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Analysis of molecular diversity 
within single cyanobacterial 
colonies from environmental 
samples
M. Ángeles Muñoz‑Martín1, Esther Berrendero Gómez1,2, Elvira Perona1 & Pilar Mateo1*

Attached or floating macroscopic cyanobacteria can be found in shallow waters and can be easily 
hand-collected, but their identification is often challenging due to their high morphological variability. 
In addition, many members of environmental samples lose their morphological adaptations under 
controlled conditions, making the integration of analyses of field populations and derived isolated 
cultures necessary in order to evaluate phenotypic plasticity for identification purposes. Therefore, in 
this study, twenty-nine macroscopic field samples were analyzed by Illumina sequencing and parallel 
optical microscopy. Some colonies showed the typical morphological characteristics of Rivularia 
biasolettiana, and others showed those of Rivularia haematites. However, other Rivularia-like colonies 
showed ambiguous morphologies, and some of them showed the phenotypic features of the new 
genus Cyanomargarita, which is virtually indistinguishable from Rivularia in the field. In all of the 
colonies, phylotype composition was highly heterogeneous, with abundances varying depending on 
the analyzed sample. Some colonies were dominated (97–99%) by a single phylotype, while in others, 
the percentage of the dominant phylotype decreased to approximately 50–60%. Surprisingly, the 
same dominant phylotype was found in R. biasolettiana and R. haematites colonies. The relationships 
between environmental and/or biological factors and morphological variability in these colonies are 
discussed.

Cyanobacteria are a very special group of gram-negative prokaryotes. Because they developed the ability to 
use water as an electron donor in oxygenic photosynthesis, approximately 3.6 billion years ago1, they played an 
important role in the evolution of life on Earth, the subsequent generation of molecular O2, and the oxygenation 
of the atmosphere2. Cyanobacteria are also the ancestors of chloroplasts3,4. In addition, many cyanobacteria are 
capable of fixing atmospheric N2 and thus play an important role in nitrogen cycling5.

It is easy to understand why cyanobacteria were previously called blue-green algae since, in addition to 
performing plant-like oxygenic photosynthesis, macroscopic green forms similar to algae can be easily found 
and observed by the naked eye, with a cosmopolitan distribution ranging from hot hyperarid deserts to polar 
aquatic environments6. These alga-like forms, in which individuals are microscopic but exhibit macroscopic 
growth, have been described as colonies, thalli, mats, tufts, thin coatings, soft gelatinous covers, subspherical 
globes, tightly attached felts, etc.7–9.

The importance of characterizing and identifying natural cyanobacterial populations in order to compare 
them with corresponding cultures, which are further used, e.g., in phylogenetic analysis or potential applications 
in biotechnology, has been emphasized10–13. However, unfortunately, the majority of recent studies were based 
only on isolated strains and morphological descriptions corresponding to culture media, and controlled condi-
tions were often different from the characteristics found in the environments where highly diverse cyanobacteria 
live7,13. In a previous study, we compared phenotypic characteristics of natural populations and isolated cultures 
from environmental samples and found large differences between them, which can lead to misidentification of 
strains12.

Rivulariaceae includes all the heterocystous cyanobacteria with tapered trichomes, with a clear distinction 
from the base to the apex. A terminal heterocyst (heterocyte) occurs at the broad basal end of the trichomes, and 
a sheath encloses everything but the heterocyst7. These tapering cyanobacteria include many visually conspicuous 
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morphotypes found widely in different aquatic environments; for instance, Rivularia, Dichothrix and Gloeotrichia 
form macroscopic attached or floating colonies in shallow waters, and many species of Calothrix also form a 
macroscopic thallus with a characteristic appearance14.

Rivularia colonies are hemispherical or almost spherical, with more or less parallel sheathed trichomes 
arranged radially inside colonies; the trichomes often have false branches. Dichothrix forms small colonies of 
various shapes, mostly cushions or dense tufts; the trichomes are subdichotomic and falsely branched, and there 
are often many trichomes inside one sheath. Calothrix includes all the forms growing as individual filaments or 
ill-defined colonies. Filaments in Gloeotrichia colonies are easy to distinguish by their ability to form akinetes7,14.

Recently, a new genus of tapering heterocystous cyanobacteria, Cyanomargarita, was described15. Natural 
populations were completely consistent with the description of Rivularia; however, upon sequencing, they were 
found to be phylogenetically distant from Rivularia. In addition, several other new genera of tapering cyano-
bacteria have been described, such as Macrochaete16 and Dulcicalothrix17, but these were based only on isolated 
cultured strains; therefore, the characteristics of natural populations are unknown.

Nevertheless, assessments of conspicuous natural populations have suggested the heterogeneity of colonies14. 
A previous analysis indicated that Rivularia colonies were heterogeneous, where three different morphological 
types of tapering trichomes were isolated from a single colony of Rivularia18, and our previous studies combin-
ing morphological characterization and genetic characterization via 16S rRNA and phycocyanin operon genes 
in Rivularia colonies suggested genotypic diversity within a single colony11.

To study the variability and proportions of genotypes within single colonies, 28 Rivularia-like colonies were 
collected and analyzed by Illumina sequencing (16S rRNA gene) and parallel optical microscopy. In addition, 
other type of macroscopic growth not showing the typical hemispherical shape of Rivularia colonies but rather 
a brush-like Dichothrix tuft was also assessed for comparison with other Rivulariaceae.

Since the occurrence of Rivularia colonies is related to oligotrophic, high-altitude mountain areas and/or 
clean calcareous running waters14, where they carry out activities such as N2 fixation19 and phosphatase activity20 
in response to the low levels of combined N and P, respectively, different oligotrophic systems, with previously 
studied Rivularia colonies11,19–23, in a latitudinal gradient in Spain, were selected. In addition, another location 
in northern England, where Rivularia colonies have long occurred and been analyzed24–26 was chosen to assess 
possible geographic variations.

Results
Morphological characterization of environmental samples.  Twenty-eight collected samples 
(Table 1) showed a macroscopic Rivularia-like morphology in which hemispherical or slightly irregular- hemi-
spherical lobate colonies approximately 0.5–3 cm in diameter/length could be observed (Figs. 1, 2, 3, 4 and 5). 
After microscopic evaluation, the Rivularia-like colonies could be separated according to their specific features.

Nine colonies (BAT5, BAT12, BAT14, END5, GG1, GG2, MU5, GOR1 and GOR3) showed the typical charac-
teristics of R. biasolettiana7, such as soft gelatinous colonies, an easily crushed structure, and occasional encrust-
ing by calcareous particles (Fig. 1a–c). The trichomes gradually narrowed (Fig. 1d–i), elongating into long hyaline 
hairs (Fig. 1h,i). In meristematic zones, divided trichomes persisted within common old sheaths (Fig. 1f–i). Seven 
colonies (GOR4, GOR5, END2, END15, HOY3, HOY5 and HOY14) corresponded clearly to R. haematites7, with 
highly calcified and hard hemispherical colonies, with concentric layers (Fig. 2a,b) displaying parallel filaments 
that were radially and densely arranged (Fig. 2c–f) and sections showing obvious zonation (Fig. 2c,d). As in R. 
biasolettiana, the trichomes gradually narrowed, ending in hyaline hairs (Fig. 2e–g), and new trichomes persisted 
within common sheaths (Fig. 2h). The dimensions of trichomes, filaments and heterocysts are shown in Table 2. 
Although some colonies of R. haematites showed slightly wider cells than those found in R. biasolettiana colonies, 
with greater variability (Table 2), the mean trichome diameters, which ranged from 3.9–5.6 μm in R. haematites 
and 4–4.7 μm in R. biasolettiana, did not show significant differences (p > 0.05).

Seven other colonies (GOR11, GOR12, OSI3, ARA4, GOR2, END1 and END8) were also hemispherical, some 
of them soft and gelatinous and others highly calcified with sections showing zonation (Fig. 3a–d). The trichomes 
also showed the typical tapering of those in Rivularia colonies and other similar morphological characteristics 
(Fig. 3a–h). However, the main difference between these colonies and the previously analyzed colonies was the 
size of the cells (Table 2, Fig. 3g,h), which were clearly wider in these colonies (significant differences, p < 0.05). 
The mean trichome diameter at the filament base ranged from 7.8 to 10.1 μm. The heterocysts were also clearly 
larger (Table 2). These features corresponded with those of the new genus Cyanomargarita15.

However, four Rivularia-like colonies (MU4, GDL1, BAT2 and BAT4) showed ambiguous morphology, vary-
ing in the degree of calcification and zonation (Fig. 4a–d) as well as displaying high heterogeneity in the trichomes 
(Fig. 4e–h). For instance, GDL1 was a highly calcified colony with a certain degree of zonation, and most of the 
filaments were of the Rivularia type, but there was a considerable proportion of other morphotypes within the 
colony, such as thinner and nontapered trichomes, without heterocysts, that were found between the Rivularia 
filaments and sometimes emerging outside the colony (Fig. 4a,e,g). The MU4, BAT2 and BAT4 colonies also pre-
sented filaments and trichomes with very different sizes and shapes in the same colony (Fig. 4b–d,f,h). In BAT4, 
clear zonation could be observed (Fig. 4d,f), as well as a large number of filaments without heterocysts (Fig. 4f).

Microscopic examination of the hemispherical and calcified BAT13 colony (Fig. 5a) showed features different 
from those of the previously analyzed colonies (Fig. 5b–i). Most of the filaments did not taper, although this was 
due to the presence of a wide and colored sheath (Fig. 5b–i). When observed in detail, the trichomes narrowed 
from the base, which presented a heterocyst, to the apex (Fig. 5c–g). Although this colony appeared macroscopi-
cally as a Rivularia colony (Fig. 5a), the trichome arrangement resembled that in the genus Dichothrix7, such 
as subdichotomic falsely branched filaments, where secondary trichomes remained within the ‘mother’ sheath 
(Fig. 5c,d,f). Some filaments showed a bunch of trichomes, open at the end with a funnel-like ending (Fig. 5c). 
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The sheaths were distinctly broader than the trichomes (Fig. 5d–i), often lamellated (Fig. 5e,i), and frayed but 
closed at the ends (Fig. 5g). The trichomes displayed thin cells in the thick yellow–brown sheath that were 

Figure 1.   Photographs and light micrographs of Rivularia biasolettiana-type colonies. (a) BAT5 and (b) BAT14 
colonies from the Bogarra River. (c) GG2 colony from the Guarga River. (d) Radial arrangement of filaments 
in the BAT5 colony from the Bogarra River. (e) Detail of the radial arrangement of filaments in the END5 
colony from the Endrinales River. (f) and (g) BAT12 filaments showing pigmented or hyaline sheaths. (h) 
Hairs in filaments of the GG2 colony from the Guarga River. (i) Meristematic zones showing divided trichomes 
persisting within common old sheaths in END5 from the Endrinales River. Bars 1 mm (a,b), 200 μm (d), 
100 μm (e), 20 μm (f–i).
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Figure 2.   Light micrographs of Rivularia haematites-type colonies. (a) HOY14 and (b) HOY13 colonies from 
the Hoyas stream, showing high calcification and concentric zonation. Sections of END15 (c) and END2 (d) 
colonies from the Endrinales stream, showing zonation after decalcification with EDTA corresponding to layers 
of calcite, still obvious due to differences in sheath density and scytonemin pigmentation. Parallel and densely 
arranged filaments in the GOR4 (e) and GOR5 (f) colonies from Gordale Beck. (g) Hairs of trichomes of the 
HOY3 colony from the Hoyas stream. (h) New trichomes persisting within common old sheaths in the END15 
colony from the Endrinales stream. Bars 1 mm (a,b), 200 μm (c), 100 μm (d), 20 μm (e–h).
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quadratic or shorter than wide at the end, tapering into a hyaline hair (Fig. 5e–g). The heterocysts were basal 
and mainly conical (Fig. 5d,f), but some intercalary and cylindrical heterocysts could be observed (Fig. 5e). 
Filaments of Calothrix were also found inside the sample (Fig. 5h).

Figure 3.   Light micrographs of Cyanomargarita colonies. (a) Hemispherical END1 colony from the Endrinales 
stream. (b) Section of the END1 colony showing zonation. (c) Radial arrangement of filaments in the ARA4 
colony from the Aras River. (d) Layers with distinct pigmentation in the decalcified END8 colony from the 
Endrinales stream. (e) Tapering trichomes in the END8 colony from the Endrinales stream, similar to those of 
Rivularia. (f) Parallel and densely arranged filaments in the END1 colony from the Endrinales stream. Colored 
and lamellated sheaths of filaments in the ARA4 colony from the Aras River and (g) hyaline sheaths in other 
parts of the same ARA4 colony (h). Bars 1 mm (a,b), 200 μm (c,d), 100 μm (e,f), 20 μm (g,h).
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Finally, sample MUD1 showed the typical characteristics of the genus Dichothrix7, such as macroscopic 
brush-like fasciculated tufts encrusted by calcareous precipitate (Fig. 6a–d) and filaments in a characteristic 
dichotomic arrangement that were repeatedly falsely branched (Fig. 6a,b). The filaments were tapered and had 
strong lateral false branching adjacent to heterocysts (Fig. 6c,d). The branches formed individual sheaths and 
diverged from the basal filament in parallel, and the new trichome shared the sheath with the old trichome in the 

Figure 4.   Light micrographs of colonies with ambiguous morphology. (a) Calcified hemispherical GDL1 
colony from the Guadiela River. (b) Section of the MU4 colony from the Muga River showing layers. (c) 
Slightly irregular-hemispherical and calcified BAT4 colony from the Bogarra River. (d) Zonation with distinct 
pigmentation in the decalcified BAT4 colony. (e) Large proportion of isopolar filaments without heterocysts 
within the GDL1 colony. (f) Heterogeneity in the trichomes found in the BAT4 colony. (g) Detail of isopolar 
filaments without heterocysts within the GDL1 colony. (h) Calothrix filament found in the BAT2 colony from 
the Bogarra River. Bars, 1 mm (a–c), 200 μm (d), 100 μm (e,f), 20 μm (g,h).
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basal part (Fig. 6c,d). The sheaths were firm, yellow to brown, and lamellated in only some filaments (Fig. 6d). The 
trichomes gradually narrowed towards the apex, with barrel-shaped cells (Fig. 6c,d). No hairs were observed. The 
basal heterocysts were hemispherical or barrel-shaped with a characteristic intense blue-green color (Fig. 6d).

Figure 5.   Light micrographs of the BAT13 colony from the Bogarra River. (a) Calcified hemispherical colony. 
(b) Dichotomic and radial arrangement of filaments. (c) Bunch of trichomes, some of them showing a funnel-
like end. (d) Dichotomic arrangement with false branches. (e) Sheaths distinctly broader than the trichome, 
showing an intercalary heterocyst. (f) Secondary trichomes remaining within the ‘mother’ sheath. In a filament, 
three trichomes in a common sheath (arrow). (g) Thick yellow–brown sheath with a trichome tapering into a 
hyaline hair. (h) Filament of Calothrix found inside the sample. (i) Lamellated sheaths. Bars 1 mm (a), 100 μm 
(b,c), 20 μm (d–i).
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Table 1.   Macroscopic environmental samples analyzed in this study.

Environmental sample Geographical origin

MUD1 tuft Muga River, Pyrenees, Girona, north-east Spain

MU4 colony Muga River, Pyrenees, Girona, north-east Spain

MU5 colony Muga River, Pyrenees, Girona, north-east Spain

GG1 colony Guarga River, Pre-Pyrenees, Huesca, north-east Spain

GG2 colony Guarga River, Pre-Pyrenees, Huesca, north-east Spain

OSI3 colony Osia River, Pyrenees, Huesca, north-east Spain

ARA4 colony Aras River, Pyrenees, Huesca, north-east Spain

GDL1 colony Guadiela River, Hoz de Beteta, Cuenca, central Spain

GOR1 colony Gordale Beck, West Yorkshire, northern England, UK

GOR2 colony Gordale Beck, West Yorkshire, northern England, UK

GOR3 colony Gordale Beck, West Yorkshire, northern England, UK

GOR4 colony Gordale Beck, West Yorkshire, northern England, UK

GOR5 colony Gordale Beck, West Yorkshire, northern England, UK

GOR11 colony Gordale Beck, West Yorkshire, northern England, UK

GOR12 colony Gordale Beck, West Yorkshire, northern England, UK

HOY3 colony Hoyas stream, Paterna del Madera, Albacete, south-east Spain

HOY5 colony Hoyas stream, Paterna del Madera, Albacete, south-east Spain

HOY14 colony Hoyas stream, Paterna del Madera, Albacete, south-east Spain

BAT2 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

BAT4 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

BAT5 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

BAT12 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

BAT13 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

BAT14 colony Bogarra River, Batán de Bogarra, Albacete, south-east Spain

END1 colony Endrinales stream, Espineras, Albacete, south-east Spain

END2 colony Endrinales stream, Espineras, Albacete, south-east Spain

END5 colony Endrinales stream, Espineras, Albacete, south-east Spain

END8 colony Endrinales stream, Espineras, Albacete, south-east Spain

END15 colony Endrinales stream, Espineras, Albacete, south-east Spain

Table 2.   Morphological characteristics of Rivularia-like colonies with a dominant morphotype. Measurements 
are given as mean ± standard deviation (range) in μm. ND: Not Determined.
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Cyanobacterial taxonomic assignments.  The results of Illumina sequencing that targeted the V3-V4 
hypervariable region of the 16S rRNA gene from all the collected samples revealed in total 25 OTUs present at 
an abundance of 1% or more in at least one of the colonies. OTUs were numbered in order of decreasing abun-
dance, taking into account all the colonies. The first two OTUs accounted for 81% and the first 10 accounted for 
95% of all the reads, considering all the colonies together. Dedicated phylogenetic trees constructed with our 
sequences from cultures and field samples and those downloaded from the NCBI database (Fig. 7) allowed us 
the taxonomic assignment of these OTUs, as previously carried out27,28.

Fourteen OTUs were mapped to the heterocystous subtree (Fig. 7a). The most abundant OTU (OTU1) fell 
into a very well-supported cluster with other Rivularia sequences. The percent identity between OTU1 and the 
other sequences in this cluster ranged from 97.6 to 100%, with the OTUs being 100% similar to an environmental 
colony collected from the Alharabe River in southwestern Spain11 and to other environmental samples isolated 
from the Baltic Sea29. Thus, OTU1 was assigned to Rivularia sp. OTUs 2 and 13 also fell in a very well-supported 
cluster with Cyanomargarita melechinii and Cyanomargarita calcarea. OTU2 was more similar to C. melechinii 
(99.52%), while OTU13 was more similar to C. calcarea (98.07%). Both OTUs were assigned to Cyanomargarita 
sp. OTUs 3, 11, 14, and 26 clustered with other Calothrix sequences; thus, they were assigned to this genus. 
OTUs 20 and 4 were included in a cluster with Macrochaete strains and were assigned to this genus; OTU4 was 
98.3% similar to Macrochaete lichenoides, and OTU20 was 96.4–96.63% similar to Macrochaete psychrophila. 
OTU6 was mapped to a cluster that included other Calothrix sequences and Scytonematopsis contorta strains, 
with similarities ranging from 95.9 to 98.3%, as well as other environmental sequences obtained from Dichothrix 
tufts from the Muga River, which were 99.5% similar; therefore, it was assigned to Dichothrix sp. OTU8 was 
assigned to Scytonema sp. since it mapped to a well-supported clade with other Scytonema sequences. OTU19 
clustered with other sequences of Nostoc and was assigned to this genus, while OTU15 was mapped to a sister 
clade of Anabaena, Nostoc and Tolypothrix strains and was therefore assigned only to the Nostocaceae family. 
Finally, OTU9 mapped to a cluster with an uncultured bacterium, and the maximum similarities found in the 
NCBI database were 95.22 with an uncultured bacterium and 93.78 with Calothrix sp. CAL336329; therefore, this 
OTU was assigned to the Nostocales order.

Regarding the nonheterocystous cyanobacteria, eleven OTUs mapped to this subtree (Fig. 7b). The most 
abundant OTUs, OTU5 and OTU7, fell in two well-supported clusters with Oculatella strains and Phormidium 
strains, respectively. OTUs 16, 17, 18, 24 and 27, assigned to Leptolyngbya sp., mapped to clades with other Lep-
tolyngbya sequences. OTU28 clustered with other Schizothrix strains. OTU10 and OTU21 could be assigned only 
to Leptolyngbyaceae and Oscillatoriales, respectively, due to their low percent identity with other sequences in 
the databases. Finally, OTU12 remained unassigned since no match was found in the databases for this sequence, 
and there was no clustering with any close relatives in the phylogenetic tree (Fig. 7b).

Figure 6.   Light micrographs of a Dichothrix tuft from the Muga River. (a) Brush-like fasciculated MUD1 tuft 
encrusted by calcareous precipitate. (b) Dichotomic arrangement with repeated false branches. (c) Lateral false 
branching adjacent to heterocysts. (d) Decalcified filaments showing a new trichome sharing the sheath with the 
old trichome in the basal part. Bars 200 μm (a), 100 μm (b), 20 μm (c,d).
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Figure 7.   Phylogenetic trees obtained by the neighbor-joining method representing (a) heterocystous 
cyanobacteria and (b) filamentous nonheterocystous cyanobacteria, based on the analysis of the 16S rRNA 
gene, showing the position of the operational taxonomic units (OTUs) and the sequence obtained by cloning 
a Dichothrix environmental sample obtained from the present study (in bold). Numbers near nodes indicate 
bootstrap values greater than or equal to 50.
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Phylotype diversity in individual colonies.  Both types of identified Rivularia colonies, R. biasolettiana 
and R. haematites, showed a clear dominance of OTU1 (Fig. 8). In six of the nine colonies identified as R. bia-
solettiana, OTU1 presented abundances from 97 to 99%, and in three, this proportion decreased to 76.8–93%. 

Figure 7.   (continued)
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In six of the seven colonies of the R. haematites type, the abundance of OTU1 ranged from 97 to 99.8%, and in 
one colony, the abundance was 85.5% (Fig. 8). OTU3, corresponding to Calothrix sp., and OTU5, corresponding 
to Oculatella sp., were other phylotypes found in these colonies, with abundances ranging from 1.4–8.6% for 
Calothrix and 1.5–20.9% for Oculatella (Fig. 8).

In the seven Cyanomargarita colonies, OTU2 dominated, ranging from 97.1 to 99.2% in 4 colonies, decreasing 
to 86.6% in another colony, and further decreasing to 67.6 and 57.28% in the other two colonies. Regarding the 
other phylotypes found in these colonies, OTU7, corresponding to Phormidium sp., was the most abundant and 
present in all the colonies, with abundances of 12% and 13.5% in two of the colonies (Fig. 8). A phylotype cor-
responding to Calothrix sp., found in previously analyzed Rivularia colonies (OTU3), was also found in a colony 
of Cyanomargarita (GOR2), with an abundance of 25%. OTU13, which corresponded to another phylotype of 
Cyanomargarita, was present in only one colony (END1), with a 13.5% abundance.

The four Rivularia-like colonies with ambiguous morphologies were the most variable in terms of phylotype 
composition (Fig. 8). In the MU4, GDL1 and BAT2 colonies, Rivularia sp. (OTU1) predominated, although at 
different proportions. In the MU4 colony, OTU1 accounted for 72% of the total abundance, but Oculatella sp. 
(OTU5, 8.37%) and Calothrix spp. (OTU11 and OTU3, 8% overall) coexisted. In GDL1, the abundance of OTU1 
was 59.4%, and that of unassigned OTU12 was 20.6%, which corresponded to the large proportion of other fila-
ments observed under the microscope (Fig. 4e,g). This colony also contained Leptolyngbya sp. (OTU17), with 
an abundance of 7.3%, and Phormidium sp. (OTU7), with an abundance of 6.6%. The BAT2 colony, in addition 
to 63.4% OTU1, contained 8.6% Calothrix sp. (OTU3) and 16.5% Nostocales OTU9 (Fig. 8).

Despite its macroscopic similarity to the Rivularia colonies and clear banded appearance (Fig. 4d,f), BAT4 
presented a negligible abundance of OTU1 (0.06%). This colony was composed of several OTUs at different 
proportions, such as Calothrix phylotypes corresponding to OTUs 3, 11 and 14 (22.2%, 15.3%, and 13.2%, 
respectively), Nostocales OTU9 (15%), Leptolyngbyaceae OTU10 (24%), and, to a lesser extent, Nostocaceae 
OTU15 (4.5%) and Leptolyngbya OTU18 (4.3%) (Fig. 8).

The Rivularia-like BAT13 colony also presented a negligible abundance of OTU1 (0.6%) and was dominated 
by OTU4 (76%), which was phylogenetically similar to the new genus Macrochaete. This colony also harbored, 

Figure 8.   Phylotype diversity in individual colonies. The operational taxonomic units (OTUs) are represented 
by different colors and corresponding numbers. The colors correspond to those in Fig. 7. See Table 1 for the 
names and geographical origins of the environmental samples.
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albeit to a lesser extent, OTUs 3 and 14, corresponding to Calothrix (6.7% and 4.2%, respectively), and Nostocales 
OTU9 (6.6%) (Fig. 8).

The MuD1 tuft was composed mainly (53.2%) of OTU6, assigned to Dichothrix sp., followed by OTU8 (Scy-
tonema sp., 35.2%), OTU7 (Phormidium sp, 4.6%), and at a small proportion, OTU19 (Nostoc sp., 1.6%) and 
OTU24 (Leptolyngbya sp., 1.2%) (Fig. 8).

Discussion
Genotypic heterogeneity in single Rivularia‑like colonies.  Rivularia-like colonies have a global 
distribution, occurring in marine or freshwater habitats, where they are usually attached to a rocky substrate; 
however, many studies have reported that Rivularia spp. are associated with unpolluted environments14. In addi-
tion, the relationships between some morphological or physiological features and the environment make these 
species excellent environmental indicators of changes in running water quality, mainly related to eutrophication 
processes14,30. Therefore, they have been included in biomonitoring programs21,31,32. On the other hand, because 
Rivularia colonies sometimes persist for very long periods, avoiding grazing, the toxicity of these colonies is 
being investigated33. It is undoubted that in all of these approaches, where genera and species must be strictly 
identified from environmental samples, accurate cyanobacterial characterization is essential.

Traditional identification of cyanobacteria involves assigning a colony to a morphospecies, and convention-
ally, a bacterial colony is defined as a visible mass of clonal microorganisms, all of which originated from a single 
cell. However, the results from the present study show that the majority of the analyzed colonies consist of dif-
ferent clones growing together. Among the 28 Rivularia-like colonies, the phylotype corresponding to Rivularia 
sp. was present in 19 colonies, with abundances ranging from 59.4 to 99.8% depending on the studied colony. 
Nevertheless, it should also be noted that in most of the colonies, this phylotype dominated, whereby in 14 
colonies, it presented an abundance of ≥ 90% (and within 7 of these colonies, the abundance was close to 99%). 
However, in three colonies, the abundance ranged from 72 to 85%, and in two of them, the abundance decreased 
to approximately 60%. The other highly abundant phylotypes found in these colonies, which reached abundances 
up to approximately 21%, corresponded to Calothrix sp. and Oculatella sp., the latter a genus morphologically 
similar to Leptolyngbya but separated from it because of genetic differences34. These results indicated great vari-
ability in the abundance of the phylotype corresponding to Rivularia depending on the analyzed colony, as well 
as variation in the other phylotypes and their abundances found in these colonies.

One of the surprising findings was that among the twenty-eight analyzed Rivularia-like colonies, seven cor-
responded to the new, recently described genus Cyanomargarita, which as the authors described, is virtually 
indistinguishable from Rivularia in field samples15. In these colonies, genotypic heterogeneity was also found, in 
which the abundance of the phylotype corresponding to Cyanomargarita varied from 57,28% in a colony with 
clear lamination resembling R. haematites (see Fig. 3b) to 99.2% in a soft colony resembling R. biasolettiana. 
Interestingly, in these colonies, Phormidium sp. was the dominant nonheterocystous cyanobacterium instead of 
Oculatella from Rivularia colonies, but the phylotype corresponding to Calothrix was also found.

Furthermore, phylotypes corresponding to Cyanomargarita and Rivularia were never found together in the 
same colony, although both types of colonies coexisted in the same rivers (e.g., Gordale Beck and Endrinales). 
Allelopathic effects could explain these results, as previously suggested for other cyanobacteria35. In fact, García-
Espín et al.33 showed that extracts obtained from Rivularia colonies affected the photosynthetic activity of several 
diatoms and a red alga. Further experiments with extracts from both colonies would confirm this possible effect.

Another very surprising finding was that two Rivularia-like colonies did not present any phylotypes corre-
sponding to Rivularia or Cyanomargarita (or contained them at an abundance ≤ 0.7%). In one of these colonies 
(colony BAT4), five different phylotypes were found at similar abundances (approximately 15–20%), of which 
three corresponded to different Calothix spp. and the others corresponded to other Nostocaceae and Leptolyn-
gbyaceae. In the other colony (BAT13), the dominant phylotype corresponded to the new genus Macrochaete16. 
This genus has been described only from cultures, so to the best of our knowledge, this is the first report in which 
a natural population is morphologically and genetically characterized. Nevertheless, it is noteworthy that the 
morphological characteristics of filaments and trichomes in this environmental sample were different from those 
reported in the description of this new genus, in which the phenotypic features resembled those of Calothrix. 
However, these features corresponded only to isolated strains, which are known to exhibit morphological vari-
ability and differences from natural populations7,12,13.

R. biasolettiana vs R. haematites.  However, what was very interesting and deserves to be highlighted is 
that when we tried to differentiate the two typical Rivularia colonies found in calcareous streams, R. biasolettiana 
and R. haematites, we did not find genetic differences, at least at the studied level, the 16S rRNA gene.

16S rRNA is the most widely used marker gene36,37, which fits the criteria of ubiquity, regions of strong con-
servation, and regions of hypervariability38,39. This gene is supported by reference databases containing over a 
million full-length 16S rRNA sequences, therefore spanning a broad phylogenetic spectrum40. The 16S rRNA 
gene has served as the general framework and as the benchmark for the taxonomy of prokaryotes41. Advances in 
high-throughput sequencing technologies have enabled almost comprehensive descriptions of bacterial diversity 
through 16S rRNA gene amplicons, which have been used in surveys of microbial communities to characterize 
the composition of microorganisms present in environments worldwide42–45. Although some issues have been 
raised, such as identification of metabolic or other functional capabilities of microorganisms when studies focus 
only on this gene, recent studies have shown that the phylogenetic information contained in 16S marker gene 
sequences is sufficiently well correlated with genomic content to yield accurate predictions when related refer-
ence genomes are available46–49. Therefore, the 16S rRNA gene continues to be the mainstay of sequence-based 
bacterial analysis, vastly expanding our understanding of the microbial world50.
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In particular, in cyanobacteria, as in other prokaryotes, the 16S rDNA gene is currently the most commonly 
used marker for molecular and phylogenetic studies51,52. The information obtained from 16S rDNA gene phylo-
genetic reconstructions, together with morphological, ultrastructural, and ecological data, led Komárek et al.53 
to propose the current accepted classification of cyanobacteria. There have also been specific studies by this 
group concerning the problems associated with single-gene phylogenies, in which robust phylogenomic trees 
of cyanobacteria derived from multiple conserved proteins have also shown congruence between the multilocus 
and 16S rRNA gene phylogenies, which once again demonstrates the considerable strength of the 16S rRNA gene 
for phylogenetic inference and evaluation of prokaryote diversity54–57.

In this study, in contrast to the genetic identity found in R. biasolettiana and R. haematites colonies, show-
ing a dominance of OTU1, the remainder of the studied representatives of Rivulariaceae showed a wide range 
of variation in the 16S rDNA sequences and with OTU1. Sequence identity between OTU1 and the remaining 
OTUs belonging to this family was as low as approximately 90%, ranging from 90.73 to 93.41%, and when it was 
compared with other Rivulariaceae from the databases, in the different clusters of the phylogenetic tree, this 
value ranged from 87.12 to 93.90%. A large difference between the sequences of this gene was also found in other 
studies on Rivulariaceae15–17,29,58. In fact, several new genera are emerging on the basis of these differences15–17. 
Comparisons of phylogenies using other markers, such as the phycocyanin operon and the intervening intergenic 
spacer (cpcBA-IGS) with the 16S rRNA gene in previous studies in Rivulariaceae, have shown largely consistent 
results, with a high level of divergence between the components of this family11.

In addition, the results of the present study showed correlations between morphological characteristics and 
the analyzed genes in all the cyanobacterial colonies/tufts, except for those of R. biasolettiana and R. haematites. 
In these two cyanobacteria, only distinct macroscopic phenotypic features were observed due to zonation and 
different degrees of calcification since no significant differences were found in the size measurements or other 
microscopic characteristics.

Therefore, although the remainder of the genome has not been studied in these populations, the genetic 
identity of the studied marker, phenotypic features, together with environmental preferences point out that R. 
biasolettiana and R. haematites are ecotypes of the same species, as previously suggested59.

R. biasolettiana and R. haematites have very similar morphotypes, and traditional taxonomical classification 
and studies have distinguished them primarily by their degrees of calcification. R. biasolettiana-type colonies are 
described as more gelatinous and less calcified, and the crystals are disseminated; however, R. haematites colonies 
are very hard and exhibit extensive calcification in concentric zones, which leads to clear lamination24,25,60,61. 
Because of its heavy mineralization, R. haematites is a model for stromatolite-binding organisms25,26.

Microscopic observations from this study showed that some colonies presented typical R. haematites mor-
phology with concentric bands of intense calcification (see Fig. 2a,b), and others were soft and less calcified, such 
as R. biasolettiana, although all of them presented the same dominant phylotype. Many others with this dominant 
phylotype have also shown ambiguous morphology with no clear lamination, although some dark/light zones 
could be observed (see, e.g., Fig. 4b,d, f). Even in Cyanomargarita colonies, whose genotype was clearly separated 
from that of Rivularia, concentric zones and extensive calcification could be observed (see, e.g., Fig. 3b,d). These 
results suggested that these phenotypic features are not diagnostic characteristics for further identification.

In a two-year study, Obenlüneschloss and Schneider61 found that not all analyzed R. haematites colonies 
showed distinct concentric calcification layers. In the stromatolites of both types of Rivularia, the same lamination 
was observed, and the differences in calcification appeared later60. Pentecost and Franke26 compared populations 
of R. biasolettiana and R. haematites and argued that although both could be distinguished by their form of cal-
cification and their trichome diameter, some populations of R. biasolettiana were more intensely calcified than 
others, suggesting that a continuity of forms may exist, even within the same stream, and therefore, a continuum 
of colony forms probably occurs between these taxa.

Differences in the calcification pattern have been attributed to seasonality and cyanobacterial activity, in 
particular to photosynthesis24,26,62. The calcification in R. haematites occurred in concentric bands, which varied 
in thickness and the density of crystals. Since characteristic zonation is formed by filaments of different suc-
cessive generations, the thickness will vary depending on the growth rate, while crystal density will depend on 
the rate of calcification. Calcification is the result of photosynthesis (with a maximum of 14%) and evaporation 
during the warmer seasons, while it is entirely abiogenic during winter as a result of CO2 evasion63. Therefore, 
dense calcified bands similar to those formed in winter have been described that are caused by a reduction in 
trichome growth and EPS production, allowing the development of abiotic surface precipitate, and less calcified 
layers are formed during spring and summer, when calcification is associated with photosynthesis in zones of 
growth with cell division24,26. Thus, differences in climatic conditions and/or biological activity seem to lead to 
differences in the degrees of zonation and calcification.

The growth of Rivularia colonies is seasonal and strongly correlated with water temperature24,26. The colony 
growth rates were 12–14 µm/day in summer and 2 µm/day in winter24. The occurrence of R. biasolettiana was 
more closely related to high temperatures than that of R. haematites21. Moreover, colonies of R. haematites were 
generally collected under temperatures below 15 °C in mountain running waters64, and R. haematites stroma-
tolites have been described as preferentially developed in wet periods, particularly in autumn and winter60. Our 
own field observations during the sampling for this and previous studies were that the gelatinous and weakly 
calcified R. biasolettiana type was more abundant in warmer locations, and in contrast, R. haematites was domi-
nant in cold locations (data not shown).

One possible explanation for the results found in this study could be related to these differences in the degree 
of zonation and calcification in relation to climate, which could include microclimatic conditions. In warmer 
sites or climatic conditions, when growth is rapid, the number of filaments will increase, moving towards the 
surface in a weakly dense and unaligned arrangement, on which calcite crystals spread, providing a lighter and 
less calcified structure. Thus, increased growth of Rivularia colonies can lead to the R. biasolettiana type. Under 
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colder conditions, such as in winter, or microclimatic conditions, when growth slows down for other reasons, 
such as low light, filaments become more densely packed, allowing the development of extensive precipitates 
and leading to a dark band. When these conditions change, e.g., in the spring and summer, increases in tempera-
tures and/or light will result in increasing and faster growth, leading to a less calcified new layer, and successive 
seasonal and/or microenvironmental changes will result in the typical lamination of R. haematites. Therefore, 
warmer places with high temperatures and/or light will allow the occurrence of the R. biasolettiana type, while in 
colder sites and/or sites with alternating environmental conditions, the R. haematites type will develop. Shaded 
colonies and colonies that lie in the supratidal spraywater zone often contain small, irregular and more densely 
packed crystals61.

Cyanobacteria are known to modify EPS production, pigments, and morphology under environmental 
stimuli6. The production of EPS also varies depending on the cyanobacteria, whereby Rivularia has shown a 
well-developed exopolymer layer65, which is of great importance for this epilithic cyanobacteria, as it acts as an 
adhesive that allows cells to stick to the stones in the running waters, and it holds the filaments together, mini-
mizing cell damage during intermittent drying exposure to the air and evaporation in the warmer seasons66. The 
C/N ratio is an important parameter for the variation in EPS production since high amounts of fixed C compared 
to N levels drive EPS synthesis to store excess C67,68. Therefore, Rivularia colonies that are exposed, in spring 
and summer, to high light intensities and temperatures will increase their photosynthetic rates and therefore 
the amount of EPS, as shown by the R. biasolettiana morphotype. In addition, most of the analyzed populations 
were dark in color, probably in relation to the accumulation of the yellow–brown scytonemin pigment in the 
sheaths or EPS, as previously observed in shallow and clear oligotrophic ecosystems, where water clarity allows 
UV radiation to penetrate well, protecting the cells from the damaging effects of this radiation69,70.

In conclusion, environmental factors can lead to differences in macroscopic phenotypic features, such as those 
found in the Rivularia colonies studied here. However, further sampling under different climatic conditions and/
or microenvironmental conditions or of Rivularia cultures grown under distinct temperature and/or illumination 
conditions, as well as analysis of other genes, are needed to confirm this hypothesis.

Methods
Sampling.  The locations of the sampling sites from which samples were collected and their codes are shown 
in Table 1. All the sampled rivers or streams were characterized by highly calcareous waters. The Muga, Guarga, 
Osia, and Arás rivers are located in northeastern Spain, the Hoyas and Endrinales streams and Bogarra River 
are located in southeastern Spain, and the Guadiela River is located in central Spain. The Gordale Beck sampling 
site was located near Malham, West Yorkshire, northern England, from which Rivularia haematites has been 
reported24,26. From these locations, twenty-one Rivularia-like colonies were sampled in Spain, and seven in the 
United Kingdom. In addition, a Dichothrix tuft was collected from the Muga River, Spain. The samples were kept 
cold until reaching the laboratory, where they were divided into two parts, after washing them and checking by 
microscopy that there were no cyanobacterial contaminants outside the colonies. One part from each sample 
was used for morphological characterization and the other frozen and stored at − 20 °C until DNA extraction 
for genetic characterization. The colonies or tuft were named after the river or stream where they were collected, 
followed by a number (Table 1).

Morphological characterization.  Samples were inspected under a Leica MZ12.5 dissecting stereomicro-
scope (Leica, Leica Microsystems, Wetzler, Germany) equipped with epifluorescence and video camera systems 
and by an Olympus BH2-RFCA photomicroscope (Olympus, Tokyo, Japan) equipped with phase-contrast, epif-
luorescence, and video camera systems (Leica DC Camera, Leica Microsystems). To better observe the samples 
via microscopy, several colonies were decalcified with 0.5 M EDTA. Representative colonies of Rivularia-like 
samples were analyzed, except those with ambiguous morphologies, for which the variability of the morphotypes 
found within the colony precluded analysis. Size measurements were analyzed using SigmaScan Pro 5.0.0 soft-
ware. Kruskal–Wallis one-way analysis of variance of ranks was used to determine the significance of differences 
between size measurements.

Genetic characterization.  Genomic DNA was extracted from individual colonies using a Power Biofilm 
DNA Extraction Kit (Mo Bio, Carlsbad, CA, United States) following the manufacturer’s instructions, with a 
modification at the beginning of the protocol as previously described28 to improve the lysis of the cells.

The phylotype composition of the cyanobacterial colonies was assessed by amplicon metagenomics targeting 
the hypervariable V3-V4 region of the 16S rRNA gene, using an Illumina MiSeq sequencer (Illumina Inc., San 
Diego, CA, USA) at the Genomic Service of the Universidad Autónoma de Madrid. First, PCR was performed 
using the cyanobacterial-specific primers CYA359F and 781Ra/781Rb71 in separate reactions for each reverse 
primer as suggested by Boutte et al.72 plus a targeted sequence. PCR was carried out with 1 ng of DNA, Q5 Hot 
Start High-Fidelity DNA Polymerase (New England Biolabs), and 100 nM primers in a 25 μl volume, and the 
cycling conditions were 1 × 98 °C for 30 s, 23 × 98 °C for 10 s, 54 °C for 20 s, and 72 °C for 20 s, and 1 × 72 °C for 
2 min. The second PCR using barcoded primers for each colony was performed in a 20 μl final volume using the 
same DNA polymerase, 1 μl of the first PCR product, and 400 nM primers with the following cycling conditions: 
1 × 98 °C for 30 s, 7 × 98 °C for 10 s, 60 °C for 20 s, and 72 °C for 20 s, and 1 × 72 °C for 2 min.

PCR products were quantified, pooled in equimolar amounts and purified using AMPure Beads (Beckman 
Coulter) prior to sequencing with a MiSeq sequencer (Illumina Inc., San Diego, CA, USA) at a read length of 2 
× 300 bp. At least 100,000 sequences were obtained for each amplicon.

Sequence data were processed using QIIME v.1.9.073 as previously described28. The first taxonomical assign-
ment of the OTUs was performed against the Greengenes database74 by the classifier method of the Ribosomal 
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Database Project with a confidence value of 0.875, which allowed the removal of OTUs identified as chloroplasts 
or noncyanobacterial organisms. Afterwards, OTUs were matched against our sequence dataset of isolated 
cultures and field samples by employing the ‘uparse ref command’ in USEARCH76. In addition, a previously 
sampled Dichothrix field tuft from the Muga River was analyzed by cloning almost the entire 16S rRNA gene, as 
previously described16. Then, all this information was compared with the taxonomic assignments made against 
the Greengenes database74 as mentioned above and against the SilvaMod database77 using the lowest com-
mon ancestor (LCA) algorithm implemented in CREST78. In addition, the representative OTU sequences were 
compared with those in the NCBI database using a BLAST search (https​://www.ncbi.nlm.nih.gov/blast​), and 
sequences similar to them were downloaded to construct phylogenetic trees as previously described27,28. The first 
tree was constructed with only full-length 16S rDNA sequences (approximately 1500 bp), which were aligned 
using ClustalW in BioEdit 7.0.5.379. After this, the OTU sequences (approximately 420 bp) were aligned against 
the alignment of the first tree, and a new tree was constructed and compared with the previous tree to ensure 
that the clades were maintained. Phylogenetic trees were computed using the neighbor-joining method80 in 
Mega 781 with 1000 bootstrap replicates. Evolutionary distances were computed using the Tajima-Nei method82, 
and pairwise deletion was used to account for sequence-length variation and gaps. The percent identity between 
sequences was determined as (1-p-distance)*100.

Because OTU1 appeared at markedly high abundance, amplicon sequence variant (ASV) determination was 
performed using the DADA2 pipeline in QIIME 283, showing that ASVs assigned to this OTU differed by only 
one nucleotide and were therefore indistinctly distributed between the different samples.

Alpha diversity indices (Chao1 estimator, Good’s coverage and observed OTUs) were calculated using QIIME. 
Good’s coverage estimates reached 100% in all the samples, indicating that the large majority of the cyanobacte-
rial diversity was captured.

The OTU sequences have been deposited in the GenBank database under accession numbers MT335702-
MT335726. Raw sequencing data have been deposited in the NCBI Sequencing Read Archive under accession 
number PRJNA648107.

Received: 16 April 2020; Accepted: 30 September 2020

References
	 1.	 Garcia-Pichel, F. et al. Timing the evolutionary advent of cyanobacteria and the later great oxidation event using gene phylogenies 

of a sunscreen. mBio 10, 561–519. https​://doi.org/10.1128/mBio.00561​-19 (2019).
	 2.	 Schopf, J. W. The paleobiological record of photosynthesis. Photosynth. Res. 107, 87–101. https​://doi.org/10.1007/s1112​0-010-

9577-1 (2011).
	 3.	 Archibald, J. M. The puzzle of plastid evolution. Curr. Biol. 19, R81–R88. https​://doi.org/10.1016/j.cub.2008.11.067 (2009).
	 4.	 Sagan, L. On the origin of mitosing cells. J. Theoret. Biol. 14, 225–226. https​://doi.org/10.1016/0022-5193(67)90079​-3 (1967).
	 5.	 Flores, E. & Herrero, A. The cyanobacteria: morphological diversity in a photoautotrophic lifestyle. Perspect. Phycol. 1, 63–72. 

https​://doi.org/10.1127/pip/2014/0008 (2014).
	 6.	 Whitton, B. A. Ecology of cyanobacteria II: their diversity in space and time. (Springer Science & Business Media, 2012).
	 7.	 Komárek, J. 19/3: Cyanoprokaryota; Teil 3: Heterocytous genera. (Springer, 2013).
	 8.	 Rott, E. & Wehr, J. D. in River Algae (ed Necchi JR O) 159–195 (Springer, Cham, 2016).
	 9.	 Vadeboncoeur, Y. & Power, M. E. Attached algae: the cryptic base of inverted trophic pyramids in freshwaters. Annu. Rev. Ecol. 

Evol. Syst. 48, 255–279. https​://doi.org/10.1146/annur​ev-ecols​ys-12141​5-03234​0 (2017).
	10.	 Abed, R. M. M., Dobretsov, S. & Sudesh, K. Applications of cyanobacteria in biotechnology. J. Appl. Microbiol. 106, 1–12. https​://

doi.org/10.1111/j.1365-2672.2008.03918​.x (2009).
	11.	 Berrendero, E., Perona, E. & Mateo, P. Genetic and morphological characterization of Rivularia and Calothrix (Nostocales, Cyano-

bacteria) from running water. Int. J. Syst. Evol. Microbiol. 58, 447–460. https​://doi.org/10.1099/ijs.0.65273​-0 (2008).
	12.	 Berrendero, E., Perona, E. & Mateo, P. Phenotypic variability and phylogenetic relationships of the genera Tolypothrix and Calothrix 

(Nostocales, Cyanobacteria) from running water. Int. J. Syst. Evol. Microbiol. 61, 3039–3051. https​://doi.org/10.1099/ijs.0.02758​
1-0 (2011).

	13.	 Hentschke, G. S. & Sant’Anna, C. L. Current trends and prospects for cyanobacterial taxonomy; are only cultured populations 
enough?. Algol. Stud. 147, 3–6. https​://doi.org/10.1127/algol​_stud/2014/0185 (2015).

	14.	 Whitton, B. A. & Mateo, P. in Ecology of Cyanobacteria II (ed Whitton B) 561–591 (Springer, 2012).
	15.	 Shalygin, S. et al. Cyanomargarita gen nov (Nostocales, Cyanobacteria): convergent evolution resulting in a cryptic genus. J. Phycol. 

53, 762–777. https​://doi.org/10.1111/jpy.12542​ (2017).
	16.	 Berrendero Gómez, E., Johansen, J. R., Kaštovský, J., Bohunická, M. & Čapková, K. Macrochaete gen nov (Nostocales, Cyanobac-

teria), a taxon morphologically and molecularly distinct from Calothrix. J. Phycol. 52, 638–655. https​://doi.org/10.1111/jpy.12425​ 
(2016).

	17.	 Saraf, A. et al. Phylogenetic complexities of the members of Rivulariaceae with the re-creation of the family Calotrichaceae and 
description of Dulcicalothrix necridiiformans gen. nov., sp. Nov., and reclassification of Calothrix desertica. FEMS Microbiol. Lett. 
366, 1. https​://doi.org/10.1093/femsl​e/fnz21​9 (2019).

	18.	 Sinclair, C. & Whitton, B. A. Influence of nutrient deficiency on hair formation in the Rivulariaceae. Br. Phycol. J. 12, 297–313. 
https​://doi.org/10.1080/00071​61770​06503​21 (1977).

	19.	 Berrendero, E. et al. Nitrogen fixation in a non-heterocystous cyanobacterial mat from a mountain river. Sci. Rep. 6, 1–13 (2016).
	20.	 Mateo, P., Berrendero, E., Perona, E., Loza, V. & Whitton, B. A. Phosphatase activities of cyanobacteria as indicators of nutrient 

status in a Pyrenees river. Hydrobiologia 652, 255–268. https​://doi.org/10.1007/s1075​0-010-0338-0 (2010).
	21.	 Monteagudo, L. & Moreno, J. L. Benthic freshwater cyanobacteria as indicators of anthropogenic pressures. Ecol. Ind. 67, 693–702. 

https​://doi.org/10.1016/j.ecoli​nd.2016.03.035 (2016).
	22.	 Muñoz-Martín, M. Á., Martínez-Rosell, A., Perona, E., Fernández-Piñas, F. & Mateo, P. Monitoring bioavailable phosphorus in 

lotic systems: a polyphasic approach based on cyanobacteria. Sci. Total Environ. 475, 158–168 (2014).
	23.	 Sevillano-González, E. Changes in the diversity of river benthic cyanobacteria and their relationship with temperature. Master in 

Biomolecules and Cell Dynamics Thesis, Universidad Autónoma de Madrid (Spain), (2019).
	24.	 Pentecost, A. Growth and calcification of the freshwater cyanobacterium Rivularia haematites. Proc. R. Soc. Lond. Ser. B. Biol. Sci. 

232, 125–136. https​://doi.org/10.1098/rspb.1987.0064 (1987).

https://www.ncbi.nlm.nih.gov/blast
https://doi.org/10.1128/mBio.00561-19
https://doi.org/10.1007/s11120-010-9577-1
https://doi.org/10.1007/s11120-010-9577-1
https://doi.org/10.1016/j.cub.2008.11.067
https://doi.org/10.1016/0022-5193(67)90079-3
https://doi.org/10.1127/pip/2014/0008
https://doi.org/10.1146/annurev-ecolsys-121415-032340
https://doi.org/10.1111/j.1365-2672.2008.03918.x
https://doi.org/10.1111/j.1365-2672.2008.03918.x
https://doi.org/10.1099/ijs.0.65273-0
https://doi.org/10.1099/ijs.0.027581-0
https://doi.org/10.1099/ijs.0.027581-0
https://doi.org/10.1127/algol_stud/2014/0185
https://doi.org/10.1111/jpy.12542
https://doi.org/10.1111/jpy.12425
https://doi.org/10.1093/femsle/fnz219
https://doi.org/10.1080/00071617700650321
https://doi.org/10.1007/s10750-010-0338-0
https://doi.org/10.1016/j.ecolind.2016.03.035
https://doi.org/10.1098/rspb.1987.0064


17

Vol.:(0123456789)

Scientific Reports |        (2020) 10:18453  | https://doi.org/10.1038/s41598-020-75303-2

www.nature.com/scientificreports/

	25.	 Pentecost, A. & Edwards, H. G. M. Raman spectroscopy and light microscopy of a modern and sub-fossil microstromatolite: 
Rivularia haematites (cyanobacteria, Nostocales). Int. J. Astrobiol. 1, 357–363. https​://doi.org/10.1017/S1473​55040​30013​19 (2003).

	26.	 Pentecost, A. & Franke, U. Photosynthesis and calcification of the stromatolitic freshwater cyanobacterium Rivularia. Eur. J. Phycol. 
45, 345–353. https​://doi.org/10.1080/09670​262.2010.49291​4 (2010).

	27.	 Becerra-Absalón, I., Muñoz-Martín, M. Á., Montejano, G. & Mateo, P. Differences in the cyanobacterial community composition of 
biocrusts from the drylands of Central Mexico: are there endemic species?. Front. Microbiol. 10, 937–937. https​://doi.org/10.3389/
fmicb​.2019.00937​ (2019).

	28.	 Muñoz-Martín, M. Á. et al. Cyanobacterial biocrust diversity in Mediterranean ecosystems along a latitudinal and climatic gradi-
ent. New Phytol. 221, 123–141. https​://doi.org/10.1111/nph.15355​ (2019).

	29.	 Sihvonen, L. M. et al. Strains of the cyanobacterial genera Calothrix and Rivularia isolated from the Baltic Sea display cryptic 
diversity and are distantly related to Gloeotrichia and Tolypothrix. FEMS Microbiol. Ecol. 61, 74–84 (2007).

	30.	 Mateo, P., Leganés, F., Perona, E., Loza, V. & Fernández-Piñas, F. Cyanobacteria as bioindicators and bioreporters of environmental 
analysis in aquatic ecosystems. Biodivers. Conserv. 24, 909–948. https​://doi.org/10.1007/s1053​1-015-0903-y (2015).

	31.	 Rott, E. et al. Indikationslisten für Aufwuchsalgen in österreichischen Fließgewässern, Teil 2: Trophieindikation sowie geochemische 
Präferenz, taxonomische und toxikologische Anmerkungen (Bundesministerium für Land-und Forstwirtschaft, Wien, 1999).

	32.	 Schneider, S. C. & Lindstrøm, E.-A. The periphyton index of trophic status PIT: a new eutrophication metric based on non-
diatomaceous benthic algae in Nordic rivers. Hydrobiologia 665, 143–155. https​://doi.org/10.1007/s1075​0-011-0614-7 (2011).

	33.	 García-Espín, L., Cantoral, E. A., Asencio, A. D. & Aboal, M. Microcystins and cyanophyte extracts inhibit or promote the pho-
tosynthesis of fluvial algae: ecological and management implications. Ecotoxicology 26, 658–666. https​://doi.org/10.1007/s1064​
6-017-1798-z (2017).

	34.	 Zammit, G., Billi, D. & Albertano, P. The subaerophytic cyanobacterium Oculatella subterranea (Oscillatoriales, Cyanophyceae) 
gen. et. Sp. Nov.: a cytomorphological and molecular description. Eur. J. Phycol. 47, 341–354. https​://doi.org/10.1080/09670​
262.2012.71710​6 (2012).

	35.	 Śliwińska-Wilczewska, S., Maculewicz, J., Barreiro Felpeto, A. & Latała, A. Allelopathic and bloom-forming picocyanobacteria in 
a changing world. Toxins 10, 48. https​://doi.org/10.3390/toxin​s1001​0048 (2018).

	36.	 Johnson, J. S. et al. Evaluation of 16S rRNA gene sequencing for species and strain-level microbiome analysis. Nat. Commun. 10, 
5029. https​://doi.org/10.1038/s4146​7-019-13036​-1 (2019).

	37.	 Su, C., Lei, L., Duan, Y., Zhang, K.-Q. & Yang, J. Culture-independent methods for studying environmental microorganisms: meth-
ods, application, and perspective. Appl. Microbiol. Biotechnol. 93, 993–1003. https​://doi.org/10.1007/s0025​3-011-3800-7 (2012).

	38.	 Graspeuntner, S., Loeper, N., Künzel, S., Baines, J. F. & Rupp, J. Selection of validated hypervariable regions is crucial in 16S-based 
microbiota studies of the female genital tract. Sci. Rep. 8, 9678. https​://doi.org/10.1038/s4159​8-018-27757​-8 (2018).

	39.	 Guo, F., Ju, F., Cai, L. & Zhang, T. Taxonomic precision of different hypervariable regions of 16S rRNA gene and annotation 
methods for functional bacterial groups in biological wastewater treatment. PLoS ONE 8, e76185. https​://doi.org/10.1371/journ​
al.pone.00761​85 (2013).

	40.	 Degnan, P. H. & Ochman, H. Illumina-based analysis of microbial community diversity. ISME J. 6, 183–194. https​://doi.org/10.1038/
ismej​.2011.74 (2012).

	41.	 Rosselló-Mora, R. & Amann, R. The species concept for prokaryotes. FEMS Microbiol. Rev. 25, 39–67. https​://doi.
org/10.1111/j.1574-6976.2001.tb005​71.x (2001).

	42.	 Garcia-Pichel, F., Loza, V., Marusenko, Y., Mateo, P. & Potrafka, R. M. Temperature drives the continental-scale distribution of key 
microbes in topsoil communities. Science 340, 1574–1577. https​://doi.org/10.1126/scien​ce.12364​04 (2013).

	43.	 Shokralla, S., Spall, J. L., Gibson, J. F. & Hajibabaei, M. Next-generation sequencing technologies for environmental DNA research. 
Mol. Ecol. 21, 1794–1805. https​://doi.org/10.1111/j.1365-294X.2012.05538​.x (2012).

	44.	 Tan, B. et al. Next-generation sequencing (NGS) for assessment of microbial water quality: current progress, challenges, and future 
opportunities. Front Microbiol 6, 1. https​://doi.org/10.3389/fmicb​.2015.01027​ (2015).

	45.	 Thompson, L. R. et al. A communal catalogue reveals Earth’s multiscale microbial diversity. Nature 551, 457–463. https​://doi.
org/10.1038/natur​e2462​1 (2017).

	46.	 Chaffron, S., Rehrauer, H., Pernthaler, J. & Von Mering, C. A global network of coexisting microbes from environmental and 
whole-genome sequence data. Genome Res. 20, 947–959 (2010).

	47.	 Konstantinidis, K. T. & Tiedje, J. M. Genomic insights that advance the species definition for prokaryotes. Proc. Natl. Acad. Sci. 
U.S.A. 102, 2567–2572. https​://doi.org/10.1073/pnas.04097​27102​ (2005).

	48.	 Langille, M. G. I. et al. Predictive functional profiling of microbial communities using 16S rRNA marker gene sequences. Nat. 
Biotechnol. 31, 814–821. https​://doi.org/10.1038/nbt.2676 (2013).

	49.	 Zaneveld, J. R., Lozupone, C., Gordon, J. I. & Knight, R. Ribosomal RNA diversity predicts genome diversity in gut bacteria and 
their relatives. Nucleic Acids Res. 38, 3869–3879. https​://doi.org/10.1093/nar/gkq06​6 (2010).

	50.	 Caporaso, J. G. et al. Ultra-high-throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms. ISME J. 
6, 1621–1624. https​://doi.org/10.1038/ismej​.2012.8 (2012).

	51.	 Rott, E., Pentecost, A. & Mareš, J. Introduction: Recent developments in cyanobacterial research with special reference to aquatic 
habitats, molecular ecology and phylogenetic taxonomy. Hydrobiologia 811, 1–6. https​://doi.org/10.1007/s1075​0-017-3468-9 (2018).

	52.	 Sciuto, K. & Moro, I. Cyanobacteria: the bright and dark sides of a charming group. Biodivers. Conserv. 24, 711–738. https​://doi.
org/10.1007/s1053​1-015-0898-4 (2015).

	53.	 Komárek, J., Kaštovský, J., Mareš, J. & Johansen, J. R. Taxonomic classification of cyanoprokaryotes (cyanobacterial genera) 2014, 
using a polyphasic approach. Preslia 86, 295–335 (2014).

	54.	 Criscuolo, A. & Gribaldo, S. Large-scale phylogenomic analyses indicate a deep origin of primary plastids within cyanobacteria. 
Mol. Biol. Evol. 28, 3019–3032. https​://doi.org/10.1093/molbe​v/msr10​8 (2011).

	55.	 Mareš, J. Multilocus and SSU rRNA gene phylogenetic analyses of available cyanobacterial genomes, and their relation to the 
current taxonomic system. Hydrobiologia 811, 19–34. https​://doi.org/10.1007/s1075​0-017-3373-2 (2018).

	56.	 Shih, P. M. et al. Improving the coverage of the cyanobacterial phylum using diversity-driven genome sequencing. Proc. Natl. Acad. 
Sci. 110, 1053–1058. https​://doi.org/10.1073/pnas.12171​07110​ (2013).

	57.	 Yarza, P. et al. Uniting the classification of cultured and uncultured bacteria and archaea using 16S rRNA gene sequences. Nat. 
Rev. Microbiol. 12, 635–645. https​://doi.org/10.1038/nrmic​ro333​0 (2014).

	58.	 Domínguez-Escobar, J. et al. Phylogenetic and molecular clock inferences of cyanobacterial strains within Rivulariaceae from 
distant environments. FEMS Microbiol. Lett. 316, 90–99. https​://doi.org/10.1111/j.1574-6968.2010.02195​.x (2011).

	59.	 Kann, E. Die häufigsten Cyanophyceen der Litoralzone in Seen mit verschiedenem Kalkgehalt. Schweizerische Zeitschrift für 
Hydrologie 23, 215–222. https​://doi.org/10.1007/BF025​05623​ (1961).

	60.	 Caudwell, C., Lang, J. & Pascal, A. Lamination of swampy-rivulets Rivularia haematites stromatolites in a temperate climate. Sed. 
Geol. 143, 125–147. https​://doi.org/10.1016/S0037​-0738(00)00191​-3 (2001).

	61.	 Obenlüneschloss, J. & Schneider, J. Ecology and calcification patterns of Rivularia (Cyanobacteria). Algological Studies/Archiv f¸ 
r Hydrobiologie, Supplement Volumes, 489–502 (1991).

	62.	 Planavsky, N., Reid, R. P., Lyons, T. W., Myshrall, K. L. & Visscher, P. T. Formation and diagenesis of modern marine calcified 
cyanobacteria. Geobiology 7, 566–576. https​://doi.org/10.1111/j.1472-4669.2009.00216​.x (2009).

	63.	 Pentecost, A. & Whitton, B. A. in The Ecology of Cyanobacteria 257–279 (Springer, 2000).

https://doi.org/10.1017/S1473550403001319
https://doi.org/10.1080/09670262.2010.492914
https://doi.org/10.3389/fmicb.2019.00937
https://doi.org/10.3389/fmicb.2019.00937
https://doi.org/10.1111/nph.15355
https://doi.org/10.1007/s10531-015-0903-y
https://doi.org/10.1007/s10750-011-0614-7
https://doi.org/10.1007/s10646-017-1798-z
https://doi.org/10.1007/s10646-017-1798-z
https://doi.org/10.1080/09670262.2012.717106
https://doi.org/10.1080/09670262.2012.717106
https://doi.org/10.3390/toxins10010048
https://doi.org/10.1038/s41467-019-13036-1
https://doi.org/10.1007/s00253-011-3800-7
https://doi.org/10.1038/s41598-018-27757-8
https://doi.org/10.1371/journal.pone.0076185
https://doi.org/10.1371/journal.pone.0076185
https://doi.org/10.1038/ismej.2011.74
https://doi.org/10.1038/ismej.2011.74
https://doi.org/10.1111/j.1574-6976.2001.tb00571.x
https://doi.org/10.1111/j.1574-6976.2001.tb00571.x
https://doi.org/10.1126/science.1236404
https://doi.org/10.1111/j.1365-294X.2012.05538.x
https://doi.org/10.3389/fmicb.2015.01027
https://doi.org/10.1038/nature24621
https://doi.org/10.1038/nature24621
https://doi.org/10.1073/pnas.0409727102
https://doi.org/10.1038/nbt.2676
https://doi.org/10.1093/nar/gkq066
https://doi.org/10.1038/ismej.2012.8
https://doi.org/10.1007/s10750-017-3468-9
https://doi.org/10.1007/s10531-015-0898-4
https://doi.org/10.1007/s10531-015-0898-4
https://doi.org/10.1093/molbev/msr108
https://doi.org/10.1007/s10750-017-3373-2
https://doi.org/10.1073/pnas.1217107110
https://doi.org/10.1038/nrmicro3330
https://doi.org/10.1111/j.1574-6968.2010.02195.x
https://doi.org/10.1007/BF02505623
https://doi.org/10.1016/S0037-0738(00)00191-3
https://doi.org/10.1111/j.1472-4669.2009.00216.x


18

Vol:.(1234567890)

Scientific Reports |        (2020) 10:18453  | https://doi.org/10.1038/s41598-020-75303-2

www.nature.com/scientificreports/

	64.	 64Vassal’lo Saco, J. Comunidades de cianobacterias bentónicas, producción y liberación de microcistinas en el río muga (ne península 
ibérica) PhD thesis, Universitat de Girona, (2009).

	65.	 Sabater, S. Structure and architecture of a stromatolite from a Mediterranean stream. Aquat. Microb. Ecol. 21, 161–168 (2000).
	66.	 Rossi, F. & De Philippis, R. Role of cyanobacterial exopolysaccharides in phototrophic biofilms and in complex microbial mats. 

Life 5, 1218–1238 (2015).
	67.	 Otero, A. & Vincenzini, M. Nostoc (cyanophyceae) goes nude: extracellular polysaccharides serve as a sink for reducing power 

under unbalanced c/n metabolism1. J. Phycol. 40, 74–81. https​://doi.org/10.1111/j.0022-3646.2003.03-067.x (2004).
	68.	 Yang, Z., Geng, L., Wang, W. & Zhang, J. Combined effects of temperature, light intensity, and nitrogen concentration on the growth 

and polysaccharide content of Microcystis aeruginosa in batch culture. Biochem. Syst. Ecol. 41, 130–135. https​://doi.org/10.1016/j.
bse.2011.12.015 (2012).

	69.	 Garcia-Pichel, F. & Castenholz, R. W. Characterization and biological implications of scytonemin, a cyanobacterial sheath pig-
ment1. J. Phycol. 27, 395–409. https​://doi.org/10.1111/j.0022-3646.1991.00395​.x (1991).

	70.	 Johnson, A. C. & Castenholz, R. W. Preliminary observations of the benthic cyanobacteria of Waldo Lake and their potential 
contribution to lake productivity. Lake Reservoir Manag 16, 85–90. https​://doi.org/10.1080/07438​14000​93542​25 (2000).

	71.	 Nübel, U., Garcia-Pichel, F. & Muyzer, G. PCR primers to amplify 16S rRNA genes from cyanobacteria. Appl. Environ. Microbiol. 
63, 3327–3332 (1997).

	72.	 Boutte, C., Grubisic, S., Balthasart, P. & Wilmotte, A. Testing of primers for the study of cyanobacterial molecular diversity by 
DGGE. J. Microbiol. Methods 65, 542–550. https​://doi.org/10.1016/j.mimet​.2005.09.017 (2006).

	73.	 Caporaso, J. G. et al. QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 7, 335–336. https​://
doi.org/10.1038/nmeth​.f.303 (2010).

	74.	 McDonald, D. et al. An improved Greengenes taxonomy with explicit ranks for ecological and evolutionary analyses of bacteria 
and archaea. ISME J. 6, 610–618. https​://doi.org/10.1038/ismej​.2011.139 (2012).

	75.	 Navas-Molina, J. A. et al. Advancing our understanding of the human microbiome using QIIME. Methods Enzymol. 531, 371–444. 
https​://doi.org/10.1016/B978-0-12-40786​3-5.00019​-8 (2013).

	76.	 Edgar, R. C. Search and clustering orders of magnitude faster than BLAST. Bioinformatics 26, 2460–2461. https​://doi.org/10.1093/
bioin​forma​tics/btq46​1 (2010).

	77.	 Yilmaz, P. et al. The SILVA and “All-species Living Tree Project (LTP)” taxonomic frameworks. Nucleic Acids Res. 42, D643-648. 
https​://doi.org/10.1093/nar/gkt12​09 (2014).

	78.	 Lanzen, A. et al. CREST–classification resources for environmental sequence tags. PLoS ONE 7, e49334. https​://doi.org/10.1371/
journ​al.pone.00493​34 (2012).

	79.	 79Hall, T. A. in Nucleic acids symposium series. 95–98 ([London]: Information Retrieval Ltd., c1979-c2000.).
	80.	 Saitou, N. & Nei, M. The neighbor-joining method: a new method for reconstructing phylogenetic trees. Mol. Biol. Evol. 4, 406–425. 

https​://doi.org/10.1093/oxfor​djour​nals.molbe​v.a0404​54 (1987).
	81.	 Kumar, S., Stecher, G., Li, M., Knyaz, C. & Tamura, K. MEGA X: molecular evolutionary genetics analysis across computing 

platforms. Mol. Biol. Evol. 35, 1547–1549. https​://doi.org/10.1093/molbe​v/msy09​6 (2018).
	82.	 Tajima, F. & Nei, M. Estimation of evolutionary distance between nucleotide sequences. Mol. Biol. Evol. 1, 269–285. https​://doi.

org/10.1093/oxfor​djour​nals.molbe​v.a0403​17 (1984).
	83.	 Callahan, B. J. et al. DADA2: High-resolution sample inference from Illumina amplicon data. Nat. Methods 13, 581–583. https​://

doi.org/10.1038/nmeth​.3869 (2016).

Acknowledgements
This research was financially supported by a grant from the Ministerio de Economía, Industria y Competitividad, 
Spain, CGL2017-86258-R. We are grateful to Professor B A Whitton, and Prof. A. Pentecost for providing us with 
Rivularia-like colonies from Gordale Beck. We also thank Virginia Loza, Samuel Cirés and Jose Luis Moreno for 
their help in finding places to collect Rivularia-like colonies.

Author contributions
M.A.M.-M, and P.M. designed the study. M.A.M.-M, E.B. E.P. and P.M. performed the research in the labora-
tory and analyzed the data. M.A.M.-M. and P.M. wrote the manuscript. All authors reviewed the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to P.M.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://creat​iveco​mmons​.org/licen​ses/by/4.0/.

© The Author(s) 2020

https://doi.org/10.1111/j.0022-3646.2003.03-067.x
https://doi.org/10.1016/j.bse.2011.12.015
https://doi.org/10.1016/j.bse.2011.12.015
https://doi.org/10.1111/j.0022-3646.1991.00395.x
https://doi.org/10.1080/07438140009354225
https://doi.org/10.1016/j.mimet.2005.09.017
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/ismej.2011.139
https://doi.org/10.1016/B978-0-12-407863-5.00019-8
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/nar/gkt1209
https://doi.org/10.1371/journal.pone.0049334
https://doi.org/10.1371/journal.pone.0049334
https://doi.org/10.1093/oxfordjournals.molbev.a040454
https://doi.org/10.1093/molbev/msy096
https://doi.org/10.1093/oxfordjournals.molbev.a040317
https://doi.org/10.1093/oxfordjournals.molbev.a040317
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1038/nmeth.3869
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Analysis of molecular diversity within single cyanobacterial colonies from environmental samples
	Results
	Morphological characterization of environmental samples. 
	Cyanobacterial taxonomic assignments. 
	Phylotype diversity in individual colonies. 

	Discussion
	Genotypic heterogeneity in single Rivularia-like colonies. 
	R. biasolettiana vs R. haematites. 

	Methods
	Sampling. 
	Morphological characterization. 
	Genetic characterization. 

	References
	Acknowledgements


