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Abstract
In nature, the number of genome or chromosome copies within cells (ploidy)
can vary between species and environmental conditions, potentially
influencing how organisms adapt to changing environments. Although
ploidy levels cannot be easily determined by standard genome sequencing,
understanding ploidy is crucial for the quantitative interpretation of molecular
data. Cyanobacteria are known to contain haploid, oligoploid, and polyploid
species. The smallest cyanobacteria, picocyanobacteria (less than 2 μm in
diameter), have a widespread distribution ranging from marine to freshwater
environments, contributing significantly to global primary production. In this
study, we determined the ploidy level of genetically and physiologically
diverse brackish picocyanobacteria isolated from the Baltic Sea using a
qPCR assay targeting the rbcL gene. The strains contained one to four
genome copies per cell. The ploidy level was not linked with phylogeny
based on the identity of the 16S rRNA gene. The variation of ploidy among
the brackish strains was lower compared to what has been reported for
freshwater strains and was more similar to what has been reported for
marine strains. The potential ecological advantage of polyploidy among
picocyanobacteria has yet to be described. Our study highlights the impor-
tance of considering ploidy to interpret the abundance and adaptation of
brackish picocyanobacteria.

INTRODUCTION

Ploidy, the number of genome copies within one cell/
chromosome, is a well-known phenomenon in Eukarya
and can be found among organisms ranking from cili-
ates to humans (Comai, 2005; Thorpe et al., 2007;
Wendel, 2000). For a long time, prokaryotes were
assumed to be haploid (to contain only one circular
genome per cell). However, it is now established that
oligoploidy (multiple genome copies per cell) and poly-
ploidy (≥10 genome copies per cell) are common
among the Bacteria and Archaea domains (Pecoraro
et al., 2011; Soppa, 2014; Suh et al., 2001; Tobiason &
Seifert, 2006). In recent years, the number of studies
sampling environmental DNA and using molecular tools

(omics) to characterize microbial communities has
increased drastically (Farrant et al., 2016, Sunagawa
et al., 2015; Tully et al., 2018). In such studies, the rela-
tive abundances of organisms are often estimated
based on the assumption that there is only one genome
copy per organism. Gaining information about the varia-
tion in genome copy numbers in specific organism
groups and factors that influence ploidy is therefore of
high importance for accurate community composition
studies.

Cyanobacteria, photosynthetic prokaryotes, are
found in almost all environments. Depending on
the geographical location and season, they are
represented by different morphological forms ranging
from single-cell to multicellular filamentous species.
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Picocyanobacteria (<2 μm in diameter) play a signifi-
cant role in primary production and carbon cycling and
have a cosmopolitan distribution in marine, estuarine/
brackish, and freshwater ecosystems (Flombaum
et al., 2013; Li, 1994; Partensky et al., 1999; Visintini
et al., 2021). While the picocyanobacterium Prochloro-
coccus inhabits marine environments, the picocyano-
bacterium Synechococcus has a wider distribution
extending from marine to freshwater systems
(e.g., Biller et al., 2015; Zwirglmaier et al., 2008). Differ-
ent strains of picocyanobacteria are adapted to diverse
light, temperature, salinity, and nutrient conditions
which determine their distribution patterns (Johnson
et al., 2006; Laber et al., 2022; Sohm et al., 2016; Xia
et al., 2023). In recent years, estuarine and brackish
picocyanobacteria have been increasingly recognized
(Camacho et al., 2003; Celepli et al., 2017; S�anchez-
Baracaldo et al., 2008) and co-occurring brackish
strains have shown a remarkable variation in ecophysi-
ological adaptations to salinity gradients and light avail-
ability (Aguilera et al., 2023; Zufia et al., 2022). It has
also been shown that genomic traits, genome size, GC
content, and percentage of core genes differ between
marine, brackish, and freshwater picocyanobacteria
suggesting that they have genetically diversified into
defined ecotypes (Cabello-Yeves et al., 2022).

Picocyanobacteria as a group contain haploid, oligo-
ploid, and polyploid species (Griese et al., 2011). In cya-
nobacteria, polyploidy has been associated with cell
volume, as genome copy number is reported to be pro-
portional to cell size (Ohbayashi et al., 2019;
Watanabe, 2020). Potential benefits of polyploidy include
improved chromosome repair, resistance to stress condi-
tions, and reduced phage susceptibility (Domain
et al., 2004; Watanabe, 2020; Zborowsky &
Lindell, 2019). The ploidy level of cyanobacteria can be
influenced by the growth phase, growth rate, and the sur-
rounding light and nutrient conditions (Ohbayashi
et al., 2019; Riaz et al., 2021; Zerulla et al., 2016). For
example, marine Synechococcus strains present varying
genome copy numbers under different growth conditions
such as temperature and exposure to darkness, which
affects the cell cycles and therefore, DNA replication
(Armbrust et al., 1989; Binder & Chisholm, 1995; Liu
et al., 1998; Perez-Sepulveda et al., 2018). However, the
factors that determine ploidy in picocyanobacteria and
how it varies among ecotypes are not well understood.

Studies of ploidy level in picocyanobacteria have
mainly focused on model strains from freshwater and
marine environments (e.g., Griese et al., 2011; Perez-
Sepulveda et al., 2018; Zborowsky & Lindell, 2019) but
information on ploidy level of brackish strains is still
lacking. Freshwater picocyanobacteria can be oligo-
ploid, containing between two and six genome copies,
while several Synechocystis sp. PCC 6803 substrains
are even classified as polyploid with >10 genome cop-
ies depending on the cell cycle (Griese et al., 2011;

Zerulla et al., 2016). In contrast, the majority of marine
Synechococcus and Prochlorococcus are haploid with
a few oligoploid exceptions (Armbrust et al., 1989;
Binder & Chisholm, 1995; Perez-Sepulveda et al.,
2018; Zborowsky & Lindell, 2019). In this study, we
investigated the genome copy number of 18 brackish
picocyanobacteria from the Kalmar Algae Collection
(KAC), recently isolated from the Baltic Sea Proper
(7 PSU) (Aguilera et al., 2023). The Baltic Sea, one of
the largest brackish water bodies on Earth, is charac-
terized by high nutrient and DOC concentrations, and
seasonal temperature variations of >15�C (Bunse
et al., 2019). Baltic Sea picocyanobacteria represent a
wide physiological and genetic diversity (Aguilera
et al., 2023) but brackish picocyanobacteria in general
remain understudied compared to their freshwater and
marine counterparts. Information on genome copy
numbers of brackish strains leads to a better under-
standing of polyploidy among picocyanobacteria and
aids in the interpretation of increasing amounts of
omics data.

EXPERIMENTAL PROCEDURES

Sample collection and culture conditions

Brackish strains used in this study represent a variety
of Synechococcus ecotypes from the Baltic Sea Proper
(coastal station in the Kalmar Sound 56�39024.400N,
16�21036.600 E) and Linnaeus Microbial Observatory
(LMO 56�550512.400N, 17�3038.5200 E). The brackish
strains were obtained from the KAC. Intense ecophysi-
ological characterization of the selected strains has
been recently done (see details in Aguilera et al.,
2023). Synechococcus strains WH8102 and WH7803
were purchased from the Roscoff Culture Collection
(RCC; Roscoff, France), Cultures were grown in L1
media prepared with artificial seawater (7 PSU for
brackish strains, 33 PSU for marine strains) grown at
16, 18, or 20�C and 15 μm m�2 s�1 with a light: dark
cycle of 12:12 h dark cycle. All strains were harvested
during the exponential phase, as previous studies have
shown that the ploidy levels are often higher during this
phase than in the linear or stationary phase (Griese
et al., 2011). For DNA extraction, each culture was har-
vested and centrifuged at 8 min at 8000g. Simulta-
neously, samples for cell enumeration by flow
cytometry were preserved in glutaraldehyde (0.25%
final concentration). The cell pellet and samples for flow
cytometry were stored at �80�C until further analysis.

Primer design

Commonly used rbcL primers for marine and freshwa-
ter strains (Doron et al., 2016; Griese et al., 2011) did
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not produce amplificons for the brackish strains. To
design new primers, rbcL sequences were obtained
from whole genome sequence data from strains
KAC102, KAC105, KAC106, KAC108, and KAC114.
The software MEGA X1 was used to visualize and align
the sequences. The rbcL gene was highly conserved
and degenerate primers (KAC_rbcLf: CGCGAYCG-
BATGAACAAGTAY, KAC_rbcLr: CGTCGTCYTTRGT-
GAAGTCSAG) were designed to target all strains.
Additionally, primers from the literature (Syn_rbcL_f:
TTCATCAAGAGCTGCTACGG, Syn_rbcr: GACGGC
CGTACTTGTTCATC) (Doron et al., 2016) were used
for the marine reference strains. All primers had an
annealing temperature of 60�C and amplicon sizes
between 100 and 200 bp.

DNA extraction and PCR testing

DNA was extracted from cultured KAC strains along
with the two marine reference strains Synechococcus
WH7803, and Synechococcus WH8102. Extraction
was performed using the FastDNA™ SPIN Kit for Soil
from MP Biomedicals Inc. according to the manufac-
turer’s instructions with the addition of incubation with
proteinase-K (0.02 μg μl�1, final concentration) at 55�C
for 1 h. Sample concentration was measured using an
Invitrogen Qubit 2.0 fluorometer (Thermo Fisher Scien-
tific Inc.). Sample purity was assessed using a Thermo
Scientific™ NanoDrop 2000 spectrophotometer
(Thermo Fisher Scientific Inc.). PCR reactions were
performed to test for correct amplification of all primers
for both reference strains and KAC strains. The PCR
reaction was prepared using the Thermo Scientific Phu-
sion High-Fidelity PCR Master Mix according to the
manufacturer’s instructions with a reaction volume of
25 μl. The PCR was performed on a T100™ Thermal
Cycler (BIO RAD, USA) with an initial denaturation at
98�C for 30 s; 30 cycles of denaturation at 98�C for
10 s, annealing at 60�C for 1 minute, and extension at
72�C for 5 s; and a final extension step at 72�C for
2 min. A no-template control using water was included
in all runs to check for contamination.

Quantitative PCR

A serial dilution was performed using brackish KAC
strains and marine reference strains Synechococcus
WH7803 and WH8102 to test for qPCR efficiency of
primer sets KAC_rbcL and Syn strains_rbcL. A range
of 1–20 ng of gDNA total input was used per reaction.
The average efficiencies for each assay were, 91% for
the KAC_rbcL assay and 99% for marine_Syn
strains_rbcL assay. All samples used in the experiment
were diluted to a final concentration of 10 ng μl�1.
qPCR reactions were prepared using PowerUp™

SYBR™ Green Master Mix (Thermo Fisher Scientific
Inc.). Each sample was run in four replicates using a
2 μl DNA template, 5 μl Master Mix, 0.3 μM of each
primer, and UltraPure™ DNase/RNase-Free Distilled
Water (Invitrogen™) to a final reaction volume of 10 μl.
Reactions were run on a LightCycler® 480 Instrument
(Roche) with the following thermocycling settings,
according to the manufacturer’s instructions: 50�C for
2 min, 95�C for 2 min, 40 cycles of 95�C for 15 s fol-
lowed by 60�C for 1 min, and a final step for the melt
curve analysis of 95�C for 15 s, 60�C for 1 min and
95�C for 15 s. No template controls, with nuclease-free
water instead of sample, were added to each primer
master mix set and, on all plates, to check for contami-
nation. Melt curve analysis showed no unspecific ampli-
fication. Genome copy numbers were calculated as
described in Griese et al., 2011. Average values and
standard deviations were calculated from the 4 per-
formed replicates (Supplementary Table S1). For clarity
and comparison to previous studies, we have chosen
to present rounded numbers in Table 1.

Flow cytometry

All samples were run on a CYTOFlex Flow Cytometer
(Beckman Coulter Inc.) equipped with a blue laser
(80 mW) at 488 nm and a red laser (50 mW) at 638 nm.
For each sample, 50 μl was analysed at an average
flow rate of 1 μl s�1. For the cell characterization, four
optical parameters were used at a logarithmic scale:
forward scatter as a proxy for cell diameter, PE
(585/42 nm, blue laser dependent) as a proxy for phy-
coerythrin content, PC5.5 (690/50 nm, blue laser
dependent) as a proxy for chlorophyll a, and APC
(660/10 nm, red laser dependent) as a proxy for phyco-
cyanin content.

RESULTS AND DISCUSSION

This study is the first report of ploidy levels of brackish
picocyanobacteria. Similar to previous studies on ploidy
in picocyanobacteria (e.g., Griese et al., 2011; Perez-
Sepulveda et al., 2018), we used the rbcL gene to
quantify the genome copy numbers using qPCR. New
primers were developed due to the genomic divergence
of brackish strains compared to marine and freshwater
counterparts. All tested brackish strains (KAC 100-116
and KAC 125) had low variation in their genome copy
number, containing one to four genome copies
(Table 1). The majority (16 out of 18) were haploid or
diploid, while strains KAC 115 and KAC112 were oligo-
ploid containing four and three genome copies, respec-
tively (Table 1).

In this study, all experiments were performed at
standard growth conditions (details in Aguilera
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TAB LE 1 Overview of picocyanobacteria with experimentally determined ploidy levels.

Strain
Genome copy
number per cell Environment Reference

Synechococcus PCC 6301 2 to 6 Freshwater Binder & Chisholm, 1990

Synechococcus PCC 7942 3 to 5 Freshwater Griese et al., 2011; Mori et al., 1996

Synechocystis PCC 6803 (substrain “motile”) 58 to 218 Freshwater Griese et al., 2011

Synechocystis PCC 6803 (substrain GT) 43 to142 Freshwater Griese et al., 2011

Synechocystis PCC 6803 (kazusa) 4 to 53 Freshwater Griese et al., 2011; Labarre et al., 1989; Zerulla
et al., 2016

Gleobacter PCC 7421 4 to 5 Freshwater Watanabe, 2020

Synechococcus WH 7803 2 to 5 Marine Binder & Chisholm, 1995; Griese et al., 2011;
Perez-Sepulveda et al., 2018; this study

Synechococcus WH 8103 1 to 2 Marine Binder & Chisholm, 1995; Burbage & Binder, 2007;
Griese et al., 2011, this study

Synechococcus WH 7805 1 Marine Binder & Chisholm, 1995

Synechococcus WH 8101 1 Marine Armbrust et al., 1989

Prochlorococcus CCMP 1375 1 Marine Watanabe, 2020

Prochlorococcus MIT 9312 1 Marine Burbage & Binder, 2007; Zborowsky & Lindell, 2019

Synechococcus WH8109 4 Marine Zborowsky & Lindell, 2019

Synechococcus CC9605 1 Marine Zborowsky & Lindell, 2019

Synechococcus WH8102 2 Marine Zborowsky & Lindell, 2019

Synechococcus CC9311 1 Marine Zborowsky & Lindell, 2019

Synechococcus BL107 4 Marine Zborowsky & Lindell, 2019

Synechococcus CC9902 1 Marine Zborowsky & Lindell, 2019

Synechococcus WH7805 1 Marine Zborowsky & Lindell, 2019

Synechococcus RS9917 1 Marine Zborowsky & Lindell, 2019

Synechococcus RS9916 1 Marine Zborowsky & Lindell, 2019

Synechococcus WH5701 4 Marine Zborowsky & Lindell, 2019

Synechococcus RCC307 1 Marine Zborowsky & Lindell, 2019

Synechococcus MITS9220 5 Marine Zborowsky & Lindell, 2019

Prochlorococcus MED4 1 Marine Zborowsky & Lindell, 2019

Prochlorococcus MIT9515 1 Marine Zborowsky & Lindell, 2019

Prochlorococcus MIT9215 2 Marine Zborowsky & Lindell, 2019

Prochlorococcus MIT0604 2 to 3 Marine Zborowsky & Lindell, 2019

Prochlorococcus MATL2A 1 Marine Zborowsky & Lindell, 2019

Prochlorococcus MIT9313 1 Marine Zborowsky & Lindell, 2019

Prochlorococcus SS120 3 Marine Zborowsky & Lindell, 2019

KAC100 1 Brackish This study

KAC101 1 Brackish This study

KAC102 1 Brackish This study

KAC103 1 Brackish This study

KAC104 1 Brackish This study

KAC105 2 Brackish This study

KAC106 1 Brackish This study

KAC107 1 Brackish This study

KAC108 1 Brackish This study

KAC109 1 to 2 Brackish This study

KAC110 2 to 3 Brackish This study

KAC111 1 Brackish This study

KAC112 3 Brackish This study
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et al., 2023) and the ploidy level was assessed in the
exponential growth phase. To ensure that the results
were consistent with previous studies, two marine
strains, Synechococcus strains WH7803 and WH8102,
with previously reported ploidy levels, were used as
controls (Table 1). As for other studies investigating the
ploidy level by qPCR, the genome copy numbers pre-
sented in this study represent a population average
with a possibility that the copy number of individual
cells within a population is variable. Despite being culti-
vated at the same conditions, the genome copy number
varied among our tested brackish strains, illustrating
different strategies of ploidy level. Studies suggest that
polyploidy can provide an advantage during unfavour-
able conditions (Lui et al. 2018; Pecoraro et al., 2011;
Zerulla et al., 2016). An ecophysiological analysis of
five of the brackish strains included in this study
showed a large variation among the strains for example
in tolerance for high salinity, but more sensitivity
towards specific light intensity and temperature opti-
mum. Other picocyanobacterial strains of the KAC col-
lection showed a high tolerance towards low
temperatures and lower salinity levels (Aguilera
et al., 2023). Intensive work on marine Synechococcus
isolates also indicates the existence of physiologically
specialized ecotypes in closely related lineages
(Mackey et al., 2017; Pittera et al., 2014; Sohm
et al., 2016). When comparing the physiological diver-
sity of brackish Synechococcus strains with their ploidy
level, no correlation was found when analysing toler-
ance to abiotic factors as categorical (Yes/No) vari-
ables with Pearson’s correlation coefficient test (ploidy/
salinity p = 0.11; ploidy/temperature p = 0.24; ploidy/
light tolerance p = 0.24), indicating that their physiolog-
ical boundaries in the environment may not be linked
with genome copy number. For an accurate assess-
ment of the effect of environmental conditions on
genome copy number in picocyanobacteria, further
experiments under variable conditions will be needed.

Ploidy could provide ecological and evolutionary
advantages, and the ploidy level can vary with environ-
mental factors and growth phase (reviewed in
Anatskaya & Vinogradov, 2022). Multiple genome cop-
ies may increase the flexibility in gene expression,
which has been observed in a diploid diatom (Mock
et al., 2017). Oligoploidy could therefore increase

resilience to changing environmental conditions
(Makarova et al., 2013; Soppa, 2013). Haploidy may be
a trait consistent with living in an oligotrophic environ-
ment, where streamlining of genetic processes is
advantageous when it comes to resource competition
(Perez-Sepulveda et al., 2018). The brackish strains
tested in this study were isolated from the central Baltic
Sea, a temperate ecosystem that is highly dynamic
(Aguilera et al., 2023; Lagus et al., 2007) and charac-
terized by nitrogen limitation during summer (Alegria
Zufia et al., 2021). For marine Synechococcus
sp. WH7803, nutrient limitation did not affect genome
copy numbers as extensively as observed in freshwater
Synechocystis PCC6803 and a freshwater archeon
(Haloferax volcanii). For instance, changes in phos-
phate (P) concentrations result in copy number varia-
tions from 4 copies in P-deplete to 35 copies in
P-replete conditions in the freshwater picocyanobac-
teria strain PCC 6803; and 2 (P-deplete) to 20 (normal
growth conditions) in Haloferax volcanii (Zerulla
et al., 2014, 2016). With 3.7 copies in P-deplete and
4.8 copies in normal growth conditions, the marine
strain Synechococcus sp. WH7803 remains more sta-
ble (Perez-Sepulveda et al., 2018). Similar patterns
were observed for the genome copy number changes
during different growth phases. For example, the
marine Synechococcus sp. WH7803 showed more sta-
bility in ploidy level (3 to 6 copies) compared to fresh-
water Synechococcus elongatus PCC 7942 and PCC
6803 (glucose tolerant wild-type strain), where genome
copy numbers ranged from 2 to 10, and 43 to
142, respectively (Griese et al., 2011; Perez-Sepulveda
et al., 2018; Watanabe et al., 2015).

Based on 16S rRNA gene phylogeny, the brackish
picocyanobacterial strains are assigned to subcluster
5.2 together with some freshwater, estuarine, and halo-
tolerant strains, separated from the marine strains
mostly assigned to subcluster 5.1 and 5.3 (Figure 1;
Aguilera et al., 2023; Ahlgren & Rocap, 2012). More
detailed genomic studies also showed that brackish
picocyanobacterial strains contain a mixture of path-
ways typically found in marine and freshwater species
and that they have intermediate genome sizes
(Cabello-Yeves et al., 2022). We therefore hypothe-
sized that brackish strains would have different traits
compared to freshwater (oligoploid and polyploid) and

TAB LE 1 (Continued)

Strain
Genome copy
number per cell Environment Reference

KAC113 1 Brackish This study

KAC114 1 Brackish This study

KAC115 3 to 4 Brackish This study

KAC116 1 Brackish This study

KAC125 1 Brackish This study
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marine strains (mostly haploid or oligoploid) when it
comes to ploidy level. Available information on ploidy
among freshwater strains is limited to Synechococcus
elongatus PCC 7942 and Synechocystis PCC 6803
which do not cluster with the brackish picocyanobac-
teria strains (Figure 1). Based on the current informa-
tion on ploidy in freshwater strains, the ploidy level was
generally lower among the brackish strains and more
similar to the genome copy numbers reported from
marine strains (Supplementary Table S1 and Table 1).
Among the tested brackish strains, variation in ploidy
level was also seen between closely related strains
(e.g., 100% 16S rRNA gene identity of KAC
115 [4 genome copies] and KAC 103 [1 genome copy];
Figure 1). This has previously been shown for other
prokaryotes including, for example, Gammaproteobac-
teria (Pecoraro et al., 2011), suggesting that phyloge-
netic similarity may not select for a certain ploidy level
and that phylogenetic analysis itself cannot reveal
insights into ploidy level.

It is important to consider ploidy level when inter-
preting molecular data on relative abundances from
environmental samples as polyploidy may lead to an
overestimation of certain taxa within the community. In
the Baltic Sea, multiple amplicon-based studies report

significant contributions of picocyanobacteria (up to
80%) in 16S rRNA gene amplicon libraries (Andersson
et al., 2010; Bertos-Fortis et al., 2016; Celepli
et al., 2017; Lindh et al., 2015). Although the brackish
strains generally had low genome copy numbers per
cell, in this study, 22% of the brackish strains were at
least diploid. However, because of the high similarity of
the 16S rRNA gene among co-occurring brackish pico-
cyanobacterial strains (Aguilera et al., 2023) and the
possibility of changing genome copy numbers with dif-
ferent environmental conditions and growth phase
(e.g., Ohbayashi et al., 2019; Riaz et al., 2021; Zerulla
et al., 2016) integrating a calibration of ploidy level into
amplicon sequencing data remains challenging. Further
characterization both on the genomic and physiological
level (e.g., growth during nutrient depletion and phage
susceptibility) will be critical for understanding ploidy
strategies among brackish picocyanobacteria as well
as for the accurate interpretation of the growing amount
of sequencing data.

AUTHOR CONTRIBUTIONS
Julia Weissenbach: Conceptualization; formal analy-
sis; writing – original draft; visualization;
writing – review and editing. Anabella Aguilera:

F I GUR E 1 Phylogenetic tree derived from partial 16S rRNA gene sequences using topology given by maximum likelihood (1000
bootstraps). Support values are indicated by the size of internal nodes. Strains with known genome copy numbers from previous studies are
indicated in bold and strains with genome copy numbers assigned in this study (brackish strains and two marine strains as control) are
additionally marked with a star. Ploidy level is presented by H (haploid), O (oligoploid), or P (polyploid). Designated strains assigned to
subcluster 5.3 are based on multigene phylogenies (Cabello-Yeves et al., 2022; Callieri et al., 2022; Sanchez-Baracaldo et al., 2019).
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Wilczewska, S., Budzałek, G. et al. (2023) Ecophysiological
analysis reveals distinct environmental preferences in closely
related Baltic Sea picocyanobacteria. Environmental Microbiol-
ogy, 25(9), 1674–1695. Available from: https://doi.org/10.1111/
1462-2920.16384

Ahlgren, N.A. & Rocap, G. (2012) Diversity and distribution of marine
Synechococcus: multiple gene phylogenies for consensus clas-
sification and development of qPCR assays for sensitive mea-
surement of clades in the ocean. Frontiers in Microbiology, 3,
213. Available from: https://doi.org/10.3389/fmicb.2012.00213

Alegria Zufia, J., Farnelid, H. & Legrand, C. (2021) Seasonality of
coastal Picophytoplankton growth, nutrient limitation, and bio-
mass contribution. Frontiers in Microbiology, 12, 3674. Available
from: https://doi.org/10.3389/fmicb.2021.786590

Anatskaya, O.V. & Vinogradov, A.E. (2022) Polyploidy as a funda-
mental phenomenon in evolution, development, adaptation and
diseases. International Journal of Molecular Sciences, 23(7),
3542. Available from: https://doi.org/10.3390/ijms23073542

Andersson, A.F., Riemann, L. & Bertilsson, S. (2010) Pyrosequencing
reveals contrasting seasonal dynamics of taxa within Baltic Sea
bacterioplankton communities. The ISME Journal, 4(2), 171–
181. Available from: https://doi.org/10.1038/ismej.2009.108

Armbrust, E.V., Bowen, J.D., Olson, R.J. & Chisholm, S.W. (1989)
Effect of light on the cell cycle of a marine Synechococcus
strain. Applied and Environmental Microbiology, 55(2), 425–432.
https://journals.asm.org/journal/aem

Bertos-Fortis, M., Farnelid, H.M., Lindh, M.V., Casini, M.,
Andersson, A., Pinhassi, J. et al. (2016) Unscrambling cyano-
bacteria community dynamics related to environmental factors.
Frontiers in Microbiology, 7, 625. Available from: https://doi.org/
10.3389/fmicb.2016.00625

Biller, S.J., Berube, P.M., Lindell, D. & Chisholm, S.W. (2015) Pro-
chlorococcus: the structure and function of collective diversity.
Nature Reviews Microbiology, 13(1), 13–27. Available from:
https://doi.org/10.1038/nrmicro3378

Binder, B.J. & Chisholm, S.W. (1990) Relationship between DNA
cycle and growth rate in Synechococcus sp. strain PCC 6301.
Journal of Bacteriology, 172(5), 2313–2319. https://journals.
asm.org/journal/jb

Binder, B.J. & Chisholm, S.W. (1995) Cell cycle regulation in marine
Synechococcus sp. strains. Applied and Environmental Microbi-
ology, 61(2), 708–717. https://journals.asm.org/journal/aem

Bunse, C., Israelsson, S., Baltar, F., Bertos‐Fortis, M., Fridolfsson, E.,
Legrand, C. et al. (2019) High frequency multi‐year variability in
Baltic Sea microbial plankton stocks and activities. Frontiers in
Microbiology, 9, 3296.

Burbage, C.D. & Binder, B.J. (2007) Relationship between cell cycle
and light-limited growth rate in oceanic Prochlorococcus
(MIT9312) and Synechococcus (WH8103) (cyanobacteria).
Journal of Phycology, 43(2), 266–274. Available from: https://
doi.org/10.1111/j.1529-8817.2007.00315.x

Cabello-Yeves, P.J., Callieri, C., Picazo, A., Schallenberg, L.,
Huber, P., Roda-Garcia, J.J. et al. (2022) Elucidating the pico-
cyanobacteria salinity divide through ecogenomics of new fresh-
water isolates. BMC Biology, 20(1), 175. Available from: https://
doi.org/10.1186/s12915-022-01379-z

Callieri, C., Cabello‐Yeves, P.J. & Bertoni, F. (2022) The “dark side”
of picocyanobacteria: life as we do not know it (yet). Microorgan-
isms, 10, 546.

Camacho, A., Miracle, M.R. & Vicente, E. (2003) Which factors deter-
mine the abundance and distribution of picocyanobacteria in
inland waters? A comparison among different types of lakes and
ponds. Archiv Fur Hydrobiologie, 157(3), 321–338. Available
from: https://doi.org/10.1127/0003-9136/2003/0157-0321

Comai, L. (2005) The advantages and disadvantages of being poly-
ploid. Nature Reviews Genetics, 6, 836–846.

Celepli, N., Sundh, J., Ekman, M., Dupont, C.L., Yooseph, S.,
Bergman, B. et al. (2017) Meta-omic analyses of Baltic Sea cya-
nobacteria: diversity, community structure and salt acclimation.
Environmental Microbiology, 19(2), 673–686. Available from:
https://doi.org/10.1111/1462-2920.13592

Domain, F., Houot, L., Chauvat, F. & Cassier-Chauvat, C. (2004)
Function and regulation of the cyanobacterial genes lexA, recA
and ruvB: LexA is critical to the survival of cells facing inorganic
carbon starvation. Molecular Microbiology, 53(1), 65–80. Avail-
able from: https://doi.org/10.1111/j.1365-2958.2004.04100.x

Doron, S., Fedida, A., Hern�andez-Prieto, M., Sabehi, G., Karunker, I.,
Stazic, D. et al. (2016) Transcriptome dynamics of a broad-
host-range cyanophage and its hosts. The ISME Journal, 10,
1437–1455. Available from: https://doi.org/10.1038/ismej.2015.210

Farrant, G.K., Doré, H., Cornejo‐Castillo, F.M., Partensky, F., Ratin,
M., Ostrowski, M. et al. (2016) Delineating ecologically signifi-
cant taxonomic units from global patterns of marine picocyano-
bacteria. Proceedings of the National Academy of Sciences,
113, E3365–E3374.

Flombaum, P., Gallegos, J.L., Gordillo, R.A., Rinc�on, J., Zabala, L.L.,
Jiao, N. et al. (2013) Present and future global distributions of
the marine cyanobacteria Prochlorococcus and Synechococcus.
Proceedings of the National Academy of Sciences of the
United States of America, 110(24), 9824–9829. Available from:
https://doi.org/10.1073/pnas.1307701110

Griese, M., Lange, C. & Soppa, J. (2011) Ploidy in cyanobacteria.
FEMS Microbiology Letters, 323(2), 124–131. Available from:
https://doi.org/10.1111/j.1574-6968.2011.02368.x

Johnson, Z.I., Zinser, E.R., Coe, A., Mcnulty, N.P., Malcolm, E.,
Woodward, S. et al. (2006) Niche partitioning among Prochloro-
coccus ecotypes along ocean-scale environmental gradients.
Science, 311, 1737–1740. Available from: https://doi.org/10.
1126/science.1118052

PLOIDY LEVELS IN DIVERSE PICOCYANOBACTERIA FROM THE BALTIC SEA 7 of 9ENVIRONMENTAL MICROBIOLOGY REPORTS

 17582229, 2024, 5, D
ow

nloaded from
 https://envirom

icro-journals.onlinelibrary.w
iley.com

/doi/10.1111/1758-2229.70005 by Sw
edish U

niversity O
f A

gricultural Sciences, W
iley O

nline L
ibrary on [30/09/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://orcid.org/0000-0003-4020-5708
https://orcid.org/0000-0003-4020-5708
https://orcid.org/0000-0003-4020-5708
https://doi.org/10.1111/1462-2920.16384
https://doi.org/10.1111/1462-2920.16384
https://doi.org/10.3389/fmicb.2012.00213
https://doi.org/10.3389/fmicb.2021.786590
https://doi.org/10.3390/ijms23073542
https://doi.org/10.1038/ismej.2009.108
https://journals.asm.org/journal/aem
https://doi.org/10.3389/fmicb.2016.00625
https://doi.org/10.3389/fmicb.2016.00625
https://doi.org/10.1038/nrmicro3378
https://journals.asm.org/journal/jb
https://journals.asm.org/journal/jb
https://journals.asm.org/journal/aem
https://doi.org/10.1111/j.1529-8817.2007.00315.x
https://doi.org/10.1111/j.1529-8817.2007.00315.x
https://doi.org/10.1186/s12915-022-01379-z
https://doi.org/10.1186/s12915-022-01379-z
https://doi.org/10.1127/0003-9136/2003/0157-0321
https://doi.org/10.1111/1462-2920.13592
https://doi.org/10.1111/j.1365-2958.2004.04100.x
https://doi.org/10.1038/ismej.2015.210
https://doi.org/10.1073/pnas.1307701110
https://doi.org/10.1111/j.1574-6968.2011.02368.x
https://doi.org/10.1126/science.1118052
https://doi.org/10.1126/science.1118052


Labarre, J., Chauvat, F. & Thuriaux, P. (1989) Insertional mutagene-
sis by random cloning of antibiotic resistance genes into the
genome of the cyanobacterium Synechocystis strain PCC 6803.
Journal of Bacteriology, 171(6). https://journals.asm.org/journal/
jb, 3449–3457.

Laber, C.P., Pontiller, B., Bunse, C., Osbeck, C.M.G., Pérez-
Martínez, C., Di Leo, D. et al. (2022) Seasonal and spatial varia-
tions in Synechococcus abundance and diversity throughout the
Gullmar Fjord, Swedish Skagerrak. Frontiers in Microbiology,
13, 828459. Available from: https://doi.org/10.3389/fmicb.2022.
828459

Lagus, A., Suomela, J., Helminen, H. & Sipura, J. (2007) Impacts of
nutrient enrichment and sediment on phytoplankton community
structure in the northern Baltic Sea. Hydrobiologia, 579(1), 351–
368. Available from: https://doi.org/10.1007/s10750-006-0491-7

Li, W.K.W. (1994) Primary production of prochlorophytes, cyanobac-
teria, and eucaryotic ultraphytoplankton: measurements from
flow cytometric sorting. Limnology and Oceanography, 39(1),
169–175. Available from: https://doi.org/10.4319/lo.1994.39.1.
0169

Lindh, M.V., Sjöstedt, J., Andersson, A.F., Baltar, F., Hugerth, L.W.,
Lundin, D. et al. (2015) Disentangling seasonal bacterioplankton
population dynamics by high-frequency sampling. Environmen-
tal Microbiology, 17(7), 2459–2476. Available from: https://doi.
org/10.1111/1462-2920.12720

Liu, H., Campbell, L., Landry, M.R., Nolla, H.A., Brown, S.L. &
Constantinou, J. (1998) Prochlorococcus and Synechococcus
growth rates and contributions to production in the Arabian Sea
during the 1995 southwest and northeast monsoons. Deep
Sea Research Part II: Topical Studies in Oceanography, 45(10–
11), 2327–2352.

Mackey, K.R.M., Post, A.F., McIlvin, M.R. & Saito, M.A. (2017) Physi-
ological and proteomic characterization of light adaptations in
marine Synechococcus. Environmental Microbiology, 19, 2348–
2365. Available from: https://doi.org/10.1111/1462-2920.13744

Makarova, K.S., Wolf, Y.I. & Koonin, E.V. (2013) Comparative geno-
mics of defense systems in archaea and bacteria. Nucleic Acids
Research, 41(8), 4360–4377. Available from: https://doi.org/10.
1093/nar/gkt157

Mock, T., Otillar, R.P., Strauss, J., McMullan, M., Paajanen, P.,
Schmutz, J. et al. (2017) Evolutionary genomics of the cold-
adapted diatom Fragilariopsis cylindrus. Nature, 541(7638),
536–540. Available from: https://doi.org/10.1038/nature20803

Mori, T., Binder, B. & Johnson, C.H. (1996) Circadian gating of cell
division in cyanobacteria growing with average doubling times of
less than 24 hours. Proceedings of the National Academy of Sci-
ences, 93(19), 10183–10188.

Ohbayashi, R., Nakamachi, A., Hatakeyama, T.S., Watanabe, S.,
Kanesaki, Y., Chibazakura, T. et al. (2019) Coordination of poly-
ploid chromosome replication with cell size and growth in a cya-
nobacterium. MBio, 10(2), 1–15. Available from: https://doi.org/
10.1128/MBIO.00510-19

Partensky, F., Hess, W.R. & Vaulot, A.D. (1999) Prochlorococcus, a
marine photosynthetic prokaryote of global significance. Microbi-
ology and Molecular Biology Reviews, 63(1) https://journals.
asm.org/journal/mmbr, 106–127.

Pecoraro, V., Zerulla, K., Lange, C. & Soppa, J. (2011) Quantification
of ploidy in proteobacteria revealed the existence of monoploid,
(mero-)oligoploid and polyploid species. PLoS One, 6(1),
e16392. Available from: https://doi.org/10.1371/journal.pone.
0016392

Perez-Sepulveda, B., Pitt, F., N’Guyen, A.N., Ratin, M.,
Garczarek, L., Millard, A. et al. (2018) Relative stability of ploidy
in a marine Synechococcus across various growth conditions.
Environmental Microbiology Reports, 10(4), 428–432. Available
from: https://doi.org/10.1111/1758-2229.12614

Pittera, J., Humily, F., Thorel, M., Grulois, D., Garczarek, L. & Six, C.
(2014) Connecting thermal physiology and latitudinal niche

partitioning in marine Synechococcus. The ISME Journal, 8,
1221–1236. Available from: https://doi.org/10.1038/ismej.
2013.228

Riaz, S., Xiao, M., Chen, P., Li, M., Cui, Y. & Darocha, M. (2021) The
genome copy number of the thermophilic cyanobacterium Ther-
mosynechococcus elongatus E542 is controlled by growth
phase and nutrient availability. Applied and Environmental
Microbiology, 87(9), 1–13. Available from: https://doi.org/10.
1128/AEM.02993-20

Sánchez‐Baracaldo, P., Bianchini, G., Di Cesare, A., Callieri, C. &
Chrismas, N.A.M. (2019) Insights into the evolution of picocya-
nobacteria and phycoerythrin genes (mpeBA and cpeBA). Fron-
tiers in Microbiology, 10, 45.

S�anchez-Baracaldo, P., Handley, B.A. & Hayest, P.K. (2008) Pico-
cyanobacterial community structure of freshwater lakes and the
Baltic Sea revealed by phylogenetic analyses and clade-specific
quantitative PCR. Microbiology, 154(11), 3347–3357. Available
from: https://doi.org/10.1099/mic.0.2008/019836-0

Sohm, J.A., Ahlgren, N.A., Thomson, Z.J., Williams, C., Moffett, J.W.,
Saito, M.A. et al. (2016) Co-occurring Synechococcus ecotypes
occupy four major oceanic regimes defined by temperature,
macronutrients and iron. ISME Journal, 10(2), 333–345. Avail-
able from: https://doi.org/10.1038/ismej.2015.115

Soppa, J. (2013) Evolutionary advantages of polyploidy in halophilic
archaea. Biochemical Society Transactions, 41(1), 339–343.
Available from: https://doi.org/10.1042/BST20120315

Soppa, J. (2014) Polyploidy in archaea and bacteria: about desicca-
tion resistance, giant cell size, long-term survival, enforcement
by a eukaryotic host and additional aspects. Journal of Molecu-
lar Microbiology and Biotechnology, 24(5–6), 409–419. Available
from: https://doi.org/10.1159/000368855

Suh, M.-H., Pulakat, L. & Gavini, N. (2001) Isolation and characteriza-
tion of nif DK::kanamycin and nitrogen fixation proficient Azoto-
bacter vinelandii strain, and its implication on the status of
multiple chromosomes in Azotobacter. Genetica, 110(2), 101–
107. Available from: https://doi.org/10.1023/a:1017976920135

Sunagawa, S., Coelho, L.P., Chaffron, S., Kultima, J.R., Labadie, K.,
Salazar, G. et al. (2015) Ocean plankton: structure and function
of the global ocean microbiome. Science, 348(6237), 1261359.
Available from: https://doi.org/10.1126/science.1261359

Thorpe, P.H., Gonzales-Barrera, S. & Rothstein, R. (2007) More is
not always better: the genetic constraints of polyploidy. Trends
in Genetics, 23(6), 259–263. Available from: https://doi.org/10.
1016/j.tig.2007.03.008

Tobiason, D.M. & Seifert, H.S. (2006) The obligate human pathogen,
Neisseria gonorrhoeae, is polyploid. PLoS Biology, 4(6), 1069–
1078. Available from: https://doi.org/10.1371/journal.pbio.0040185

Tully, B.J., Graham, E.D. & Heidelberg, J.F. (2018) The reconstruc-
tion of 2,631 draft metagenome-assembled genomes from the
global oceans. Scientific Data, 5, 170203. Available from: https://
doi.org/10.1038/sdata.2017.203

Visintini, N., Martiny, A.C. & Flombaum, P. (2021) Prochlorococcus,
Synechococcus, and picoeukaryotic phytoplankton abundances
in the global ocean. Limnology and Oceanography Letters, 6(4),
207–215. Available from: https://doi.org/10.1002/lol2.10188

Watanabe, S. (2020) Cyanobacterial multi-copy chromosomes and
their replication. Bioscience, Biotechnology and Biochemistry,
84(7), 1309–1321. Available from: https://doi.org/10.1080/
09168451.2020.1736983

Watanabe, S., Ohbayashi, R., Kanesaki, Y., Saito, N.,
Chibazakura, T., Soga, T. et al. (2015) Intensive DNA replication
and metabolism during the lag phase in cyanobacteria. PLoS
One, 10(9), e0136800. Available from: https://doi.org/10.1371/
journal.pone.0136800

Wendel, J.F. (2000) Genome evolution in polyploids. Plant Molecular
Biology, 42(1), 225–249.

Xia, X., Liao, Y., Liu, J., Leung, S.K., Lee, P.Y., Zhang, L. et al.
(2023) Genomic and transcriptomic insights into salinity

8 of 9 WEISSENBACH ET AL.ENVIRONMENTAL MICROBIOLOGY REPORTS

 17582229, 2024, 5, D
ow

nloaded from
 https://envirom

icro-journals.onlinelibrary.w
iley.com

/doi/10.1111/1758-2229.70005 by Sw
edish U

niversity O
f A

gricultural Sciences, W
iley O

nline L
ibrary on [30/09/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://journals.asm.org/journal/jb
https://journals.asm.org/journal/jb
https://doi.org/10.3389/fmicb.2022.828459
https://doi.org/10.3389/fmicb.2022.828459
https://doi.org/10.1007/s10750-006-0491-7
https://doi.org/10.4319/lo.1994.39.1.0169
https://doi.org/10.4319/lo.1994.39.1.0169
https://doi.org/10.1111/1462-2920.12720
https://doi.org/10.1111/1462-2920.12720
https://doi.org/10.1111/1462-2920.13744
https://doi.org/10.1093/nar/gkt157
https://doi.org/10.1093/nar/gkt157
https://doi.org/10.1038/nature20803
https://doi.org/10.1128/MBIO.00510-19
https://doi.org/10.1128/MBIO.00510-19
https://journals.asm.org/journal/mmbr
https://journals.asm.org/journal/mmbr
https://doi.org/10.1371/journal.pone.0016392
https://doi.org/10.1371/journal.pone.0016392
https://doi.org/10.1111/1758-2229.12614
https://doi.org/10.1038/ismej.2013.228
https://doi.org/10.1038/ismej.2013.228
https://doi.org/10.1128/AEM.02993-20
https://doi.org/10.1128/AEM.02993-20
https://doi.org/10.1099/mic.0.2008/019836-0
https://doi.org/10.1038/ismej.2015.115
https://doi.org/10.1042/BST20120315
https://doi.org/10.1159/000368855
https://doi.org/10.1023/a:1017976920135
https://doi.org/10.1126/science.1261359
https://doi.org/10.1016/j.tig.2007.03.008
https://doi.org/10.1016/j.tig.2007.03.008
https://doi.org/10.1371/journal.pbio.0040185
https://doi.org/10.1038/sdata.2017.203
https://doi.org/10.1038/sdata.2017.203
https://doi.org/10.1002/lol2.10188
https://doi.org/10.1080/09168451.2020.1736983
https://doi.org/10.1080/09168451.2020.1736983
https://doi.org/10.1371/journal.pone.0136800
https://doi.org/10.1371/journal.pone.0136800


tolerance-based niche differentiation of Synechococcus
clades in estuarine and coastal waters. mSystems, 8,
e01106-22. Available from: https://doi.org/10.1128/
msystems.01106-22

Zborowsky, S. & Lindell, D. (2019) Resistance in marine cyanobac-
teria differs against specialist and generalist cyanophages. Pro-
ceedings of the National Academy of Sciences of the
United States of America, 116(34), 16899–16908. Available
from: https://doi.org/10.1073/pnas.1906897116

Zerulla, K., Chimileski, S., Nather, D., Gophna, U., Papke, R.T. &
Soppa, J. (2014) DNA as a phosphate storage polymer and the
alternative advantages of polyploidy for growth or survival. PLoS
One, 9(4), e94819. Available from: https://doi.org/10.1371/
journal.pone.0094819

Zerulla, K., Ludt, K. & Soppa, J. (2016) The ploidy level of Synecho-
cystis sp. PCC 6803 is highly variable and is influenced by
growth phase and by chemical and physical external parame-
ters. Microbiology, 162(5), 730–739. Available from: https://doi.
org/10.1099/mic.0.000264

Zufia, J.A., Legrand, C. & Farnelid, H. (2022) Seasonal dynamics in
picocyanobacterial abundance and clade composition at coastal
and offshore stations in the Baltic Sea. Scientific Reports, 12(1),
14330. Available from: https://doi.org/10.1038/s41598-022-
18454-8

Zwirglmaier, K., Jardillier, L., Ostrowski, M., Mazard, S.,
Garczarek, L., Vaulot, D. et al. (2008) Global phylogeography of
marine Synechococcus and Prochlorococcus reveals a distinct
partitioning of lineages among oceanic biomes. Environmental
Microbiology, 10(1), 147–161. Available from: https://doi.org/10.
1111/j.1462-2920.2007.01440.x

SUPPORTING INFORMATION
Additional supporting information can be found online
in the Supporting Information section at the end of this
article.

How to cite this article: Weissenbach, J.,
Aguilera, A., Bas Conn, L., Pinhassi, J., Legrand,
C. & Farnelid, H. (2024) Ploidy levels in diverse
picocyanobacteria from the Baltic Sea.
Environmental Microbiology Reports, 16(5),
e70005. Available from: https://doi.org/10.
1111/1758-2229.70005

PLOIDY LEVELS IN DIVERSE PICOCYANOBACTERIA FROM THE BALTIC SEA 9 of 9ENVIRONMENTAL MICROBIOLOGY REPORTS

 17582229, 2024, 5, D
ow

nloaded from
 https://envirom

icro-journals.onlinelibrary.w
iley.com

/doi/10.1111/1758-2229.70005 by Sw
edish U

niversity O
f A

gricultural Sciences, W
iley O

nline L
ibrary on [30/09/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1128/msystems.01106-22
https://doi.org/10.1128/msystems.01106-22
https://doi.org/10.1073/pnas.1906897116
https://doi.org/10.1371/journal.pone.0094819
https://doi.org/10.1371/journal.pone.0094819
https://doi.org/10.1099/mic.0.000264
https://doi.org/10.1099/mic.0.000264
https://doi.org/10.1038/s41598-022-18454-8
https://doi.org/10.1038/s41598-022-18454-8
https://doi.org/10.1111/j.1462-2920.2007.01440.x
https://doi.org/10.1111/j.1462-2920.2007.01440.x
https://doi.org/10.1111/1758-2229.70005
https://doi.org/10.1111/1758-2229.70005

	Ploidy levels in diverse picocyanobacteria from the Baltic Sea
	INTRODUCTION
	EXPERIMENTAL PROCEDURES
	Sample collection and culture conditions
	Primer design
	DNA extraction and PCR testing
	Quantitative PCR
	Flow cytometry

	RESULTS AND DISCUSSION
	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGEMENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT
	ORCID
	REFERENCES
	SUPPORTING INFORMATION


