APPLIED AND ENVIRONMENTAL MICROBIOLOGY, May 2010, p. 2955-2960

0099-2240/10/$12.00  doi:10.1128/AEM.02868-09

Vol. 76, No. 9

Copyright © 2010, American Society for Microbiology. All Rights Reserved.

Distinct Patterns of Picocyanobacterial Communities in Winter
and Summer in the Chesapeake Bay"f

Haiyuan Cai,"* Kui Wang,” Sijun Huang,"* Nianzhi Jiao,"* and Feng Chen**

State Key Laboratory of Marine Environmental Science, Xiamen University, Xiamen 361005, China,* and Institute of Marine and
Environmental Technology, University of Maryland Center for Environmental Science, Baltimore, Maryland 21202>

Received 27 November 2009/Accepted 25 February 2010

In the Chesapeake Bay, picocyanobacteria were usually 100-fold less abundant in winter than in summer.
However, little is known about how picocyanobacterial populations shift between winter and summer in the bay.
This is due mainly to undetectable winter picocyanobacterial populations in bacterial 16S rRNA clone librar-
ies. In this study, the winter and summer picocyanobacterial populations in the bay were detected using
picocyanobacterium-specific primers and were compared based on the analysis of rRNA internal transcribed
spacer sequences. Temperature was found to be the dominant environmental factor controlling picocyanobac-
terial populations in the Chesapeake Bay. In the summer, marine cluster B Synechococcus dominated the upper
bay, while a unique cluster, CB1 (marine cluster A [MC-A] Synechococcus), made up the vast majority in the
middle and lower bay. In the winter, the picocyanobacteria shifted to completely different populations. Sub-
clades CB6 and CB7, which belong to MC-A Synechococcus and Cyanobium, respectively, made up the entire
winter picocyanobacterial populations in the bay. Interestingly, the winter members in subclade CB6 clustered
closely with Synechococcus CC9311, a coastal strain known to have a greater capacity to sense and respond to

changing environments than oceanic strains.

Unicellular cyanobacteria, or picocyanobacteria, are abun-
dant and dynamic in the aquatic environment. They contribute
to a significant portion of the total primary production in
marine and freshwater environments (25, 28). Diverse picocya-
nobacteria that have adapted to unique environments are
found in various aquatic environments (i.e., lakes, brackish
water, coastal and open oceans) (1-5, 8, 13, 14, 18-20). Pico-
cyanobacteria are usually more abundant in the warm season
than in the cold season, especially in the temperate zone.
Nearly 3 orders of magnitude of decline in picocyanobacterial
cell density from summer to winter is noted in both temperate
marine and freshwater ecosystems (17, 29). Temperature
ranges may be a key environmental parameter dictating the
distribution of picocyanobacteria, especially in temperate
aquatic ecosystems. For example, temperature ranges for
clades I and IV are very similar and are clearly below those of
other Synechococcus clades (31). However, little is known
about the genetic diversity of picocyanobacteria during the
cold winter season, especially in temperate ecosystems.

The Chesapeake Bay is a large temperate aquatic ecosystem.
The surface water can reach temperatures as high as 28 to 30°C
in the summer and can drop to nearly freezing temperatures in
the winter (11). The abundance of picocyanobacteria in the bay
varies dramatically from summer to winter. The density of

* Corresponding author. Mailing address for Nianzhi Jiao: State Key
Laboratory of Marine Environmental Science, Xiamen University, Xia-
men 361005, China. Phone: 86 592 218 5752. Fax: 86 592 2185375. E-mail:
jlao@xmu.edu.cn. Mailing address for Feng Chen: Institute of Marine
and Environmental Technology, University of Maryland Center for
Environmental Science, Baltimore, MD 21202. Phone: (410) 234-8866.
Fax: (410) 234-8896. E-mail: chenf@umbi.umd.edu.

+ Supplemental material for this article may be found at http://aem
.asm.org/.

¥ Published ahead of print on 12 March 2010.

2955

picocyanobacteria (dominated by marine Synechococcus) in
the bay reaches more than 10° cells ml™" in the summer but
drops to a few hundred cells per milliliter in the winter (4, 12).
Although many picocyanobacteria have been isolated from the
Chesapeake Bay, none of them were isolated during the winter
(3). Due to the low abundance of picocyanobacteria (less than
0.1% of the total prokaryotic community) in the winter, no
picocyanobacterial sequences are recovered in the winter clone
libraries of the Chesapeake Bay bacterioplankton communities
(4, 12). Our current understanding of the composition of the
picocyanobacterial population in the bay is based mainly on a
limited analysis of warm-weather bacterial clone libraries. We
still do not understand how picocyanobacteria in the bay sur-
vive the winter. It would be interesting to know whether a
subset of the summer picocyanobacterial community can main-
tain low cell numbers through the winter or whether different
Synechococcus populations are present in the winter.

In this study, the genetic diversity of winter and summer
picocyanobacterial communities in the Chesapeake Bay was
investigated using a newly designed PCR primer set that tar-
gets picocyanobacterium-specific sequences of rRNA operons.
Interestingly, none of the picocyanobacterial sequences recov-
ered in the winter were detected in the summer, suggesting
that there is a dramatic shift in major picocyanobacterial
populations from the warm to the cold season in the Ches-
apeake Bay.

MATERIALS AND METHODS

Water sample collection. Surface water samples (at a depth of 2 m) were
collected aboard the research vessel Cape Henlopen at three stations along the
longitudinal axis of the Chesapeake Bay on 7 to 11 February and 11 to 17 July
2005. Stations 858, 804, and 707 were chosen to represent the northern, middle,
and southern areas of the bay, which covered a wide salinity gradient (Fig. 1; see
also Table 1). At each station, a 500-ml subsample was taken from a 10-liter
Niskin bottle and was filtered immediately through a 0.2-wm-pore-size polycar-
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FIG. 1. Map of the Chesapeake Bay showing sampling stations
(modified from reference 23 with permission of the publisher).

bonate filter (diameter, 47 mm; Millipore, Billerica, MA). The filters were stored
at —20°C prior to DNA extraction. Water temperature and salinity were re-
corded with a Seabird 911 CTD (conductivity, temperature, and depth) instru-
ment. W. Coats of the Smithsonian Environmental Research Center kindly
provided chlorophyll @ (Chl a) data. Viral, bacterial, and cyanobacterial abun-
dances were measured based on protocols described elsewhere (11). Briefly,
water samples fixed in 1% glutaraldehyde were filtered, and microbes were
counted using a Zeiss Axioplan (Zeiss, Germany) epifluorescence microscope.
Nutrients were analyzed in the Chemical Laboratory at the Horn Point Labora-
tory, University of Maryland Center for Environmental Science (UMCES).
DNA extraction and PCR amplification. Bacterial genomic DNA was extracted
using a phenol-chloroform protocol as previously described (11). PCR primers
specific for picocyanobacteria were designed based on the conserved regions of the
16S rRNA-internal transcribed spacer (ITS)-23S rRNA operon. PCR primers
Picocyal6S-F (TGGATCACCTCCTAACAGGG) and Picocya23S-R (CCTTC
ATCGCCTCTGTGTGCC) were designed based on 51 available sequences of
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picocyanobacterial strains. The primers perfectly match other picocyanobacterial
16S and 23S rRNA gene sequences, as judged using the Probe Match function in
the Ribosomal Database Project (http://rdp.cme.msu.edu/) and BLASTN, ver-
sion 2.2.18 (30). This primer set was designed based on existing knowledge of
picocyanobacterial diversity in the Chesapeake Bay (4). The Chesapeake estuary
contains diverse groups of picocyanobacteria, including different subgroups of
Cyanobium and clusters 5.1 and 5.2 of marine Synechococcus. PCR products
were obtained using a touchdown PCR program (with gradually decreasing
annealing temperatures). Thermal cycler denaturation was set for 30 s at 94°C,
annealing for 50 s, and primer extension for 1 min at 72°C. The cycling program
was followed by a 7-min primer extension step and a 4°C soak step. The anneal-
ing stage was set for 0.5°C/cycle, beginning at 58°C with increments to 54°C (8
total cycles), followed by 20 additional cycles at 55°C.

Cloning, sequencing, and phylogenetic analysis. PCR products recovered
from the six samples described above were cloned using the TOPO TA cloning
kit (Invitrogen, Carlsbad, CA) according to the manufacturer’s instructions. A
total of 145 clones from the six libraries were picked for sequence analysis.
Clones were sequenced using BigDye Terminator chemistry and an ABI 3100
genetic analyzer (Applied Biosystems) at the Center of Marine Biotechnology,
University of Maryland Biotechnology Institute (UMBI). All sequences obtained
were carefully checked for chimeric artifacts using the BLAST (BLASTN) pro-
gram (http://www.ncbi.nlm.nih.gov/BLAST), and chimeric sequences were ex-
cluded from the phylogenetic analysis. The rarefaction curves produced by
DOTUR (21) were monitored to ensure that sufficient numbers of clones were
sequenced for each clone library. Phylogenetic analyses were performed with
ARB (www.arb-home.de) and the PHYLIP software package, version 3.68 (http:
/[evolution.genetics.washington.edu/phylip/) (7). Phylogenetic trees were con-
structed using a variety of methods, including neighbor joining (ARB), parsi-
mony (PHYLIP), and maximum-likelihood DNAML (PHYLIP). Statistical
evaluation of tree topologies was performed using bootstrap analysis with 1,000
replicates for neighbor joining and parsimony and 100 replicates for maximum-
likelihood trees. After comparison of trees generated by different methods, a
consensus tree was constructed by introducing multifurcations where the topol-
ogy was not resolved.

Statistical analyses. S-LIBSHUFF, a tool in mothur version 1.7.2 (http://www
.mothur.org) (22), implementing the Cramer-von Mises test statistic, was used to
compare clone libraries and to determine the degree of similarity between them.
Multivariate statistics was used to investigate the relation between bacterial
community composition and explanatory variables. The software package
CANOCO 4.5 for Windows (26) was used for all analyses. Sequences with
similarities greater than 99% were considered to belong to the same phylotype
and were defined as operational taxonomic units (OTUs) (21, 24). The data
matrices containing the absence or presence of different OTUs at a 99% simi-
larity cutoff or explanatory variables were log(x + 1) transformed before analysis.
Initial detrended correspondence analysis suggested a linear character of the
data response to the sample origin; therefore, canonical correspondence analysis
(CCA) was used. The environmental factors best describing the most influential
gradients were identified by manual forward selection. We used a Monte Carlo
permutation test based on 499 random permutations to test the significance of
the relationship between explanatory variables and community composition (P,
<0.05).

Nucleotide seq e accessi bers. The ITS sequences obtained in this
study have been deposited in GenBank under accession no. FJ547142 to
FJ547238.

RESULTS AND DISCUSSION

The hydrological and biological features of winter and sum-
mer samples were quite different (Table 1). The average sur-
face water temperature (from the three stations) was below
3°C in February and higher than 26°C in July. Salinity in-
creased gradually from the upper to the lower bay in both
seasons (Table 1). In the middle bay (station [Stn] 804), the
salinity was lower in February (9.6 ppt) than in July (13.0 ppt),
suggesting a stronger freshwater influence in the winter. The
monthly river discharge into the bay supports the impact of
freshwater (see Fig. S3 in the supplemental material). Overall,
the river discharge in the winter was much greater than that in
the summer. The total counts of picocyanobacteria in the sum-
mer were 100-fold higher than those in the winter (Table 1).

0T0Z ‘8T AN U0 ANV TAYVIN 4O AINN e Bio’wse wae woij papeojumod


http://aem.asm.org

VoL. 76, 2010 SEASONAL PICOCYANOBACTERIAL POPULATION SHIFT 2957
TABLE 1. Physical, chemical, and biological measurements of water samples collected in the upper, middle,
and lower Chesapeake Bay“ in 2005
Measurement February 2005 July 2005
Stn 858 Stn 804 Stn 707 Stn 858 Stn 804 Stn 707
Water temp (°C) 3.1 2.7 2.9 26.8 273 23.9
Salinity (ppt) 7.2 9.6 18.0 8.1 13.0 19.1
Ammonium (uM) 3.5 1.1 1.9 7.6 1.7 1.85
Nitrate + nitrite (M) 43.6 352 9.1 23 0.3 0.2
Phosphate (uM) 0.42 0.22 0.19 0.50 0.47 0.39
Picocyanobacterial counts (10* cells ml~") 0.89 9.6 2.7 96.3 798 484
Chlorophyll a concn (pg liter™1)
Total 11.08 4.98 5.53 12.39 4.95 8.19
<3-pm-pore-size filter 0.70 0.39 0.12 2.28 3.95 4.04
Virus-like particles (10° ml~') 1.98 7.19 8.71 8.49 10.3 10.2
Bacterial counts (10° cells ml™?) 0.74 1.23 1.23 4.53 9.72 9.55

“ Stn 858 is in the upper part of the Bay; Stn 804 is in the middle; and Stn 707 is in the lower part of the Bay.

Picophytoplankton (<3 pum) made up 50 to 80% of the total
phytoplankton biomass in the middle and lower bay in July
2005, yet they contributed only a few percentiles to the total
phytoplankton biomass in February 2005. During the winter,
the total bacterial community contained less than 1% picocya-
nobacteria at all three stations.

Three new subclades of picocyanobacteria in the bay. The
Chesapeake Bay contains unique and diverse picocyanobacte-
ria. Five Synechococcus subclades (CB1, CB2, CB3, CB4, and
CBS) consisted only of ITS sequences from the Chesapeake
Bay (except for WH8007 in subclade CB5) (Fig. 2A). Subclade
CBl, a unique summer picocyanobacterial population, con-
tained 41 clones recovered from the lower and middle bay in
July 2005 (Fig. 2A). Members of subclade CB1 (marine cluster
A [MC-A] Synechococcus) dominated the middle and lower
bay in the summer and may represent a special group of Syn-
echococcus adapted to the medium-high salinity (20 to 28 ppt)
in midsummer. All 59 winter clones across the bay clustered
into two subclades, CB6 (winter I) and CB7 (winter 1I) (Fig.
2A). The clones within each winter subclade were closely re-
lated (Fig. 2B and C). Twenty clones in CB6 (winter I) were
closely related to Synechococcus isolates CC9311, WHS8020,
and WH9908 (Fig. 2B), while 39 clones in CB7 (winter II) were
closely related to many ITS sequences belonging to Cyanobium
that were retrieved from brackish water in the Baltic Sea
(Fig. 2C).

The winter Chesapeake Bay population was composed of
different groups of picocyanobacteria than the summer Ches-
apeake Bay population. The close relationship between sub-
clade CB6 and coastal strains such as CC9311 and WHS8020
suggested that CB6 may represent the winter picocyanobacte-
ria derived from the coastal water. On the other hand, the
kinship between CB7 and brackish-water clones (from the Bal-
tic Sea) (10) indicates that the members of CB7 may represent
the winter picocyanobacteria living in the low-salinity end of
the Chesapeake Bay (the upper bay). CB7 (winter II, freshwa-
ter-type) clones were more abundant than CB6 (winter I, sea-
water-type) clones during the winter (Table 2), and such a
distribution pattern could be related to stronger freshwater

discharge during the winter (see Fig. S3 in the supplemental
material). The greater influence of freshwater also resulted in
relatively lower salinity at Stn 804 (middle bay) in the winter
than in the summer (Table 1).

Population shift between winter and summer. The relation-
ship between CB subclades and environmental variables was
investigated using CCA, which resulted in three clusters sepa-
rated by temperature, salinity, concentrations of ammonium,
nitrate, and nitrite, and the ratio of N to P (Fig. 3). The first
cluster represented the bay in the winter, with low tempera-
tures and high nitrate and nitrite concentrations; the second
cluster represented the middle and lower bay in the summer,
with high temperatures and salinities; the third cluster repre-
sented the upper bay in the summer, with high temperatures
and ammonium concentrations. The CCA suggests that the
patterns observed were separated mainly by temperature (Fig.
3), based on manual forward selection of the best minimum set
of explanatory variables.

The different winter and summer picocyanobacterial popu-
lations were also evident by statistical analysis of LIBSHUFF
data (see Fig. S2 in the supplemental material), with a P value
of <0.001. A total of 135 ITS clones were sequenced from the
six clone libraries and were used for the phylogenetic analysis
(Table 2). The rarefaction curves at a 98% similarity cutoff for
the winter samples were saturated quickly due to their low
sequence diversity (see Fig. S1 in the supplemental material).
The genetic diversity of summer samples appeared to be higher
than that of winter samples. Therefore, relatively more clones
were sequenced from the summer samples than from the win-
ter samples. Even with more clones being sequenced, the
rarefaction curves for the summer samples still were not satu-
rated, suggesting that the genetic diversity of summer Synecho-
coccus is greater than we showed here. Despite the fact that
only the major picocyanobacterial populations were detected
in this study, none of the winter populations (CB6 and CB7),
or very few, were detected in the summer. Since only two
sample times were analyzed, it is possible that winter-related
strains may persist during other months of the year. None of
the winter clones were affiliated with marine cluster B (MC-B)
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FIG. 2. (A) Phylogenetic relationships of ITS sequences. (B and C) Higher-resolution views of subclades CB6 (B) and CB7 (C). The TH group
designations follow those of Haverkamp et al. (10) for sequences from the Baltic Sea. A consensus tree was constructed with bootstrap values of
>90% (@) or 50 to 90% (O). Bootstrap values of <50% were omitted. The tree was rooted with Synechococcus elongatus PCC6301. Bar, 2%
nucleotide sequence divergence. Clone designations consist of the number of the station from which the sample was obtained, the sampling time
in parentheses (“705” stands for July 2005, and “205” stands for February 2005), and the number in the clone library. Clones from samples collected
in July 2005 are shown in red, and clones from samples collected in February 2005 are shown in blue.
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TABLE 2. Phylogenetic clades obtained from clone libraries and percentages of sequences in each clade
No. of clones (% of sequences)
Phyl i
yc‘l’fde:e 1 February 2005 July 2005
Stn 858 Stn 804 Stn 707 Stn 858 Stn 804 Stn 707

Synechococcus

CB1 19 (67.9) 22 (75.9)

CB3 2(6.9)

CB4 5(26.3) 4(14.3) 3(10.3)

CB5 14 (73.7) 5(17.8) 2(6.9)
CB6 (winter I) 6 (46.1) 6(27.3) 8 (44.4)
CB7 (winter II) 13 (53.9) 16 (72.7) 10 (55.6)

Synechococcus, suggesting that MC-B members may not toler-
ate cold conditions. This is consistent with the fact that all the
MC-B strains were isolated during the warm seasons (3). Ef-
forts should be made, therefore, to isolate picocyanobacteria
from water samples collected during the winter period.

The spatial distribution of summer picocyanobacterial
populations was less uniform than that of the winter popu-
lations (Fig. 3). According to the CCA, station 858 was quite
different in the summer from stations 804 and 707. CBS
dominated the upper bay, which was characterized by a
higher ammonium concentration and lower salinity. Se-
quences within this subclade grouped within MC-B, i.e.,
typically brackish-water Synechococcus sequences. In con-
trast, sequences in CB1 originated from waters with higher

I~
NN |858(705)
o
NH4
Pi
N:P
e\ NP e
Tejmperature NO3+NO2 707(\205)
804(705)
o
Salinity
0 |707(705)
- |o
-1.0 1.5

FIG. 3. CCA of Synechococcus communities and environmental
factors in the Chesapeake Bay. The plot illustrates the relationship
between picocyanobacterial populations and five environmental fac-
tors. Among these environmental parameters, only temperature was
significantly correlated with picocyanobacterial composition (P, 0.012).
The eigenvalues of the x and y axes were 1.000 and 0.961, respectively.
The two axes accounted for 49.8% of the observed variation in bacte-
rial composition. P;, NH,, NO;+NO,, and N:P represent the concen-
trations of phosphate, ammonium, and nitrate plus nitrite and the ratio
of N to P, respectively.

salinity and grouped within MC-A, the obligately marine
Synechococcus group (Table 2).

Cold adaptation of picocyanobacteria in the Chesapeake
Bay. Despite the low abundance of picocyanobacteria in the
Chesapeake Bay in the winter, the picocyanobacterium-spe-
cific PCR primers allowed us to detect the “rare popula-
tions” and reveal the presence of different groups of
picocyanobacteria in winter. The Chesapeake Bay winter
populations in subclade CB6 were closely related to sev-
eral marine Synechococcus strains (i.e., CC9311, WHS8015,
WH8016, WHS8020, and WH9908), all of which belong to
subclade I within marine cluster A. Synechococcus WH9908
was isolated in 1999 from Woods Hole, MA, where the
water temperature was below 10°C (18), and Synechococcus
CC9311 was isolated in 1993 from the California Current at
a depth of 95 m (6, 16). The genome sequence of coastal
strain CC9311 shows a greater tolerance to environmental
changes than that of its oceanic counterpart (15, 16). A
significant group of picocyanobacteria (members of sub-
clade CB6) living in the Chesapeake Bay in the winter are
closely related to CC9311, suggesting that they may have a
cold adaptation gene system similar to that of CC9311,
which allows them to persist throughout the winter. Further
investigations on the cold responses of marine Synechococ-
cus CC9311 could shed light on how picocyanobacteria sur-
vive in the cold winter. A recent study shows that many
Synechococcus clones recovered from water samples col-
lected in high latitudes cluster in subclade I, suggesting a
possible adaptation of marine Synechococcus to low seawa-
ter temperatures (31). Members of subclade CB7 over-
lapped with many environmental clones recovered from
brackish water in the Baltic Sea. Currently there are no
cultured cyanobacteria from this subclade, but they are
likely to represent a group of freshwater-derived cyanobac-
teria that are able to survive in a cold environment. Garneau
et al. (9) detected Synechococcus in Arctic waters, but its
occurrence seems to be the result of freshwater input (27).
Our study suggests that specific groups of picocyanobacteria
originating from both marine and freshwater sources can
coexist and survive the cold winter season in a temperate
estuary.

Conclusion. Although the cell density of picocyanobacteria
was low in the winter, the Chesapeake Bay contained two main
subclades (CB6 and CB7) of picocyanobacteria in the winter
that were not detected in the summer. Subclade CB6 appeared
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to be marine in origin, while subclade CB7 could have been
derived from freshwater. Our study showed that temperature
was a dominant environmental factor controlling picocya-
nobacterial populations in the Chesapeake Bay and that spe-
cific groups of picocyanobacteria originating from both marine
and freshwater sources can coexist and survive the cold winter
season in this temperate estuary.

ACKNOWLEDGMENTS

We acknowledge funding support from the National Science Foun-

dation’s Microbial Observatories Program (MCB-0132070, MCB-
0238515, and MCB-0537041, to F.C.), funds from the Xiamen Univer-
sity 111 program to F.C., and grants 2007CB815904 (Ministry of Sci-
ence and Technology) and 200805068 (State Ocean Administration)

to

10.

11.

12.

N.J.
We thank John Hodgkiss for assistance with English.

REFERENCES

. Ahlgren, N. A,, and G. Rocap. 2006. Culture isolation and culture-indepen-

dent clone libraries reveal new marine Synechococcus ecotypes with distinc-
tive light and N physiologies. Appl. Environ. Microbiol. 72:7193-7204.

. Becker, S., A. K. Singh, C. Postius, P. Boger, and A. Ernst. 2004. Genetic

diversity and distribution of periphytic Synechococcus spp. in biofilms and
picoplankton of Lake Constance. FEMS Microbiol. Ecol. 49:181-190.

. Chen, F., K. Wang, J. Kan, D. S. Bachoon, J. R. Lu, S. Lau, and L. Campbell.

2004. Phylogenetic diversity of Synechococcus in the Chesapeake Bay re-
vealed by ribulose-1,5-bisphosphate carboxylase-oxygenase (RuBisCO) large
subunit gene (rbcL) sequences. Aquat. Microb. Ecol. 36:153-164.

. Chen, F., K. Wang, J. Kan, M. T. Suzuki, and K. E. Wommack. 2006. Diverse

and unique picocyanobacteria in Chesapeake Bay, revealed by 16S-23S
rRNA internal transcribed spacer sequences. Appl. Environ. Microbiol. 72:
2239-2243.

. Crosbie, N. D., M. Pockl, and T. Weisse. 2003. Dispersal and phylogenetic

diversity of nonmarine picocyanobacteria, inferred from 16S rRNA gene and
cpcBA intergenic spacer sequence analyses. Appl. Environ. Microbiol. 69:
5716-5721.

. Dufresne, A., M. Ostrowski, D. Scanlan, L. Garczarek, S. Mazard, B.

Palenik, et al. 2008. Unraveling the genomic mosaic of a ubiquitous genus of
marine cyanobacteria. Genome Biol. 9:R90.

. Felsenstein, J. 1993. Phylogeny Inference Package (PHYLIP), version 3.5.

University of Washington, Seattle, Washington.

. Fuller, N. J., M. D. Marie, F. Partensky, D. Vaulot, A. F. Post, et al. 2003.

Clade-specific 16S ribosomal DNA oligonucleotides reveal the predomi-
nance of a single marine Synechococcus clade throughout a stratified water
column in the Red Sea. Appl. Environ. Microbiol. 69:2430-2443.

. Garneau, M. E., W. F. Vincent, L. Alonso-Saez, Y. Gratton, and C. Lovejoy.

2006. Prokaryotic community structure and heterotrophic production in a
river-influenced coastal arctic ecosystem. Aquat. Microb. Ecol. 42:27-40.
Haverkamp, T., S. G. Acinas, M. Doeleman, M. Stomp, J. Huisman, and L. J.
Stal. 2008. Diversity and phylogeny of Baltic Sea picocyanobacteria inferred
from their ITS and phycobiliprotein operons. Environ. Microbiol. 10:174—
188.

Kan, J., B. C. Crump, K. Wang, and F. Chen. 2006. Bacterioplankton com-
munity in Chesapeake Bay: predictable or random assemblages. Limnol.
Oceanogr. 51:2157-2169.

Kan, J., M. Suzuki, K. Wang, S. E. Evans, and F. Chen. 2007. High temporal
but low spatial heterogeneity of bacterioplankton in the Chesapeake Bay.
Appl. Environ. Microbiol. 73:6776-6789.

13.

14.

15.

16.

17.

18.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31

APPL. ENVIRON. MICROBIOL.

Moore, L. R., G. Rocap, and S. W. Chisholm. 1998. Physiology and molecular
phylogeny of coexisting Prochlorococcus ecotypes. Nature 393:464-467.
Palenik, B. 2001. Chromatic adaptation in marine Synechococcus strains.
Appl. Environ. Microbiol. 67:991-994.

Palenik, B., B. Brahamsha, F. W. Larimer, M. Land, L. Hauser, P. Chain, et
al. 2003. The genome of a motile marine Synechococcus. Nature 424:1037—
1042.

Palenik, B., Q. Ren, C. L. Dupont, G. S. Myers, J. F. Heidelberg, J. H.
Badger, et al. 2006. Genome sequence of Synechococcus CC9311: insights
into adaptation to a coastal environment. Proc. Natl. Acad. Sci. U. S. A.
103:13555-13559.

Postius, C., and A. Ernst. 1999. Mechanisms of dominance: coexistence of
picocyanobacterial genotypes in a freshwater ecosystem. Arch. Microbiol.
172:69-75.

Rocap, G., D. L. Distel, J. B. Waterbury, and S. W. Chisholm. 2002. Reso-
lution of Prochlorococcus and Synechococcus ecotypes by using 16S-23S
ribosomal DNA internal transcribed spacer sequences. Appl. Environ. Mi-
crobiol. 68:1180-1191.

. Sanchez-Baracaldo, P., A. B. Handley, and P. K. Hayes. 2008. Picocyanobac-

terial community structure of freshwater lakes and the Baltic Sea revealed by
phylogenetic analyses and clade-specific quantitative PCR. Microbiology
154:3347-3357.

Scanlan, D. J., and N. J. West. 2002. Molecular ecology of the marine
cyanobacterial genera Prochlorococcus and Synechococcus. FEMS Microbiol.
Ecol. 40:1-12.

Schloss, P. D., and J. Handelsman. 2005. Introducing DOTUR, a computer
program for defining operational taxonomic units and estimating species
richness. Appl. Environ. Microbiol. 71:1501-1506.

Schloss, P. D., S. L. Westcott, T. Ryabin, J. R. Hall, M. Hartmann, E. B.
Hollister, R. A. Lesniewski, B. B. Oakley, D. H. Parks, C. J. Robinson, J. W.
Sahl, B. Stres, G. G. Thallinger, D. J. Van Horn, and C. F. Weber. 2009.
Introducing mothur: open-source, platform-independent, community-sup-
ported software for describing and comparing microbial communities. Appl.
Environ. Microbiol. 75:7537-7541.

Smith, D. E., M. Leffler, and G. Mackiernan. 1992. Oxygen dynamics in the
Chesapeake Bay: a synthesis of recent research. Maryland and Virginia Sea
Grant College Programs, College Park, MD.

Stackebrandt, E., and B. Goebel. 1994. Taxonomic note: a place for DNA-
DNA reassociation and 16S rRNA sequence analysis in the present species
definition in bacteriology. Int. J. Syst. Bacteriol. 44:846-849.

Stockner, J., C. Callieri, and G. Cronberg. 2000. Picoplankton and other
non-bloom forming cyanobacteria in lakes, p. 195-238. In B. A. Whitton and
M. Potts (ed.), The ecology of cyanobacteria: their diversity in time and
space. Kluwer Academic Publishers, Dordrecht, Netherlands.

ter Braak, C. J. F., and P. F. M. Verdonschot. 1995. Canonical correspon-
dence analysis and related multivariate methods in aquatic ecology. Aquat.
Sci. 57:255-289.

Waleron, M., K. Waleron, W. F. Vincent, and A. Wilmotte. 2007. Allochtho-
nous inputs of riverine picocyanobacteria to coastal waters in the Arctic
Ocean. FEMS Microbiol. Ecol. 59:356-365.

Waterbury, J. B., S. W. Watson, F. W. Valois, and D. G. Franks. 1986.
Biological and ecological characterization of the marine unicellular cya-
nobacterium Synechococcus. Can. Bull. Fish. Aquat. Sci. 214:71-120.
Waterbury, J. B., and F. W. Valois. 1993. Resistance to co-occurring phages
enables marine Synechococcus communities to coexist with cyanophages
abundant in seawater. Appl. Environ. Microbiol. 59:3393-3399.

Zhang, Z., S. Schwartz, L. Wagner, and W. Miller. 2000. A greedy algorithm
for aligning DNA sequences. J. Comput. Biol. 7:203-214.

Zwirglmaier, K., L. Jardillier, M. Ostrowski, S. Mazard, L. Garczarek, D.
Vaulot, F. Not, R. Massana, O. Ulloa, and D. J. Scanlan. 2008. Global
phylogeography of marine Synechococcus and Prochlorococcus reveals a dis-
tinct partitioning of lineages among oceanic biomes. Environ. Microbiol.
10:147-161.

0T0Z ‘8T AN U0 ANV TAYVIN 4O AINN e Bio’wse wae woij papeojumod


http://aem.asm.org

