 
546:41–52. https://doi.org/10.1016/j.abb.2014.01.029

30. Sarasa-Buisan C, Guio J, Broset E, Peleato ML, Fillat MF, Sevilla E. 2022. 
FurC (PerR) from Anabaena sp. PCC7120: a versatile transcriptional 
regulator engaged in the regulatory network of heterocyst development 
and nitrogen fixation. Environ Microbiol 24:566–582. https://doi.org/10.
1111/1462-2920.15552

31. Sevilla E, Sarasa-Buisan C, González A, Cases R, Kufryk G, Peleato ML, 
Fillat MF. 2019. Regulation by FurC in Anabaena links the oxidative stress 
response to photosynthetic metabolism. Plant Cell Physiol 60:1778–
1789. https://doi.org/10.1093/pcp/pcz094

32. Hahn A, Schleiff E. 2014. The cell envelope, p 29–87. In Flores E, Herrero 
A (ed), The cell biology of cyanobacteria. Caister Academic Press, 
Norfolk, UK.

33. Schätzle H, Brouwer EM, Liebhart E, Stevanovic M, Schleiff E. 2021. 
Comparative phenotypic analysis of Anabaena sp. PCC 7120 mutants of 
porinlike genes. J Microbiol Biotechnol 31:645–658. https://doi.org/10.
4014/jmb.2103.03009

34. Staron P, Forchhammer K, Maldener I. 2011. Novel ATP-driven pathway 
of glycolipid export involving TolC protein. J Biol Chem 286:38202–
38210. https://doi.org/10.1074/jbc.M111.269332

35. Bornikoel J, Carrión A, Fan Q, Flores E, Forchhammer K, Mariscal V, 
Mullineaux CW, Perez R, Silber N, Wolk CP, Maldener I. 2017. Role of two 
cell wall amidases in septal junction and nanopore formation in the 
multicellular cyanobacterium Anabaena sp. Front Cell Infect Microbiol 
7:386. https://doi.org/10.3389/fcimb.2017.00386

36. Zheng Z, Omairi-Nasser A, Li X, Dong C, Lin Y, Haselkorn R, Zhao J. 2017. 
An amidase is required for proper intercellular communication in the 
filamentous cyanobacterium Anabaena sp PCC 7120. Proc Natl Acad Sci 
U S A 114:E1405–E1412. https://doi.org/10.1073/pnas.1621424114

37. Hsueh Y-C, Brouwer E-M, Marzi J, Mirus O, Schleiff E. 2015. Functional 
properties of LptA and LptD in Anabaena sp. PCC 7120. Biol Chem 
396:1151–1162. https://doi.org/10.1515/hsz-2014-0322

38. González A, Bes MT, Valladares A, Peleato ML, Fillat MF. 2012. FurA is the 
master regulator of iron homeostasis and modulates the expression of 
tetrapyrrole biosynthesis genes in Anabaena sp. PCC 7120. Environ 
Microbiol 14:3175–3187. https://doi.org/10.1111/j.1462-2920.2012.
02897.x

39. Hahn A, Stevanovic M, Brouwer E, Bublak D, Tripp J, Schorge T, Karas M, 
Schleiff E. 2015. Secretome analysis of Anabaena sp. PCC 7120 and the 
involvement of the TolC-homologue HgdD in protein secretion. Environ 
Microbiol 17:767–780. https://doi.org/10.1111/1462-2920.12516

40. Irazoki O, Hernandez SB, Cava F. 2019. Peptidoglycan muropeptides: 
release, perception, and functions as signaling molecules. Front 
Microbiol 10:500. https://doi.org/10.3389/fmicb.2019.00500

41. Park JT, Uehara T. 2008. How bacteria consume their own exoskeletons 
(turnover and recycling of cell wall peptidoglycan). Microbiol Mol Biol 
Rev 72:211–227. https://doi.org/10.1128/MMBR.00027-07

42. Brenes-Álvarez M, Vioque A, Muro-Pastor AM. 2020. The integrity of the 
cell wall and its remodeling during heterocyst differentiation are 
regulated by phylogenetically conserved small RNA Yfr1 in Nostoc sp. 
strain PCC 7120. mBio 11:e02599-19. https://doi.org/10.1128/mBio.
02599-19

43. Schätzle H, Arévalo S, Flores E, Schleiff E. 2021. A TonB-like protein, SjdR, 
is involved in the structural definition of the intercellular septa in the 
heterocyst-forming cyanobacterium Anabaena. mBio 12:e0048321. 
https://doi.org/10.1128/mBio.00483-21

44. Arévalo S, Nenninger A, Nieves-Morión M, Herrero A, Mullineaux CW, 
Flores E. 2021. Coexistence of communicating and noncommunicating 
cells in the filamentous cyanobacterium Anabaena. mSphere 
6:e01091-20. https://doi.org/10.1128/mSphere.01091-20

45. Lehner J, Berendt S, Dörsam B, Pérez R, Forchhammer K, Maldener I. 
2013. Prokaryotic multicellularity: a nanopore array for bacterial cell 

communication. FASEB J 27:2293–2300. https:​/​/​doi.org/​10.1096/​fj.12-
225854

46. Bornikoel J, Staiger J, Madlung J, Forchhammer K, Maldener I. 2018. LytM 
factor Alr3353 affects filament morphology and cell–cell communication 
in the multicellular cyanobacterium Anabaena sp. Mol Microbiol 
108:187–203. https://doi.org/10.1111/mmi.13929

47. Springstein BL, Arévalo S, Helbig AO, Herrero A, Stucken K, Flores E, 
Dagan T. 2020. A novel septal protein of multicellular heterocystous 
cyanobacteria is associated with the divisome. Mol Microbiol 113:1140–
1154. https://doi.org/10.1111/mmi.14483

48. Chen Z, Meng Y, Sheng B, Zhou Z, Jin C, Meng F. 2019. Linking 
exoproteome function and structure to anammox biofilm development. 
Environ Sci Technol 53:1490–1500. https://doi.org/10.1021/acs.est.
8b04397

49. Sevilla E, Martin-Luna B, Vela L, Bes MT, Fillat MF, Peleato ML. 2008. Iron 
availability affects mcyD expression and microcystin-LR synthesis in 
Microcystis aeruginosa PCC7806. Environ Microbiol 10:2476–2483. https:/
/doi.org/10.1111/j.1462-2920.2008.01663.x

50. Sarasa-Buisan C, Emonot E, Martínez-Júlvez M, Sevilla E, Velázquez-
Campoy A, Crouzy S, Bes MT, Michaud-Soret I, Fillat MF. 2022. Metal 
binding and oligomerization properties of FurC (PerR) from Anabaena 
sp. PCC7120: an additional layer of regulation? Metallomics 14:mfac077. 
https://doi.org/10.1093/mtomcs/mfac077

51. Yingping F, Lemeille S, Talla E, Janicki A, Denis Y, Zhang CC, Latifi A. 2014. 
Unravelling the cross-talk between iron starvation and oxidative stress 
responses highlights the key role of PerR (alr0957) in peroxide signalling 
in the cyanobacterium Nostoc PCC 7120. Environ Microbiol Rep 6:468–
475. https://doi.org/10.1111/1758-2229.12157

52. López-Gomollón S, Sevilla E, Bes MT, Peleato ML, Fillat MF. 2009. New 
insights into the role of fur proteins: FurB (All2473) from Anabaena 
protects DNA and increases cell survival under oxidative stress. Biochem 
J 418:201–207. https://doi.org/10.1042/BJ20081066

53. Sarasa-Buisan C, Guío J, Peleato ML, Fillat MF, Sevilla E. 2023. Expanding 
the FurC (PerR) regulon in Anabaena (Nostoc) sp. PCC 7120: genome-
wide identification of novel direct targets uncovers FurC participation in 
central carbon metabolism regulation. PLoS One 18:e0289761. https://
doi.org/10.1371/journal.pone.0289761

54. Buccitelli C, Selbach M. 2020. mRNAs, proteins and the emerging 
principles of gene expression control. Nat Rev Genet 21:630–644. https:/
/doi.org/10.1038/s41576-020-0258-4

55. Krynická V, Tichý M, Krafl J, Yu J, Kaňa R, Boehm M, Nixon PJ, Komenda J. 
2014. Two essential FtsH proteases control the level of the Fur repressor 
during iron deficiency in the cyanobacterium Synechocystis sp. PCC 
6803. Mol Microbiol 94:609–624. https://doi.org/10.1111/mmi.12782

56. Krynická V, Georg J, Jackson PJ, Dickman MJ, Hunter CN, Futschik ME, 
Hess WR, Komenda J. 2019. Depletion of the FtsH1/3 proteolytic 
complex suppresses the nutrient stress response in the cyanobacterium 
Synechocystis sp strain PCC 6803. Plant Cell 31:2912–2928. https://doi.
org/10.1105/tpc.19.00411

57. Moslavac S, Nicolaisen K, Mirus O, Al Dehni F, Pernil R, Flores E, Maldener 
I, Schleiff E. 2007. A TolC-like protein is required for heterocyst 
development in Anabaena sp. strain PCC 7120. J Bacteriol 189:7887–
7895. https://doi.org/10.1128/JB.00750-07

58. Nicolaisen K, Hahn A, Valdebenito M, Moslavac S, Samborski A, Maldener 
I, Wilken C, Valladares A, Flores E, Hantke K, Schleiff E. 2010. The interplay 
between siderophore secretion and coupled iron and copper transport 
in the heterocyst-forming cyanobacterium Anabaena sp. PCC 7120. 
Biochim Biophys Acta 1798:2131–2140. https://doi.org/10.1016/j.
bbamem.2010.07.008

59. Hahn A, Stevanovic M, Mirus O, Schleiff E. 2012. The TolC-like protein 
HgdD of the cyanobacterium Anabaena sp. PCC 7120 is involved in 
secondary metabolite export and antibiotic resistance. J Biol Chem 
287:41126–41138. https://doi.org/10.1074/jbc.M112.396010

60. Oliveira P, Pinto F, Pacheco CC, Mota R, Tamagnini P. 2015. HesF, an 
exoprotein required for filament adhesion and aggregation in Anabaena 
sp. PCC 7120. Environ Microbiol 17:1631–1648. https://doi.org/10.1111/
1462-2920.12600

61. Nürnberg DJ, Mariscal V, Bornikoel J, Nieves-Morión M, Krauß N, Herrero 
A, Maldener I, Flores E, Mullineaux CW. 2015. Intercellular diffusion of a 
fluorescent sucrose analog via the septal junctions in a filamentous 
cyanobacterium. mBio 6:e02109. https://doi.org/10.1128/mBio.02109-14

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-2316

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

https://doi.org/10.3390/life9010001
https://doi.org/10.1016/j.cell.2019.05.055
https://doi.org/10.1016/j.abb.2014.01.029
https://doi.org/10.1111/1462-2920.15552
https://doi.org/10.1093/pcp/pcz094
https://doi.org/10.4014/jmb.2103.03009
https://doi.org/10.1074/jbc.M111.269332
https://doi.org/10.3389/fcimb.2017.00386
https://doi.org/10.1073/pnas.1621424114
https://doi.org/10.1515/hsz-2014-0322
https://doi.org/10.1111/j.1462-2920.2012.02897.x
https://doi.org/10.1111/1462-2920.12516
https://doi.org/10.3389/fmicb.2019.00500
https://doi.org/10.1128/MMBR.00027-07
https://doi.org/10.1128/mBio.02599-19
https://doi.org/10.1128/mBio.00483-21
https://doi.org/10.1128/mSphere.01091-20
https://doi.org/10.1096/fj.12-225854
https://doi.org/10.1111/mmi.13929
https://doi.org/10.1111/mmi.14483
https://doi.org/10.1021/acs.est.8b04397
https://doi.org/10.1111/j.1462-2920.2008.01663.x
https://doi.org/10.1093/mtomcs/mfac077
https://doi.org/10.1111/1758-2229.12157
https://doi.org/10.1042/BJ20081066
https://doi.org/10.1371/journal.pone.0289761
https://doi.org/10.1038/s41576-020-0258-4
https://doi.org/10.1111/mmi.12782
https://doi.org/10.1105/tpc.19.00411
https://doi.org/10.1128/JB.00750-07
https://doi.org/10.1016/j.bbamem.2010.07.008
https://doi.org/10.1074/jbc.M112.396010
https://doi.org/10.1111/1462-2920.12600
https://doi.org/10.1128/mBio.02109-14
https://doi.org/10.1128/mbio.03231-23


62. Kieninger AK, Maldener I. 2021. Cell-cell communication through septal 
junctions in filamentous cyanobacteria. Curr Opin Microbiol 61:35–41. 
https://doi.org/10.1016/j.mib.2021.02.002

63. Müller M, Calvert M, Hottmann I, Kluj RM, Teufel T, Balbuchta K, 
Engelbrecht A, Selim KA, Xu Q, Borisova M, Titz A, Mayer C. 2021. The 
exo-β-N-acetylmuramidase NamZ from Bacillus subtilis is the founding 
member of a family of exo-lytic peptidoglycan hexosaminidases. J Biol 
Chem 296:100519. https://doi.org/10.1016/j.jbc.2021.100519

64. Litzinger S, Duckworth A, Nitzsche K, Risinger C, Wittmann V, Mayer C. 
2010. Muropeptide rescue in Bacillus subtilis involves sequential 
hydrolysis by beta-N-acetylglucosaminidase and N-acetylmuramyl-L-
alanine amidase. J Bacteriol 192:3132–3143. https://doi.org/10.1128/JB.
01256-09

65. Rippka R, Deruelles J, Waterbury JB, Herdman M, Stanier RY. 1979. 
Generic assignments, strain histories and properties of pure cultures of 
cyanobacteria. J Gen Microbiol 111:1–61. https://doi.org/10.1099/
00221287-111-1-1

66. Perez-Riverol Y, Bai J, Bandla C, García-Seisdedos D, Hewapathirana S, 
Kamatchinathan S, Kundu DJ, Prakash A, Frericks-Zipper A, Eisenacher M, 
Walzer M, Wang S, Brazma A, Vizcaíno JA. 2022. The PRIDE database 
resources in 2022: a hub for mass spectrometry-based proteomics 
evidences. Nucleic Acids Res 50:D543–D552. https://doi.org/10.1093/
nar/gkab1038

67. Cantalapiedra CP, Hernández-Plaza A, Letunic I, Bork P, Huerta-Cepas J. 
2021. eggNOG-mapper V2: functional annotation, orthology assign­
ments, and domain prediction at the metagenomic scale. Mol Biol Evol 
38:5825–5829. https://doi.org/10.1093/molbev/msab293

68. Kanehisa M, Furumichi M, Sato Y, Kawashima M, Ishiguro-Watanabe M. 
2023. KEGG for taxonomy-based analysis of pathways and genomes. 
Nucleic Acids Res 51:D587–D592. https://doi.org/10.1093/nar/gkac963

69. Teufel F, Almagro Armenteros JJ, Johansen AR, Gíslason MH, Pihl SI, 
Tsirigos KD, Winther O, Brunak S, von Heijne G, Nielsen H. 2022. SignalP 
6.0 predicts all five types of signal peptides using protein language 
models. Nat Biotechnol 40:1023–1025. https://doi.org/10.1038/s41587-
021-01156-3

70. Bendtsen JD, Kiemer L, Fausbøll A, Brunak S. 2005. Non-classical protein 
secretion in bacteria. BMC Microbiol 5:58. https://doi.org/10.1186/1471-
2180-5-58

71. Wang J, Li J, Hou Y, Dai W, Xie R, Marquez-Lago TT, Leier A, Zhou T, 
Torres V, Hay I, Stubenrauch C, Zhang Y, Song J, Lithgow T. 2021. 
BastionHub: a universal platform for integrating and analyzing 
substrates secreted by Gram-negative bacteria. Nucleic Acids Res. 
49:D651–D659. https://doi.org/10.1093/nar/gkaa899

72. Yu NY, Wagner JR, Laird MR, Melli G, Rey S, Lo R, Dao P, Sahinalp SC, Ester 
M, Foster LJ, Brinkman FSL. 2010. PSORTb 3.0: improved protein 
subcellular localization prediction with refined localization subcatego­
ries and predictive capabilities for all prokaryotes. Bioinformatics 
26:1608–1615. https://doi.org/10.1093/bioinformatics/btq249

73. Vioque A. 1992. Analysis of the gene encoding the RNA subunit of 
ribonuclease P from cyanobacteria. Nucleic Acids Res 20:6331–6337. 
https://doi.org/10.1093/nar/20.23.6331

74. Livak KJ, Schmittgen TD. 2001. Analysis of relative gene expression data 
using real-time quantitative PCR and the 2(-Delta Delta C(T)) method. 
Methods 25:402–408. https://doi.org/10.1006/meth.2001.1262

75. Mullineaux CW, Mariscal V, Nenninger A, Khanum H, Herrero A, Flores E, 
Adams DG. 2008. Mechanism of intercellular molecular exchange in 
heterocyst-forming cyanobacteria. EMBO J 27:1299–1308. https://doi.
org/10.1038/emboj.2008.66

76. Merino-Puerto V, Schwarz H, Maldener I, Mariscal V, Mullineaux CW, 
Herrero A, Flores E. 2011. FraC/FraD-dependent intercellular molecular 
exchange in the filaments of a heterocyst-forming cyanobacterium, 
Anabaena sp. Mol Microbiol 82:87–98. https://doi.org/10.1111/j.1365-
2958.2011.07797.x

77. Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch T, 
Preibisch S, Rueden C, Saalfeld S, Schmid B, Tinevez J-Y, White DJ, 
Hartenstein V, Eliceiri K, Tomancak P, Cardona A. 2012. Fiji: an open-
source platform for biological-image analysis. Nat Methods 9:676–682. 
https://doi.org/10.1038/nmeth.2019

78. Nieves-Morión M, Lechno-Yossef S, López-Igual R, Frías JE, Mariscal V, 
Nürnberg DJ, Mullineaux CW, Wolk CP, Flores E. 2017. Specific glucoside 
transporters influence septal structure and function in the filamentous, 
heterocyst-forming cyanobacterium Anabaena sp. PCC 7120. J Bacteriol 
199:00876–16. https://doi.org/10.1128/JB.00876-16

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.03231-2317

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

0 
Fe

br
ua

ry
 2

02
4 

by
 1

55
.2

10
.1

48
.1

04
.

https://doi.org/10.1016/j.mib.2021.02.002
https://doi.org/10.1016/j.jbc.2021.100519
https://doi.org/10.1128/JB.01256-09
https://doi.org/10.1099/00221287-111-1-1
https://doi.org/10.1093/nar/gkab1038
https://doi.org/10.1093/molbev/msab293
https://doi.org/10.1093/nar/gkac963
https://doi.org/10.1038/s41587-021-01156-3
https://doi.org/10.1186/1471-2180-5-58
https://doi.org/10.1093/nar/gkaa899
https://doi.org/10.1093/bioinformatics/btq249
https://doi.org/10.1093/nar/20.23.6331
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1038/emboj.2008.66
https://doi.org/10.1111/j.1365-2958.2011.07797.x
https://doi.org/10.1038/nmeth.2019
https://doi.org/10.1128/JB.00876-16
https://doi.org/10.1128/mbio.03231-23

	FurC (PerR) contributes to the regulation of peptidoglycan remodeling and intercellular molecular transfer in the cyanobacterium Anabaena sp. strain PCC 7120
	RESULTS
	Overexpression of furC highly influences the extracellular proteomic profile of Anabaena
	The furC-overexpressing strain releases PG fragments
	Integrity of the cell envelope is affected in the furC-overexpressing strain
	FurC directly regulates the expression of genes involved in cell-wall biogenesis and nanopore formation
	Overexpression of furC in Anabaena dramatically impairs septal nanopore formation and intercellular molecular transfer

	DISCUSSION
	MATERIALS AND METHODS
	Strains and growth conditions
	Culture setup for exoproteome and exometabolome isolation
	Exoproteome analysis
	Exometabolome analyses
	Real-time RT-PCR assays
	Electrophoretic mobility shift assays
	Nanopore analysis
	FRAP experiments



