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SepT, a novel protein specific to multicellular cyanobacteria, 
influences peptidoglycan growth and septal nanopore formation 
in Anabaena sp. PCC 7120
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ABSTRACT Anabaena sp. PCC 7120 grows by forming filaments of communicating 
cells and is considered a paradigm of bacterial multicellularity. Molecular exchanges 
between contiguous cells in the filament take place through multiprotein channels 
that traverse the septal peptidoglycan through nanopores connecting their cytoplasms. 
Besides, the septal-junction complexes contribute to strengthen the filament. In search 
for proteins with coiled-coil domains that could provide for cytoskeletal functions in 
Anabaena, we identified SepT (All2460). SepT is characteristic of the phylogenetic clade 
of filamentous cyanobacteria with the ability to undergo cell differentiation. SepT-GFP 
fusions indicate that the protein is located at the cell periphery and, conspicuously, in 
the intercellular septa. During cell division, the protein is found at midcell resembling 
the position of the divisome. The bacterial adenylate cyclase two-hybrid analysis shows 
SepT interactions with itself and putative elongasome (MreB, RodA), divisome (FtsW, 
SepF, ZipN), and septal-junction (SepJ)-related proteins. Thus, SepT appears to rely on the 
divisome for localization at mature intercellular septa to form part of intercellular protein 
complexes. Two independently obtained mutants lacking SepT showed alterations in cell 
size and impaired septal and peripheral peptidoglycan incorporation during cell growth 
and division. Notably, both mutants showed conspicuous alterations in the array of 
nanopores present in the intercellular peptidoglycan disks, including aberrant nanopore 
morphology, number, and distribution. SepT appears, therefore, to be involved in the 
control of peptidoglycan growth and the formation of cell-cell communication structures 
that are at the basis of the multicellular character of this group of cyanobacteria.

IMPORTANCE Multicellular organization is a requirement for the development of 
complex organisms, and filamentous cyanobacteria such as Anabaena represent a 
paradigmatic case of bacterial multicellularity. The Anabaena filament can include 
hundreds of communicated cells that exchange nutrients and regulators and, depending 
on environmental conditions, can include different cell types specialized in distinct 
biological functions. Hence, the specific features of the Anabaena filament and how 
they are propagated during cell division represent outstanding biological issues. Here, 
we studied SepT, a novel coiled-coil-rich protein of Anabaena that is located in the 
intercellular septa and influences the formation of the septal specialized structures that 
allow communication between neighboring cells along the filament, a fundamental trait 
for the performance of Anabaena as a multicellular organism.

KEYWORDS coiled-coil-rich proteins, divisome-dependent localization, filamentous 
cyanobacteria, septal peptidoglycan nanopores, septal proteins
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B acterial multicellularity ranges from transient associations, such as colonies and 
biofilms, to permanent multicellular forms (1). The basic characteristics of multi­

cellular prokaryotic organisms are mechanisms of cell-cell adhesion and intercellular 
communication (2). Additionally, bacterial multicellularity can be reinforced by processes 
of cell differentiation as in sporulating actinomycetes (3) and cyanobacterial trichomes 
(filaments of cells) (4). Cyanobacteria, which are generally classified as Gram-negative 
bacteria (5), are characterized by a large phenotypic diversity ranging from unicellular 
species to complex multicellular organisms, and some can undergo irreversible cell 
differentiation (6). Multicellular cyanobacteria that form trichomes and differentiate 
multiple cell types are considered the peak of prokaryotic complexity (7). Species of the 
Nostocaceae, including the model strain Anabaena sp. PCC 7120 (hereafter Anabaena), 
are characterized by the formation of linear trichomes, where semi-regularly inter­
spaced heterocysts (cells specialized for nitrogen fixation) are produced upon combined 
nitrogen deprivation in a highly reproducible pattern (7, 8). Cells within a trichome 
are connected through incomplete segregation during cell division, which results in a 
common outer membrane and a shared periplasm that represents a communication 
conduit through the filament (9). Nonetheless, each cell is individually enclosed by 
a cytoplasmic membrane, whereas the septal peptidoglycan (PG) is continuous and 
engrossed in the intercellular regions (10–13).

In addition, Anabaena contains functional analogs to the eukaryotic gap junctions 
termed septal junctions, which are proteinaceous complexes located at the intercellular 
septa that connect the cells and facilitate intercellular communication along the filament 
(14–17). The septum-localized proteins, FraC, FraD, SepJ (17–19), SepI (20), and SepN 
(21), influence septum formation and cell-cell communication, and FraD and SepN could 
be localized to septal junctions by cryo electron tomography and are likely protein 
components of them (16, 21). The intercellular communication arrangement involves a 
nanopore array in the septal PG that has been considered to hold the septal-junction 
protein complexes. The formation of these structures depends on the activities of PG 
amidases of the AmiC type (22, 23) and the PG-binding protein SjcF1 (24). The impor­
tance of FraC, FraD, SepJ, and SepI for multicellularity in Anabaena is highlighted by a 
defect in trichome integrity and a resulting loss of multicellularity under diazotrophic 
growth conditions in mutant strains lacking any of these proteins (18–20). Notably, 
although diazotrophic growth requires FraC, FraD, SepJ, and SepI, heterocyst differentia­
tion only depends on SepJ and SepI and not on FraC or FraD (18–20).

Cytoskeletal proteins are involved in essential tasks such as the determination of 
cell shape, cell division, and the organization of cell components. They all form protein 
polymers and are divided into three main classes: microtubules (represented by tubulin), 
microfilaments (represented by actin), and intermediate filaments. Although formerly 
thought to be specific to eukaryotes, homologs to the three classes of cytoskeletal 
proteins have also been universally found in bacteria, where they perform different 
cellular functions, some of which being non-cytoskeletal functions (25). In addition, 
coiled-coil-rich proteins (CCRPs) in bacteria also may form polymers and exert important 
structural functions such as the control of cell morphology, motility, cell division, and 
chromosome segregation [see reference (25)].

The bacterial actin homolog MreB is widespread in rod-shaped bacteria, where it is 
involved in the determination of the cell morphology (26). MreB, together with MreC, 
MreD, and PG synthases, constitutes the protein complex called the elongasome, which 
is responsible for cell elongation during cell growth (27, 28). MreB polymerizes, and it 
has been proposed that the coupled motion of MreB filaments about the long-cell axis 
coordinates PG-synthetic complexes and orients the circumferential insertion of new PG 
in the cylindrical part of the cell [see reference (29)]. In Anabaena, MreB is required for 
rod-shape determination but dispensable for cell viability (30, 31), although diazotrophic 
growth is compromised in its absence (31). Distinctly, besides in the cell periphery as 
in other rod-shaped bacteria, in Anabaena MreB, MreC, and MreD are localized to the 
divisome, influencing positioning of the Z-ring and septal PG-growth orientation, as well 
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as in the intercellular mature septa, invoking a role in the formation of septal structures 
for intercellular communication (32, 33).

In most bacteria, the tubulin homolog FtsZ is essential for viability. FtsZ polymerizes 
into short filaments to form, together with other proteins, a ring at the future site of 
cell division, the so-called Z-ring. The Z-ring organizes the multiprotein complex termed 
the divisome, which includes the enzymatic machinery for PG growth to synthesize the 
new poles of the resulting daughter cells (34). In addition to FtsZ (35, 36), cyanobacteria 
possess the protein ZipN, which represents a central player in divisome assembly (37, 
38). In Anabaena, ZipN is essential, and it has been identified as a principal tether of FtsZ 
to the cytoplasmic membrane and divisome organizer (39, 40). Anabaena also includes 
homologs for the divisome components FtsE, FtsK, FtsQ, FtsX, FtsI, FtsW, and SepF [see 
references (40–42)].

In Anabaena, the septal-junction-related proteins, SepJ, which itself contains an 
N-terminal coiled-coil domain and forms multimers (43, 44), FraC (18), and SepI (20) 
are recruited to the intercellular septa through interactions with the divisome during 
cell division, thus providing a link between cell division and cell-cell communication. 
In addition, other cyanobacterial CCRPs were identified more recently to perform 
cytoskeletal and cytoskeletal-like functions in a diverse set of cyanobacterial species 
(45), including the heteropolymer-forming ZicK and ZacK (46).

In this work, we aimed at the characterization of another coiled-coil-rich protein and 
deciphering its function in Anabaena as a model of bacterial multicellularity. We found 
that All2460, which we have termed SepT, is a new element connecting cell division and 
PG growth to the formation of the septal structures involved in cell-cell adhesion and 
intercellular communication through the filament.

RESULTS

All2460 predicted domains and phylogenetic distribution

Initially selected in a screen, using COILS (47), searching for coiled-coil-rich proteins 
with a putative function in the Anabaena multicellularity and morphology (45), All2460 
is characterized by three distinct coiled-coil-rich regions as well as two N-terminal 
transmembrane domains (TMDs, residues 12–50, predicted with TMHMM) (Fig. 1A and B). 
Using the Conserved Domain Search (CD Search, NCBI), All2460 is predicted to contain 
a structural maintenance of chromosomes (SMC) and a TerB-C domain, suggesting a 
metal-dependent function in chromosome biology (Fig. 1A). Predictions of the putative 
localization of the C-terminal non-TMD parts consistently placed the C-terminus in 
the cytoplasm (predicted using PSIPRED, PSORTb, and Gneg-mPLoc). Using AlphaFold 
(48), All2460 is predicted to form a homodimer (Fig. 1C). A further search for All2460 
homologs using amino acid sequence similarity shows that all tested filamentous 
heterocyst-forming cyanobacteria encode a protein homologous to All2460 (Data Set 
S1; Fig. S1; Fig. 1D). Outside the heterocyst formers, there are some homologs that 
using our thresholds are clustered in the same protein family as All2460. These homo­
logs are found in filamentous non-heterocystous cyanobacteria such as Spirulina, and 
closely related genera to the order Nostocales such as Gloeocapsa, Chroococcidiopsis, or 
Pleurocapsa (49). Moreover, the protein sequence alignment of SepT homologs (Fig. S1) 
indicates a high-sequence divergence between homologs from the heterocyst-forming 
and non-heterocystous cyanobacteria, suggesting also functional divergence.

To further study the genomic neighborhood of All2460, we searched for the presence 
of conserved gene order at the All2460 locus using CSBFinder-S (50). Our results reveal a 
conserved synteny block that includes two genes next to all2460, namely all2459 and 
all2461 (Fig. 1E). Unlike All2460, both All2459 and All2461 are not predicted to contain 
TMDs but both are predicted to contain P-loop NTPase domains, which are commonly 
found in MinD, ParA, and other DNA partitioning systems (51). All three genes are about 
twofold upregulated 21 hours after nitrogen stepdown (52), suggesting some involve­
ment in diazotrophic growth.
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All2460 localization in Anabaena

We studied the localization of All2460 in Anabaena by means of fusions to GFP. For 
that, a replicative plasmid encoding All2460 C-terminally fused to GFP, directed by the 
native promoter sequence, was transferred to Anabaena wild type (WT), generating 
strain CSCV25, and to strain BS1 (Δall2460) (see below), generating strain CSCV26. In both 
strains, CSCV25 and CSCV26, GFP fluorescence was detected in the cell periphery and, 

FIG 1 SepT domain distribution and phylogeny. (A) Prediction of conserved domains in SepT using the Conserved Domain Search (NCBI). Orange bars indicate 

the presence of the two transmembrane domains; a structural maintenance of chromosomes domain is depicted in gray, and a TerB-C domain (putative 

metal chelating) domain is shown in yellow. The SMC and TerB-C domains overlap in part, which is highlighted by a mixed gray-yellow part. (B) Prediction 

of coiled-coil-rich regions using the COILS algorithm and three different screening windows for repetitive heptamer sequences (windows 14, 21, and 28). 

(C) Prediction of the structure of a SepT dimer (colored by pLDDT) according to AlphaFold algorithm. (D) Phylogenetic tree of selected SepT homologs. 

Heterocyst-forming species are written in black, and non-heterocystous species are written in blue. Nostoc sp. PCC 7120 is the same strain as Anabaena sp. PCC 

7120. Bootstrap values are shown next to ancestral node, and the branch width is scaled to the bootstrap values. (E) The genomic region of all2460 taken from 

the Integrated Microbial Genomes and Microbiomes of the Joint Genome Institute database.
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conspicuously, in the intercellular septa between contiguous cells along the filament 
(Fig. 2). Remarkably, midcell GFP bands were detected in some dividing cells, matching 
the localization of the progressing new septum. When the N-terminal transmembrane 
domain of SepT was deleted, the resulting protein fused to GFP produced fluorescence 
in patches without any specific localization in the cell (Fig. S2), suggesting that mem­
brane anchorage is essential for the correct localization. These observations suggest that 
All2460 is a new septal protein of Anabaena, and accordingly, we term it SepT.

Analysis of SepT interactions

The apparent localization of SepT to midcell, the intercellular septa, and the cell 
periphery drove us to investigate its possible interactions with known or putative 

FIG 2 Localization of SepT-GFP in Anabaena PCC 7120 and BS1 mutant. Strains Anabaena WT, CSCV25 (expressing SepT-GFP 

in the wild-type background), and CSCV26 (expressing SepT-GFP in BS1 background) were grown in and transferred to 

BG11 medium at a cell density corresponding to 0.5 µg Chl mL−1 and incubated under culture conditions. After 24 hours, 

filaments were observed by confocal microscopy with a Fluoview equipment. GFP fluorescence (green) and merged GFP 

and cyanobacterial autofluorescence (magenta) images are shown. Yellow arrows point to GFP fluorescence matching the 

divisome. Magnification is the same for all micrographs.
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elements of the Anabaena divisome, the septal junctions or the elongasome. For this 
purpose, we used the bacterial adenylate cyclase two-hybrid (BACTH) system. Regard­
ing divisome components, we tested interactions of SepT with FtsZ, ZipN, Alr0487 
(putative SepF), All0154 (putative PG glycosyl-transferase, FtsW), and Alr0718 (PG 
transpeptidase, FtsI). Strong interactions were detected for the pairs SepT-T18/T25-ZipN, 
SepT-T25/T18-SepF, SepT-T25/T18-FtsW, and SepT-T25/FtsW-T18 (Fig. 3A). Regarding 
septal proteins, we tested FraC, FraD, SepJ, and SepI. Significant, although comparatively 
low, interaction was detected only with SepJ (Fig. 3B). Regarding elongasome compo­
nents, we tested interactions of SepT with MreB, MreC, MreD, Alr0653 (putative PG 
glycosyl-transferase, RodA), and Alr5045 (elongasome transpeptidase). Interactions were 
detected between SepT-T25 and T18-RodA (Fig. 3A), between T25-SepT and MreB-T18, 
and between T18-SepT and MreB-T25 (Fig. 3B). Finally, SepT was detected to be able of 
self-interactions (Fig. 3B).

To identify further interaction partners of SepT, we performed co-immunoprecipita­
tions of Anabaena WT expressing SepT-GFP and analyzed co-precipitated proteins by LC-
MS/MS. With this approach, we were able to verify the interaction of SepT with MreB and 
SepJ. Additionally, proteins that co-precipitated with SepT included All4981 and All2459, 
from its own synteny block, and three different penicillin-binding proteins (PBPs): 
All2981, All2952, and Alr0718 (the full list of interactions identified is supplied in Data Set 
S2).

Inactivation of sepT

To study the function of SepT, we sought the generation of Anabaena derivatives lacking 
a functional all2460 ORF. Strain CSCV9, generated in the Seville lab, bears gene-cassette 
C.K1, encoding resistance to kanamycin and neomycin, inserted into all2460 (Fig. 4A). 
Growth of this mutant was studied in media supplemented with nitrate or lacking 
combined nitrogen (Fig. 4B). It was able to grow under the two conditions, exhibiting 
growth rates similar to those of Anabaena WT both in the exponential growth phase and 
in the phase of slow growth (Fig. 4B). Consistent with these results, strain BS1, which was 
previously generated in the Kiel lab, bearing gene cassette C.S3 substituting for all2460 
(Fig. 4A), also exhibited growth rates comparable to those of Anabaena WT (Fig. 4B). In 
the absence of combined nitrogen, both CSCV9 and BS1 exhibited mature heterocysts 
with conspicuous polar granules, as is the case for Anabaena WT (Fig. 5A).

The cell area and, as an estimation of the cell morphology, the aspect ratio (the ratio 
between the cell axis parallel to the filament and the axis perpendicular to the filament) 
were determined in strains CSCV9 and BS1. Because strains maintained in different labs 
have frequently been noticed to exhibit some different phenotypic characteristics, each 
of the two mutants was compared to the respective Anabaena WT strain from which they 
were derived (WT-s, WT from Seville; WT-k, WT from Kiel). While actively growing cells 
(48 hours) of CSCV9 were smaller than those of its parental strain in the presence and 
absence of combined nitrogen (Fig. 5A and B) (Student’s t-tests indicate significant 
differences, P < 0.01, for comparison of WT-s and CSCV9 with NO3

– or N2 after 48 hours of 
incubation; and non­significant differences, P > 0.05, after 216 hours), cells of BS1 
appeared larger than those of its parental strain (Fig. 5A and B). (Student’s t-tests indicate 
significant differences, P < 0.01, for comparison of WT-k and BS1 with NO3

– or N2 after 48 
or 216 hours of incubation.) The alterations in cell size in CSCV9 and BS1 suggest that 
both strains suffer a certain discoordination between cell growth and division. In contrast 
to C.K1 introduced in CSCV9, the C.S3 gene cassette introduced in BS1 bears strong 
transcriptional terminators, which could affect the expression of the downstream ORF 
all2459. This could contribute to explain the differences in the effects of the mutations in 
CSCV9 and BS1.

Finally, cell aspect ratio determinations indicated that the morphology of strains 
CSCV9 and BS1 is similar to that of their respective parentals (Fig. 5C). (Student’s t-tests 
indicate significant differences, P = 0.002, only for comparison of CSCV9 and its WT after 
216 hours of incubation with NO3

–.)
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Localization of PG growth in sepT mutants

The interaction of SepT with some proteins involved in lateral or septal PG growth, as 
suggested by the BACTH assays, led us to check whether the pattern of PG growth was 
affected by the mutation of sepT. For that, we used labeling with fluorescent vancomycin 
(Van-FL), which highlights the sites of PG incorporation, as done before in Anabaena 

FIG 3 Analysis of SepT interactions by BACTH. The topology of each fusion is indicated by the order of components (T18-protein and T25-protein denote the 

corresponding adenylate cyclase domain fused to the N-terminus of the tested protein, whereas protein-T18 and protein-T25 denote fusions to the C-terminus). 

(A) Interaction of protein pairs produced in Escherichia coli was assayed by measurements of β-galactosidase activity (nmol ONP min−1 mg protein−1) in liquid 

cultures incubated at 30°C. Data are the mean and standard deviation of two to nine determinations of the activity with the indicated protein fused to T25 (or 

the empty vectors pKNT25 or pKT25) and SepT-T18 (dark bars), or the indicated protein (or the empty vectors pKNT25 or pKT25) and pUT18C (clear bars); or with 

the indicated protein fused to T18 (or the empty vectors pUT18C or pUT18) and SepT-T25 (dark bars), or the indicated protein (or the empty vectors pUT18C 

or pUT18) and pKT25 (light bars). Significance of differences was assessed by Student’s t-tests. Asterisks indicate strains expressing a pair of tested proteins 

that exhibited β-galactosidase activity significantly different (P < 0.023) from the two controls: the strains expressing each fused protein and containing the 

complementary empty vector. (B) E. coli cells were subjected to β-galactosidase assay in triplicates from three independent colonies after grown in liquid cultures 

at 20°C for 2 days. Quantitative values are given in Miller units, and the mean results from three independent colonies are presented. Negative: N-terminal T25 

fusion construct of the respective protein co-transformed with empty pUT18C. Positive: Zip/Zip control. Error bars indicate standard deviations (n = 3). Values 

indicated with asterisks are significantly different from the negative control. ***P < 0.001, ****P < 0.0001 (Dunnett’s multiple comparison test and one-way 

ANOVA).
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[(22); see also reference (32)]. Filaments of Anabaena WT and strains CSCV9 and BS1 were 
incubated in BG11 or BG110 for 48 (exponential growth) and 216 hours (slow growth) 
under the same conditions used for the determination of growth rates and labeled with 
Van-FL. In Anabaena WT, cells from BG11 cultures, as well as vegetative cells from BG110 
medium, presented weak peripheral and strong septal labeling with alternating intensi­
ties (lower in the more recently formed septa than the older ones), as well as labeling in 
the septum under construction during cell division (Fig. 6), as previously described [see 

FIG 4 Genomic structure and growth of strains with inactivated sepT. (A) Schematic of the genetic structure of strains CSCV9 and BS1 in the sepT genomic 

region. (B) Filaments of strains Anabaena WT, CSCV9, and BS1 were grown in BG11 medium, transferred to BG11 (containing NaNO3
−) or BG110 (no combined 

nitrogen) at a cell density corresponding to 0.5 μg Chl mL−1, and incubated under culture conditions. At the indicated times, the OD750 (At) was measured 

in aliquots of each culture. The values of two independent cultures of each condition (one culture of CSCV9 under N2) were represented and adjusted to 

sequential linear functions. A0 represents the OD750 at the start of the culture. Growth rate constant, μ (day−1), corresponds to ln2/td, where td is the doubling 

time, calculated from the increase in OD750 from 0 to 98.5 hours (exponential growth) and from 170.5 to 266.5 hours (slow growth) of incubation as above. 

Mann-Whitney tests indicated no significance of differences (P > 0.1) between each mutant and the WT for any time and condition.
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references (32, 33)]. Filaments of CSCV9 and BS1 incubated in BG11 or BG110 medium 
showed a labeling pattern similar to that of the WT (Fig. 6A and B). However, quantifica­
tion of Van-FL fluorescence intensity in the cell periphery (lateral fluorescence) and in the 

FIG 5 Cell size and morphology of sepT mutants. Filaments of Anabaena WT (WT-s, the parental for CSCV9; WT-k, the parental 

for BS1), CSCV9 (sepT::C.K1), and BS1 (sepT::C.S3) grown in BG11 medium were transferred to BG11 or BG110, at a cell density 

corresponding to 0.5 µg Chl mL−1, and incubated under culture conditions. (A) After 48 hours, filaments from BG110 cultures 

were photographed. Purple arrows point to polar granules in heterocysts. Magnification is the same for all micrographs. 

(B and C) After 48 and 216 hours, aliquots of each culture were photographed and used for cell area (B) and aspect ratio 

(C) determinations. Two hundred to three hundred cells (vegetative cells in the diazotrophic cultures) from two different 

cultures of each strain and condition (150 cells for WT-k) were measured. The aspect ratio is the result of dividing the length of 

the axis parallel to the filament by the length of the axis perpendicular to the filament. Notched boxplot representations of the 

data are shown. The mean values are represented by black dots. Significant differences (P < 0.01), assessed by Student’s t-tests, 

are indicated by **.
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septal regions indicates that after 48 hours in BG11 medium, both lateral and septal 
fluorescence were lower in the mutants than in the WT (Student’s t-tests P < 0.01), 
becoming more similar after 216 hours [at 216 hours only lateral fluorescence in BS1 
appeared significantly lower (P < 0.01) than in the WT] (see the Table in Fig. 6A). In BG110 
medium, fluorescence intensity in vegetative cells appeared similar in the mutants and 
the WT [only lateral fluorescence at 216 hours was significantly lower (P < 0.01) in CSCV9 
than in the WT] (see the Table in Fig. 6B).

Localization of MreB, MreC, and MreD in strain CSCV9

We also studied whether inactivation of sepT affected the localization of the elongasome 
components MreB, MreC, and MreD. For that, we transferred gene constructs, whereby 
the mreBCD promoter region directs the expression of the fusion proteins sfGFP-MreB, 
sfGFP-MreC, or sfGFP-MreD to strain CSCV9, generating strains CSCV11, CSCV12, and 
CSCV13, respectively. Strains CSCV6, CSCV7, and CSCV8 express the same fusion proteins, 
respectively, in the WT background (32). The six reporter strains include, in addition, the 
intact mreBCD operon in its native genomic locus. In the presence of combined nitrogen, 
strains CSCV11, CSCV12, and CSCV13 exhibited GFP fluorescence localized through the 
cell periphery, including the intercellular septal regions, and at midcell, matching the 
divisome localization in dividing cells (Fig. 7A), a distribution similar to that described 
for strains, CSCV6, CSCV7, and CSCV8, respectively (32; Fig. 7A). Upon N-stepdown, 
vegetative cells of CSCV11, CSCV12, and CSCV13 exhibited peripheric, septal, and midcell 
GFP fluorescence similar to the pattern found in filaments incubated with nitrate. 
Heterocysts showed peripheric fluorescence and, frequently, fluorescence spots focalized 
at the cell poles (Fig. 7B). These observations also match the distribution observed in 
CSCV6, CSCV7, and CSCV8, respectively (Fig. 7B; 33), indicating that localization of MreB, 
MreC, and MreD is not noticeably affected in the sepT mutant background.

Morphology of the septal nanopore structures in sepT mutants

Given that alterations in the number and morphology of septal nanopores have been 
described in mutants of other septal proteins in Anabaena (e.g., 13), we isolated PG 
sacculi from the sepT mutant strains CSCV9 and BS1 and observed the septal disks by 
TEM (Fig. 8; Fig. S3). In comparison to the WT, we observed a heterogeneity in the array of 
septal disk nanopores in the mutants. Septal disks in the WT contain an average of ca. 40 
nanopores of about 17 nm in diameter concentrated in the central part of the disk (13; 
see Fig. 8). In comparison to the WT, septal disks of both CSCV9 and BS1 generally 
contained fewer nanopores with a slightly smaller size (Fig. 8B). However, although in 
some cases the mutant disks showed a nanopore distribution that resembles the WT 
pattern (first line in Fig. 8A), disks with nanopores distributed throughout the whole disk 
area (second line in Fig. 8A) or including only two to four, larger than average, nanopores 
(third line in Fig. 8A) were also observed. In addition, some disks showing pores severely 
enlarged and of abnormal (non-circular) shape, apparently resulting from PG mesh 
breakage, were also frequently detected in both mutants (fourth line in Fig. 8A). Figure S3 
shows that peptidoglycan isolated from filaments of BS1 grown on agar plates presented 
a distribution of septa similar to that found in liquid medium.

DISCUSSION

In this work, we have identified the product of Anabaena ORF all2460, a cyanobacterial 
cytoskeletal protein linked to the divisome, the elongasome and the septal-junctions, 
which we have termed SepT. SepT is predicted to be a coiled-coil-rich protein characteris­
tic of filamentous cyanobacteria capable of heterocyst differentiation. Indeed, homologs 
to SepT have been found encoded in the genomes of all tested heterocyst-forming 
strains. As in most cases, Anabaena SepT is predicted to be an inner membrane-anchored 
cytoplasmic protein and as most CCRPs, it appears able of self-interactions (Fig. 3B), with 
predicted formation of structured dimers (Fig. 1C).
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In Anabaena, SepT is localized in the cell periphery and the intercellular septa, and in 
dividing cells, it is also detected at midcell matching the localization of the divisome (Fig. 
2). Localization at the cell periphery and the divisome has also been described for the 
elongasome components MreB, MreC, and MreD in Anabaena (32). Moreover, we have 
detected SepT interactions with MreB (Fig. 3B), invoking a role of SepT in the elongasome 
function. We have not detected any apparent alteration of MreB, MreC, or MreD 

FIG 6 Localization of PG growth in sepT mutants. Strains Anabaena WT, CSCV9, and BS1 grown in BG11 medium were transferred (at a cell density of 0.5 µg Chl 

mL−1) to BG11 (A) or BG110 (B) medium and incubated under culture conditions. After 48 hours, samples of filaments were stained with Van-FL and observed 

under a fluorescence microscope and photographed. Van-FL fluorescence (green), cyanobacterial autofluorescence (magenta), and bright­field images are 

shown. White arrows point to heterocysts. Magnification is the same for all micrographs. After 48 and 216 hours, lateral and septal fluorescence were quantified 

as described in Materials and Methods. Student’s t-test was used to assess significance of differences (Data Set S3). Significant differences (P < 0.01) are indicated 

by **.
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localization in the absence of a functional SepT protein (Fig. 7). However, two different 
sepT mutants showed impaired regulation of cell size (Fig. 5B), which might reflect a 
discoordination between cell growth and division, and altered PG growth with lower 
incorporation, especially under conditions of higher growth rate (exponential growth 
with combined nitrogen) in the mutants (Fig. 6A). In addition, we have detected 
interactions of SepT with putative RodA (Fig. 3A), the elongasome glycosyl-transferase 

FIG 7 Localization of MreB, MreC, and MreD in the absence of SepT. Strains CSCV11 (sepT::C.K1, sfgfp-mreB), CSCV12 

(sepT::C.K1, sfgfp-mreC), CSCV13 (sepT::C.K1, sfgfp-mreD), and reference strains Anabaena WT, CSCV9 (sepT::C.K1), CSCV6 

(sfgfp-mreB), CSCV7 (sfgfp-mreC), and CSCV8 (sfgfp-mreD) were grown in BG11 medium and transferred to BG110 + NH4
+ 

(A) or BG110 medium (B), adjusted to a cell density corresponding to 0.5 µg Chl mL−1. After 24 hours, aliquots of filaments 

were observed under a TCS confocal microscope and photographed. GFP fluorescence (green), cyanobacterial autofluores­

cence (magenta), and bright­field images are shown. Yellow arrows point to heterocysts. Magnification is the same for all 

micrographs.
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catalyzing PG polymerization, as well as with three putative PBPs (All2981, All2952, and 
Alr0718). These results suggest a role for SepT in the regulation of PG expansion during 
cell growth.

FIG 8 Septal nanopore array in sepT mutant strains. (A) Representative transmission electron microscopy 

images of PG sacculi septa from Anabaena WT and the sepT mutant strains CSCV9 and BS1 grown in BG11 

medium (see Materials and Methods for details). Disks showing abnormal nanopore distribution (second 

line), few, larger than average, nanopores (third line), or nanopores severely enlarged and of abnormal 

shape (fourth line) are shown. (B) Number of nanopores per septum and mean nanopore diameter (nm). 

n, sample size (number of septal disks or nanopores, respectively). The difference between each mutant 

and the wild type was assessed by the Student’s t-test (P values are indicated). For comparisons between 

the two mutant strains, P values were 0.4933 for nanopore number and 0.5872 for nanopore diameter. 

Data on Anabaena WT are from reference (13).
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The localization of SepT in the intercellular septa and the divisome coincides with 
that reported for other septal proteins that play important roles in filament maintenance 
and intercellular communication in Anabaena, including SepJ, FraC, and SepI. Thus, SepT 
could have a function related to the specialized structure of the intercellular septa of 
heterocyst-forming cyanobacteria. Notably, our past and current investigations suggest 
that interaction with the divisome during cell division is a mechanism for the localization 
of proteins that remain in the intercellular septa once the division event has concluded. 
Indeed, SepJ has been shown to interact with the divisome components FtsQ and ZipN 
(40, 43), and also with SepI, which interacts with FtsI, SepF, and ZipN (20). Here, we have 
detected clear interactions of SepT with ZipN, SepF, and FtsW. This, together with its 
localization to the divisome, points to a similar mechanism for SepT localization to the 
intercellular septa.

The interaction of SepT with putative FtsW (divisome PG glycosyl-transferase) 
suggests an effect on septal PG growth or remodeling. Indeed, we have observed 
conspicuous alteration on the nanopore array of the septal PG disks in two different sepT 
mutants, including a lower average nanopore number, altered nanopore distribution, 
and even very aberrant septal disks with only two to four large nanopores or showing 
apparent tears in the PG mesh (Fig. 8). SepJ, with which SepT also interacts (Fig. 3B), 
is also a coiled-coil-containing protein that influences the septal disk nanopore array in 
Anabaena, although sepJ inactivation had milder effects than sepT inactivation leading 
to reduced nanopore numbers (15). In conclusion, besides influencing lateral PG growth, 
SepT is a new component of the specialized septal structure of filamentous heterocyst-
forming cyanobacteria directly linked to the cell growth and cell division machineries. 
It has a role in the processing of the intercellular PG required for the formation of 
intercellular communication structures that are key feature of multicellular organisms.

MATERIALS AND METHODS

Bacterial strains and growth conditions

Anabaena sp. PCC 7120 and mutant strains were grown photoautotrophically in BG11 
medium (containing NaNO3) or in BG110 (lacking combined nitrogen) (6), or in BG110 
supplemented with 4 mM NH4Cl and 8 mM TES-NaOH buffer, pH 7.5 at constant 
illumination of 12–30 photons m−2 s−1 intensity. Cells were either grown in Erlenmeyer 
flasks with shaking or on medium solidified with 1% (wt/vol) Difco agar. For the mutants, 
media were supplemented with antibiotics: spectinomycin (Sp) and streptomycin (Sm) at 
5 µg mL−1 each in solid media or at 2 µg mL−1 each in liquid media, or with neomycin 
(Nm) at 25 µg mL−1 in solid media or 5 µg mL−1 in liquid media. Chlorophyll content 
of the cultures was determined after extraction with methanol (53). In Anabaena, 1 µg 
chlorophyll corresponds to ca. 3.3 × 106 cells (54). (Table S1 and S2 list all used cyanobac­
terial strains, plasmids, and oligonucleotides.)

Distribution of homologs in cyanobacteria

Homologs to SepT were detected in completely sequenced genomes publicly available 
in RefSeq (version 01/2021) by amino acid sequence similarity using stand-alone BLAST 
(55, 56) (v. 2.2.26). Protein sequences that were found as BLAST hits with a threshold 
of E-value ≤1×10−5 were further compared to SepT by global alignment using needle 
(57). Hits having ≥30% identical amino acids in the global alignment were considered as 
homologs. For the phylogenetic analysis, homologs in a set of representative heterocys­
tous species were manually selected and complemented by all homologs in non-heter­
ocystous species. Amino acid sequences were aligned with MAFFT (v. 7.475) (58). The 
phylogenetic tree was inferred with IQ-TREE (59) (v. 1.6.12) with restricted automatic 
model selection to the Le & Gascuel model (60) and fast bootstrap with 1,000 replicates. 
The tree was rooted using the MAD approach (61). The phylogenetic tree was visualized 
with FigTree (http://tree.bio.ed.ac.uk/software/figtree/).
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Computational prediction

Coiled-coil-rich regions were predicted using COILS (v. 2.2) (47), and conserved protein 
domains were predicted using NCBI Conserved Domains Search (62). Prediction of 
subcellular localization was done using TMHMM (v. 2.0) (63), PSORTb (v. 3.0.2) (64), 
Gneg-mPLoc (v. 2.0) (65), PSIPRED (v. 4.0) (66), and Phobius (67). The employed putative 
promoter site for sepT (1,470 bp upstream of the ORF) was based on promoter and 
transcription factor binding site predictions by BPROM (68).

Plasmid and Anabaena mutant construction

Mutant strain CSCV9 carries a version of the sepT gene in which codons 69–367 have 
been substituted by gene-cassette C.K1 encoding Km/Nm resistance. To generate it, 
two DNA fragments were amplified from Anabaena genomic DNA using the primer 
pairs all2459-1/all2460-2 (encompassing sequences internal and upstream of sepT) 
and all2460-1/all2461-1 (encompassing sequences internal and downstream of sepT), 
including terminal restriction sites BamHI and PstI. Both fragments were joined together 
by overlapping PCR, and the resulting single fragment was cloned into mobilizable 
vector pRL277 [encoding the gene sacB for positive selection (69)]. Gene-cassette C.K1 
from plasmid pRL161 (70) was then inserted into the internal BamHI site, generating 
plasmid pCSCV36, which was transferred to Anabaena by conjugation (71).

Mutant BS1 carries gene cassette C.S3, encoding Sm/Sp resistance, substituting for 
the sepT gene. To generate it, 1,500 bp upstream and downstream of the sepT ORF were 
amplified by PCR from Anabaena genomic DNA using primers 842KO_2A/842KO_2B and 
842KO_4A/842KO_4B, respectively. The upstream and downstream sepT regions flanking 
the C.S3 cassette [amplified with primers CS.3_Fwd/CS.3_Rev using pCSEL24 (72) as a 
template] were then inserted into PCR­amplified pRL278, including the gene sacB for 
positive selection (73), using primers pRL271_Fwd/pRL271_Rev by Gibson assembly, 
yielding pTHS109, which was transferred to Anabaena by conjugation. For both CSCV9 
and BS1 mutants, insertion of the mutagenic construct by double crossover was selected 
by resistance to sucrose and lack of antibiotic resistance encoded in the vector portion of 
the transferred plasmid. Both mutants were segregated for the mutant chromosomes, as 
tested by PCR analysis (not shown).

For the generation of strains CSCV11, CSCV12, and CSCV13, strains expressing a 
sfgfp-mreB, sfgfp-mreC, or sfgfp-mreD fusion gene, respectively, expressed from the native 
mreBCD operon promoter (PmreB), strains CSCV6, CSCV7, and CSCV8, which, respectively, 
express the same fusion genes in the WT background, were used as recipient of 
plasmid pCSCV36. Insertion of the mutagenic construct and segregation for the mutant 
chromosomes were verified by PCR analysis as above.

The replicative plasmid pTHS240, used for the localization of SepT-GFP, included a 
sepT-gfpmut3.1 fusion gene under the control of the native promoter (predicted by 
BPROM). To generate it, the sepT promoter sequence and ORF were amplified using 
the primer pair p842_25C_long_A/Nos842_2B; the gfpmut3.1 sequence was amplified 
using the primer pair GFP_842_A/GFP_25C_R, and both PCR products were cloned into 
PCR­amplified plasmid pRL25C (74) using primer pair pRL25C_F/pRL25C_R by Gibson 
assembly.

The replicative plasmid pTHS143, driving the expression of SepT-GFP from PpetE used 
for co-IP analysis, was cloned as follows: the petE promoter was amplified using primer 
pair petE_903_Fwd/ pRL25c_NEB_Rev; sepT was amplified using primer pair Nos842_2 A/ 
Nos842_2B, and gfpmut3.1 was amplified using pRL25c_NEB_Fwd/ pRL25c_NEB_Rev, 
and all three PCR products were cloned into PCR­amplified pRL25C using primer pair 
pRL25c-903_V_F/ pRL25c-903_V_R.

BACTH analysis

BACTH assays were based on the reconstitution of adenylate cyclase from Borde­
tella pertussis (75). Genes were amplified by PCR using Anabaena DNA as template 
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and oligonucleotide pairs: MB_25 A/MB_25B (SepT-T25), MB_26 A/MB_26B (T25-
SepT), MB_27 A/MB_27B (SepT-T18), MB_28 A/MB_28B (T18-SepT), alr0653-1/alr0653-2 
(T25-RodA), alr0653-3/alr0653-2 (T18-RodA), alr0653-3/alr0653-4 (RodA-T25, RodA-T18), 
alr5045-7/alr5045-8 (T25-Alr5045), alr5045-9/alr5045-8 (T18-Alr5045). The resulting PCR 
products were cloned in pUT18, pUT18C, pKNT25, or pKT25. All the resulting plas­
mids were verified by sequencing. Other fusions used in this work were as previously 
described (20, 32, 36, 40, 43). Plasmids were transformed into Escherichia coli XL1-Blue for 
amplification. Isolated plasmids were co-transformed into strain BTH101 (cya-99), and the 
transformants were plated on solid LB medium containing selective antibiotics and 1% 
(wt/vol) glucose.

β-galactosidase activity was measured after growth in liquid medium in the presence 
of IPTG and antibiotics, using ο-nitrophenol-β-galactoside as a substrate. Either the 
ο-nitrophenol produced per milligram of protein versus time was represented and the 
β-galactosidase activity deduced from the slope of the linear function, or the ο-nitrophe­
nol produced was recorded in Miller units as described in the manufacturer’s manual 
(Euromedex).

Co-immunoprecipitation

About 20–30 mL of culture of Anabaena WT or a derivative strain including plasmid 
pTHS143, driving the expression of SepT-GFP from PpetE promoter, was pelleted by 
centrifugation (4,800 × g, 10 minutes, RT); cells were washed twice by centrifugation 
(4,800 × g, 10 minutes, RT) with 40 mL PBS and then resuspended in 1 mL lysis buf­
fer [PBS-N: PBS supplemented with 1% (vol/vol) NP-40] supplemented with protease 
inhibitor cocktail (PIC; cOmplete, EDTA-free Protease Inhibitor Cocktail, Sigma-Aldrich). 
Cells were lysed using the VK05 Lysis Kit (Bertin) in a Precellys 24 homogenizer (3 strokes 
for 30 seconds at 6,500 rpm), and cell debris was pelleted by centrifugation (30 minutes, 
21,100 × g, 4°C). Fifty microliters of μMACS Anti-GFP MicroBeads (Miltenyi Biotec) were 
added to the resulting cell-free supernatant with further incubation for 1 hour at 4°C 
with mild rotation. Afterward, the samples were loaded onto µColumns (Miltenyi Biotec), 
washed twice with 1 mL lysis buffer, and eluted in 50 µL elution buffer [50 mM Tris 
HCl pH 6.8, 50 mM DTT, 1% SDS, 1 mM EDTA, 0.005% (wt/vol) bromophenol blue, 10% 
(vol/vol) glycerol; Miltenyi Biotec]. Until further use, samples were stored at −80°C.

Mass spectrometry analysis

Mass spectrometry was performed as previously described (20). The acquired MS/MS 
data were searched with the SequestHT algorithm against the entire reviewed Uniprot 
protein database of Anabaena sp. PCC 7120, including proteins encoded in plasmids 
(6,922 sequences in total). Static modification applied was carbamidomethylation on 
cysteine residues, while oxidation on methionine residues was set as dynamic modifica­
tion. Spectra were searched with full-enzyme specificity. An MS mass tolerance of 10 
ppm and an MS/MS tolerance of 0.02 Da were used. Proteins were identified with at least 
three unique peptides with a FDR confidence ≤0.01 (high).

Van-FL staining and quantification

Filaments were stained by incubation with 2 µg mL−1 Vancomycin-FL (Bodipy-FL 
conjugate, Invitrogen), and lateral and septal fluorescence were quantified with ImageJ 
(76) processing of fluorescence images by collecting total fluorescence in manually 
defined equal square sections, as described (32). For each cell, lateral fluorescence was 
calculated as the mean of the values of four sections and septal fluorescence as the mean 
of two sections, one at each cell pole. Twenty to thirty cells were counted for each strain 
and condition, and the average values were calculated.
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PG sacculi isolation and visualization

PG was isolated from filaments grown in BG11 medium by protease treatment and 
hot detergent extraction, as described (15). Aliquots of the obtained preparations were 
deposited on formvar-carbon film­coated copper grids and stained with 1% (wt/vol) 
uranyl acetate and examined with a Zeiss Libra 120 plus (Zeiss) transmission electron 
microscope at 120 kV.

Microscopy

Cell area and cell axis length were determined automatically by processing light-micro­
scopy images with ImageJ software, as in reference (31). Data were plotted using the 
open-source software RStudio Desktop (https://www.rstudio.com). Van-FL fluorescence 
was visualized with a Leica DM6000B fluorescence microscope and a FITCL5 filter 
(excitation band-pass, 480/40; emission band-pass, 527/30) and photographed with an 
ORCA-ER camera (Hamamatsu). GFP fluorescence was monitored with an Olympus TCS 
SP2 confocal laser-scanning microscope equipped with an HCX PLAN-APO 63 × 1.4 
NA oil immersion objective (excitation, 488 nm; collection, 500–540 nm for GFP or 630–
700 nm for cyanobacterial autofluorescence) or with an Olympus FLUOVIEW FV3000 
(hyper-resolution) confocal laser-scanning microscope equipped with an UPlanApo 60 × 
1.5 NA oil immersion objective (excitation, 488 nm; collection 500–540 nm for GFP or 
excitation, 640 nm; and collection, 650–750 nm for cyanobacterial autofluorescence).

ACKNOWLEDGMENTS

We thank Enrique Flores for a critical reading of the manuscript, and Juan Luis Ribas 
from the Microscopy Service at Centre of Investigation, Technology and Innovation of the 
University of Seville for most helpful and expert technical assistance.

Work in Seville was supported by grant PID2020-118595GB-100 funded by MCIN/ AEI/
10.13039/501100011033/and grant P20-00032 funded by Junta de Andalucía and FEDER.

C.V.S. was the recipient of a Formación de Personal Investigador (FPI) contract from 
the Spanish Government. B.L.S. was supported by the German Science Foundation (DFG) 
(Grant No. STU513/2-1). D.J.N. was supported by the Emmy Noether program of the 
German Science Foundation (DFG; grant number: NU 421/1).

AUTHOR AFFILIATIONS

1Instituto de Bioquímica Vegetal y Fotosíntesis, CSIC and Universidad de Sevilla, Seville, 
Spain
2Institute of General Microbiology, Kiel University, Kiel, Germany
3AG Proteomics & Bioanalytics, Institute for Experimental Medicine, Christian-Albrechts-
Universität zu Kiel, Kiel, Germany
4Department of Microbiology/Organismic Interactions, University of Tübingen, Tübingen, 
Germany
5Institute of Experimental Physics and Dahlem Centre of Plant Sciences, Free University of 
Berlin, Berlin, Germany
6Department of Food Engineering, Universidad de La Serena, La Serena, Chile

PRESENT ADDRESS

Benjamin L. Springstein, Institute of Science and Technology Austria, Klosterneuburg, 
Austria

AUTHOR ORCIDs

Mercedes Nieves-Morión  http://orcid.org/0000-0002-6615-0242
Ignacio Luque  http://orcid.org/0000-0002-0336-5094
Antonia Herrero  http://orcid.org/0000-0003-1071-6590

Research Article mBio

September/October 2023  Volume 14  Issue 5 10.1128/mbio.00983-23 17

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

5 
M

ar
ch

 2
02

4 
by

 1
30

.1
33

.8
.1

14
.

https://www.rstudio.com
https://doi.org/10.1128/mbio.00983-23


FUNDING

Funder Grant(s) Author(s)

MEC | Agencia Estatal de Investiga­
ción (AEI)

PID2020-118595GB-100 Cristina Velázquez-
Suárez

Mercedes Nieves-Morión

Antonia Herrero

Junta de Andalucía (Andalusian 
Board)

P20-00032 Cristina Velázquez-
Suárez

Ignacio Luque

Antonia Herrero

Deutsche Forschungsgemeinschaft 
(DFG)

STU513/2-1 Benjamin Lennart 
Springstein

Deutsche Forschungsgemeinschaft 
(DFG)

NU 421/1 Dennis J. Nürnberg

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Data Set S1 (mBio00983-23-s0001.xlsx). Sequences used for SepT phylogenetic tree.
Data set S2 (mBio00983-23-s0002.xlsx). Excerpt of proteins co-precipitated with 
SepT-GFP.
Data Set S3 (mBio00983-23-s0003.xlsx). Statistics of lateral and septal Van-FL fluores­
cence intensity.
Fig. S1 (mBio00983-23-s0004.pdf). Sequence alignement of SepT homologs.
Fig. S2 (mBio00983-23-s0005.pdf). Localization of truncated SepT-GFP in Anabaena.
Fig. S3 (mBio00983-23-s0006.pdf). Septal nanopore array in strain BS1 grown on solid 
medium.
Table S1 (mBio00983-23-s0007.pdf). Cyanobacterial strains and plasmids used in this 
work.
Table S2 (mBio00983-23-s0008.pdf). Oligodeoxynucleotide primers used in this work.

REFERENCES

1. Shapiro JA. 1998. Thinking about bacterial populations as multicellular 
organisms. Annu Rev Microbiol 52:81–104. https://doi.org/10.1146/
annurev.micro.52.1.81

2. Lyons NA, Kolter R. 2015. On the evolution of bacterial multicellularity. 
Curr Opin Microbiol 24:21–28. https://doi.org/10.1016/j.mib.2014.12.007

3. Flärdh K, Richards DM, Hempel AM, Howard M, Buttner MJ. 2012. 
Regulation of apical growth and hyphal branching in Streptomyces. Curr 
Opin Microbiol 15:737–743. https://doi.org/10.1016/j.mib.2012.10.012

4. Flores E, Herrero A. 2010. Compartmentalized function through cell 
differentiation in filamentous cyanobacteria. Nat Rev Microbiol 8:39–50. 
https://doi.org/10.1038/nrmicro2242

5. Hoiczyk E, Hansel A. 2000. Cyanobacterial cell walls: news from an 
unusual prokaryotic envelope. J Bacteriol 182:1191–1199. https://doi.
org/10.1128/JB.182.5.1191-1199.2000

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

7. 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

8. Zeng X, Zhang CC. 2022. The making of a heterocyst in cyanobacteria. 
Annu Rev Microbiol 76:597–618. https://doi.org/10.1146/annurev-micro-
041320-093442

9. Mariscal V, Herrero A, Flores E. 2007. Continuous periplasm in a 
filamentous, heterocyst-forming cyanobacterium. Mol Microbiol 
65:1139–1145. https://doi.org/10.1111/j.1365-2958.2007.05856.x

10. Wilk L, Strauss M, Rudolf M, Nicolaisen K, Flores E, Kühlbrandt W, Schleiff 
E. 2011. Outer membrane continuity and septosome formation between 
vegetative cells in the filaments of Anabaena sp. PCC 7120. Cell 
Microbiol 13:1744–1754. https://doi.org/10.1111/j.1462-5822.2011.
01655.x

11. Claessen D, Rozen DE, Kuipers OP, Søgaard-Andersen L, van Wezel GP. 
2014. Bacterial solutions to multicellularity: a tale of biofilms, filaments 
and fruiting bodies. Nat Rev Microbiol 12:115–124. https://doi.org/10.
1038/nrmicro3178

12. Mariscal V, Nürnberg DJ, Herrero A, Mullineaux CW, Flores E. 2016. 
Overexpression of SepJ alters septal morphology and heterocyst pattern 
regulated by diffusible signals in Anabaena. Mol Microbiol 101:968–981. 
https://doi.org/10.1111/mmi.13436

13. 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

14. 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

September/October 2023  Volume 14  Issue 5 10.1128/mbio.00983-23 18

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

5 
M

ar
ch

 2
02

4 
by

 1
30

.1
33

.8
.1

14
.

https://doi.org/10.1128/mbio.00983-23
https://doi.org/10.1146/annurev.micro.52.1.81
https://doi.org/10.1016/j.mib.2014.12.007
https://doi.org/10.1016/j.mib.2012.10.012
https://doi.org/10.1038/nrmicro2242
https://doi.org/10.1128/JB.182.5.1191-1199.2000
https://doi.org/10.1099/00221287-111-1-1
https://doi.org/10.1093/femsre/fuw029
https://doi.org/10.1146/annurev-micro-041320-093442
https://doi.org/10.1111/j.1365-2958.2007.05856.x
https://doi.org/10.1111/j.1462-5822.2011.01655.x
https://doi.org/10.1038/nrmicro3178
https://doi.org/10.1111/mmi.13436
https://doi.org/10.1128/mSphere.01091-20
https://doi.org/10.1128/mBio.02109-14
https://doi.org/10.1128/mbio.00983-23


15. Nieves-Morión M, Mullineaux CW, Flores E. 2017. Molecular diffusion 
through cyanobacterial septal junctions. mBio 8:e01756-16. https://doi.
org/10.1128/mBio.01756-16

16. Weiss GL, Kieninger A-K, 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

17. 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

18. Merino-Puerto V, Mariscal V, Mullineaux CW, Herrero A, Flores E. 2010. 
Fra proteins influencing filament integrity, diazotrophy and localization 
of septal protein SepJ in the heterocyst-forming cyanobacterium 
Anabaena sp. Mol Microbiol 75:1159–1170. https://doi.org/10.1111/j.
1365-2958.2009.07031.x

19. Flores E, Pernil R, Muro-Pastor AM, Mariscal V, Maldener I, Lechno-Yossef 
S, Fan Q, Wolk CP, Herrero A. 2007. Septum-localized protein required for 
filament integrity and diazotrophy in the heterocyst-forming cyanobac­
terium Anabaena sp. J Bacteriol 189:3884–3890. https://doi.org/10.1128/
JB.00085-07

20. 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

21. Kieninger A-K, Tokarz P, Janović A, Pilhofer M, Weiss GL, Maldener I. 
2022. SepN is a septal junction component required for gated cell-cell 
communication in the filamentous cyanobacterium Nostoc. Nat 
Commun 13:7486. https://doi.org/10.1038/s41467-022-34946-7

22. 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

23. 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. PCC 7120. Front Cell Infect 
Microbiol 7:386. https://doi.org/10.3389/fcimb.2017.00386

24. Rudolf M, Tetik N, Ramos-León F, Flinner N, Ngo G, Stevanovic M, Burnat 
M, Pernil R, Flores E, Schleiff E. 2015. The peptidoglycan-binding protein 
SjcF1 influences septal junction function and channel formation in the 
filamentous cyanobacterium Anabaena. mBio 6:e00376. https://doi.org/
10.1128/mBio.00376-15

25. Ramos-León F, Ramamurthi KS. 2022. Cytoskeletal proteins: lessons 
learned from bacteria. Phys Biol 19. https://doi.org/10.1088/1478-3975/
ac4ef0

26. Esue O, Cordero M, Wirtz D, Tseng Y. 2005. The assembly of MreB, a 
prokaryotic homolog of actin. J Biol Chem 280:2628–2635. https://doi.
org/10.1074/jbc.M410298200

27. Vollmer W, Bertsche U. 2008. Murein (peptidoglycan) structure, 
architecture and biosynthesis in Escherichia coli. Biochim Biophys Acta 
1778:1714–1734. https://doi.org/10.1016/j.bbamem.2007.06.007

28. Egan AJF, Errington J, Vollmer W. 2020. Regulation of peptidoglycan 
synthesis and remodelling. Nat Rev Microbiol 18:446–460. https://doi.
org/10.1038/s41579-020-0366-3

29. Errington J. 2015. Bacterial morphogenesis and the enigmatic MreB 
helix. Nat Rev Microbiol 13:241–248. https://doi.org/10.1038/
nrmicro3398

30. Hu B, Yang G, Zhao W, Zhang Y, Zhao J. 2007. MreB is important for cell 
shape but not for chromosome segregation of the filamentous 
cyanobacterium Anabaena sp. PCC 7120. Mol Microbiol 63:1640–1652. 
https://doi.org/10.1111/j.1365-2958.2007.05618.x

31. Velázquez-Suárez C, Luque I, Herrero A. 2020. The inorganic nutrient 
regime and the mre genes regulate cell and filament size and morphol­
ogy in the phototrophic multicellular bacterium Anabaena. mSphere 
5:e00747-20. https://doi.org/10.1128/mSphere.00747-20

32. Velázquez-Suárez C, Valladares A, Luque I, Herrero A. 2022. The role of 
Mre factors and cell division in peptidoglycan growth in the multicellular 
cyanobacterium Anabaena. mBio 13:e0116522. https://doi.org/10.1128/
mbio.01165-22

33. Velázquez-Suárez C, Luque I, Herrero A. 2022. The role of MreB, MreC and 
MreD in the morphology of the diazotrophic filament of Anabaena sp. 
PCC 7120. Life 12:1437. https://doi.org/10.3390/life12091437

34. Du S, Lutkenhaus J. 2017. Assembly and activation of the Escherichia coli 
divisome. Mol Microbiol 105:177–187. https://doi.org/10.1111/mmi.
13696

35. Sakr S, Thyssen M, Denis M, Zhang C-C. 2006. Relationship among 
several key cell cycle events in the developmental cyanobacterium 
Anabaena sp. strain PCC 7120. J Bacteriol 188:5958–5965. https://doi.
org/10.1128/JB.00524-06

36. Corrales-Guerrero L, Camargo S, Valladares A, Picossi S, Luque I, Ochoa 
de Alda JAG, Herrero A. 2018. FtsZ of filamentous, heterocyst-forming 
cyanobacteria has a conserved N-terminal peptide required for normal 
FtsZ polymerization and cell division. Front Microbiol 9:2260. https://doi.
org/10.3389/fmicb.2018.02260

37. Mazouni K, Domain F, Cassier-Chauvat C, Chauvat F. 2004. Molecular 
analysis of the key cytokinetic components of cyanocteria: FtsZ, ZipN 
and MinCDE. Mol Microbiol 52:1145–1158. https://doi.org/10.1111/j.
1365-2958.2004.04042.x

38. Marbouty M, Saguez C, Cassier-Chauvat C, Chauvat F. 2009. ZipN, an 
FtsA-like orchestrator of divisome assembly in the model cyanobacte­
rium Synechocystis PCC6803. Mol Microbiol 74:409–420. https://doi.org/
10.1111/j.1365-2958.2009.06873.x

39. Koksharova OA, Wolk CP. 2002. A novel gene that bears a DnaJ motif 
influences cyanobacterial cell division. J Bacteriol 184:5524–5528. https:/
/doi.org/10.1128/JB.184.19.5524-5528.2002

40. Camargo S, Picossi S, Corrales-Guerrero L, Valladares A, Arévalo S, 
Herrero A. 2019. ZipN is an essential FtsZ membrane tether and 
contributes to the septal localization of SepJ in the filamentous 
cyanobacterium Anabaena. Sci Rep 9:2744. https://doi.org/10.1038/
s41598-019-39336-6

41. Cassier-Chauvat C, Chauvat F. 2014. Cell division in cyanobacteria, p 7–
27. In Flores E, A Herrero (ed), The Cell Biology of Cyanobacteria. Caister 
Academic Press, Norfolk, UK.

42. Burnat M, Schleiff E, Flores E. 2014. Cell envelope components 
influencing filament length in the heterocyst-forming cyanobacterium 
Anabaena sp. strain PCC 7120. J Bacteriol 196:4026–4035. https://doi.
org/10.1128/JB.02128-14

43. Ramos-León F, Mariscal V, Frías JE, Flores E, Herrero A. 2015. Divisome-
dependent subcellular localization of cell-cell joining protein SepJ in the 
filamentous cyanobacterium Anabaena. Mol Microbiol 96:566–580. 
https://doi.org/10.1111/mmi.12956

44. Ramos-León F, Mariscal V, Battchikova N, Aro E-M, Flores E. 2017. Septal 
protein SepJ from the heterocyst-forming cyanobacterium Anabaena 
forms multimers and interacts with peptidoglycan. FEBS Open Bio 
7:1515–1526. https://doi.org/10.1002/2211-5463.12280

45. Springstein BL, Woehle C, Weissenbach J, Helbig AO, Dagan T, Stucken K. 
2020. Identification and characterization of novel filament­forming 
proteins in cyanobacteria. Sci Rep 10:1894. https://doi.org/10.1038/
s41598-020-58726-9

46. Springstein BL, Nürnberg DJ, Woehle C, Weissenbach J, Theune ML, 
Helbig AO, Maldener I, Dagan T, Stucken K. 2021. Two novel heteropoly­
mer-forming proteins maintain the multicellular shape of the cyanobac­
terium Anabaena sp. PCC 7120. FEBS J 288:3197–3216. 
https://doi.org/10.1111/febs.15630

47. Lupas A, Van Dyke M, Stock J. 1991. Predicting coiled coils from protein 
sequences. Science 252:1162–1164. https://doi.org/10.1126/science.252.
5009.1162

48. Tunyasuvunakool K, Adler J, Wu Z, Green T, Zielinski M, Žídek A, 
Bridgland A, Cowie A, Meyer C, Laydon A, Velankar S, Kleywegt GJ, 
Bateman A, Evans R, Pritzel A, Figurnov M, Ronneberger O, Bates R, Kohl 
SAA, Potapenko A, Ballard AJ, Romera-Paredes B, Nikolov S, Jain R, 
Clancy E, Reiman D, Petersen S, Senior AW, Kavukcuoglu K, Birney E, 
Kohli P, Jumper J, Hassabis D. 2021. Highly accurate protein structure 
prediction for the human proteome. Nature 596:590–596. https://doi.
org/10.1038/s41586-021-03828-1

49. Strunecký O, Ivanova AP, Mareš J. 2023. An updated classification of 
cyanobacterial orders and families based on phylogenomic and 
polyphasic analysis. J Phycol 59:12–51. https://doi.org/10.1111/jpy.
13304

Research Article mBio

September/October 2023  Volume 14  Issue 5 10.1128/mbio.00983-23 19

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

5 
M

ar
ch

 2
02

4 
by

 1
30

.1
33

.8
.1

14
.

https://doi.org/10.1128/mBio.01756-16
https://doi.org/10.1016/j.cell.2019.05.055
https://doi.org/10.1038/emboj.2008.66
https://doi.org/10.1111/j.1365-2958.2009.07031.x
https://doi.org/10.1128/JB.00085-07
https://doi.org/10.1111/mmi.14483
https://doi.org/10.1038/s41467-022-34946-7
https://doi.org/10.1096/fj.12-225854
https://doi.org/10.3389/fcimb.2017.00386
https://doi.org/10.1128/mBio.00376-15
https://doi.org/10.1088/1478-3975/ac4ef0
https://doi.org/10.1074/jbc.M410298200
https://doi.org/10.1016/j.bbamem.2007.06.007
https://doi.org/10.1038/s41579-020-0366-3
https://doi.org/10.1038/nrmicro3398
https://doi.org/10.1111/j.1365-2958.2007.05618.x
https://doi.org/10.1128/mSphere.00747-20
https://doi.org/10.1128/mbio.01165-22
https://doi.org/10.3390/life12091437
https://doi.org/10.1111/mmi.13696
https://doi.org/10.1128/JB.00524-06
https://doi.org/10.3389/fmicb.2018.02260
https://doi.org/10.1111/j.1365-2958.2004.04042.x
https://doi.org/10.1111/j.1365-2958.2009.06873.x
https://doi.org/10.1128/JB.184.19.5524-5528.2002
https://doi.org/10.1038/s41598-019-39336-6
https://doi.org/10.1128/JB.02128-14
https://doi.org/10.1111/mmi.12956
https://doi.org/10.1002/2211-5463.12280
https://doi.org/10.1038/s41598-020-58726-9
https://doi.org/10.1111/febs.15630
https://doi.org/10.1126/science.252.5009.1162
https://doi.org/10.1038/s41586-021-03828-1
https://doi.org/10.1111/jpy.13304
https://doi.org/10.1128/mbio.00983-23


50. Svetlitsky D, Dagan T, Ziv-Ukelson M. 2020. Discovery of multi-operon 
colinear syntenic blocks in microbial genomes. Bioinformatics 36:i21–
i29. https://doi.org/10.1093/bioinformatics/btaa503

51. Lutkenhaus J. 2012. The para/mind family puts things in their place. 
Trends Microbiol 20:411–418. https://doi.org/10.1016/j.tim.2012.05.002

52. Flaherty BL, Van Nieuwerburgh F, Head SR, Golden JW. 2011. Directional 
RNA deep sequencing sheds new light on the transcriptional response 
of Anabaena sp. strain PCC 7120 to combined-nitrogen deprivation. BMC 
Genomics 12:332. https://doi.org/10.1186/1471-2164-12-332

53. Mackinney G. 1941. Absorption of light by chlorophyll solutions. J Biol 
Chem 140:315–322. https://doi.org/10.1016/S0021-9258(18)51320-X

54. Flores E, Wolk CP. 1985. Identification of facultatively heterotrophic, N2­
fixing cyanobacteria able to receive plasmid vectors from Escherichia coli 
by conjugation. J Bacteriol 162:1339–1341. https://doi.org/10.1128/jb.
162.3.1339-1341.1985

55. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. 1990. Basic local 
alignment search tool. J Mol Biol 215:403–410. https://doi.org/10.1016/
S0022-2836(05)80360-2

56. Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K, 
Madden TL. 2009. BLAST+: architecture and applications. BMC 
Bioinformatics 10:421. https://doi.org/10.1186/1471-2105-10-421

57. Rice P, Longden I, Bleasby A. 2000. EMBOSS: the European molecular 
biology open software suite. Trends Genet 16:276–277. https://doi.org/
10.1016/s0168-9525(00)02024-2

58. Katoh K, Standley DM. 2013. MAFFT multiple sequence alignment 
software version 7: improvements in performance and usability. Mol Biol 
Evol 30:772–780. https://doi.org/10.1093/molbev/mst010

59. Minh BQ, Schmidt HA, Chernomor O, Schrempf D, Woodhams MD, von 
Haeseler A, Lanfear R, Teeling E. 2020. IQ-TREE 2: new models and 
efficient methods for phylogenetic inference in the genomic era. Mol 
Biol Evol 37:1530–1534. https://doi.org/10.1093/molbev/msaa131

60. Le SQ, Gascuel O. 2008. An improved general amino acid replacement 
matrix. Mol Biol Evol 25:1307–1320. https://doi.org/10.1093/molbev/
msn067

61. Tria FDK, Landan G, Dagan T. 2017. Phylogenetic rooting using minimal 
ancestor deviation. Nat Ecol Evol 1:193. https://doi.org/10.1038/s41559-
017-0193

62. Marchler-Bauer A, Bo Y, Han L, He J, Lanczycki CJ, Lu S, Chitsaz F, 
Derbyshire MK, Geer RC, Gonzales NR, Gwadz M, Hurwitz DI, Lu F, 
Marchler GH, Song JS, Thanki N, Wang Z, Yamashita RA, Zhang D, Zheng 
C, Geer LY, Bryant SH. 2017. CDD/SPARCLE: functional classification of 
proteins via subfamily domain architectures. Nucleic Acids Res 45:D200–
D203. https://doi.org/10.1093/nar/gkw1129

63. Sonnhammer EL, von Heijne G, Krogh A. 1998. A hidden Markov model 
for predicting transmembrane helices in protein sequences. Proc Int 
Conf Intell Sist Mol Biol 6:175–182.

64. 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

65. Shen H-B, Chou K-C. 2010. Gneg-mPLoc: a top-down strategy to 
enhance the quality of predicting subcellular localization of gram-
negative bacterial proteins. J Theor Biol 264:326–333. https://doi.org/10.
1016/j.jtbi.2010.01.018

66. Buchan DWA, Jones DT. 2019. The PSIPRED protein analysis workbench: 
20 years on. Nucleic Acids Res 47:W402–W407. https://doi.org/10.1093/
nar/gkz297

67. Käll L, Krogh A, Sonnhammer ELL. 2007. Advantages of combined 
transmembrane topology and signal peptide prediction--the Phobius 
web server. Nucleic Acids Res 35:W429–W432. https://doi.org/10.1093/
nar/gkm256

68. Solovyev V, Salamov A. 2011. Automatic annotation of microbial 
Genomes and Metagenomic sequences, p 61–78. In LiRW (ed), 
Metagenomics and its applications in agriculture, Biomedicine and 
environmental studies. Nova Science Publishers, Inc.

69. Black TA, Cai Y, Wolk CP. 1993. Spatial expression and autoregulation of 
hetR, a gene involved in the control of heterocyst development in 
Anabaena. Mol Microbiol 9:77–84. https://doi.org/10.1111/j.1365-2958.
1993.tb01670.x

70. Elhai J, Wolk CP. 1988. A versatile class of positive-selection vectors 
based on the nonviability of palindrome-containing plasmids that 
allows cloning into long polylinkers. Gene 68:119–138. https://doi.org/
10.1016/0378-1119(88)90605-1

71. Elhai J, Vepritskiy A, Muro-Pastor AM, Flores E, Wolk CP. 1997. Reduction 
of conjugal transfer efficiency by three restriction activities of Anabaena 
sp. strain PCC 7120. J Bacteriol 179:1998–2005. https://doi.org/10.1128/
jb.179.6.1998-2005.1997

72. Olmedo-Verd E, Muro-Pastor AM, Flores E, Herrero A. 2006. Localized 
induction of the ntcA regulatory gene in developing heterocysts of 
Anabaena sp. strain PCC 7120. J Bacteriol 188:6694–6699. https://doi.
org/10.1128/JB.00509-06

73. Cai YP, Wolk CP. 1990. Use of a conditionally lethal gene in Anabaena sp. 
strain PCC 7120 to select for double recombinants and to entrap 
insertion sequences. J Bacteriol 172:3138–3145. https://doi.org/10.1128/
jb.172.6.3138-3145.1990

74. Wolk CP, Cai Y, Cardemil L, Flores E, Hohn B, Murry M, Schmetterer G, 
Schrautemeier B, Wilson R. 1988. Isolation and complementation of 
mutants of Anabaena sp. strain PCC 7120 unable to grow aerobically on 
dinitrogen. J Bacteriol 170:1239–1244. https://doi.org/10.1128/jb.170.3.
1239-1244.1988

75. Karimova G, Dautin N, Ladant D. 2005. Interaction network among 
Escherichia coli membrane proteins involved in cell division as revealed 
by bacterial two-hybrid analysis. J Bacteriol 187:2233–2243. https://doi.
org/10.1128/JB.187.7.2233-2243.2005

76. Schneider CA, Rasband WS, Eliceiri KW. 2012. NIH Image to ImageJ: 25 
years of image analysis. Nat Methods 9:671–675. https://doi.org/10.
1038/nmeth.2089

Research Article mBio

September/October 2023  Volume 14  Issue 5 10.1128/mbio.00983-23 20

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

5 
M

ar
ch

 2
02

4 
by

 1
30

.1
33

.8
.1

14
.

https://doi.org/10.1093/bioinformatics/btaa503
https://doi.org/10.1016/j.tim.2012.05.002
https://doi.org/10.1186/1471-2164-12-332
https://doi.org/10.1016/S0021-9258(18)51320-X
https://doi.org/10.1128/jb.162.3.1339-1341.1985
https://doi.org/10.1016/S0022-2836(05)80360-2
https://doi.org/10.1186/1471-2105-10-421
https://doi.org/10.1016/s0168-9525(00)02024-2
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/molbev/msaa131
https://doi.org/10.1093/molbev/msn067
https://doi.org/10.1038/s41559-017-0193
https://doi.org/10.1093/nar/gkw1129
https://doi.org/10.1093/bioinformatics/btq249
https://doi.org/10.1016/j.jtbi.2010.01.018
https://doi.org/10.1093/nar/gkz297
https://doi.org/10.1093/nar/gkm256
https://doi.org/10.1111/j.1365-2958.1993.tb01670.x
https://doi.org/10.1016/0378-1119(88)90605-1
https://doi.org/10.1128/jb.179.6.1998-2005.1997
https://doi.org/10.1128/JB.00509-06
https://doi.org/10.1128/jb.172.6.3138-3145.1990
https://doi.org/10.1128/jb.170.3.1239-1244.1988
https://doi.org/10.1128/JB.187.7.2233-2243.2005
https://doi.org/10.1038/nmeth.2089
https://doi.org/10.1128/mbio.00983-23

	SepT, a novel protein specific to multicellular cyanobacteria, influences peptidoglycan growth and septal nanopore formation in Anabaena sp. PCC 7120
	RESULTS
	All2460 predicted domains and phylogenetic distribution
	All2460 localization in Anabaena
	Analysis of SepT interactions
	Inactivation of sepT
	Localization of PG growth in sepT mutants
	Localization of MreB, MreC, and MreD in strain CSCV9
	Morphology of the septal nanopore structures in sepT mutants

	DISCUSSION
	MATERIALS AND METHODS
	Bacterial strains and growth conditions
	Distribution of homologs in cyanobacteria
	Computational prediction
	Plasmid and Anabaena mutant construction
	BACTH analysis
	Co-immunoprecipitation
	Mass spectrometry analysis
	Van-FL staining and quantification
	PG sacculi isolation and visualization
	Microscopy



