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Annual periodicity in planktonic 
bacterial and archaeal community 
composition of eutrophic Lake 
Taihu
Junfeng Li1,*, Junyi Zhang2,3,*, Liyang Liu1, Yucai Fan2, Lianshuo Li1, Yunfeng Yang4, 
Zuhong Lu2,5 & Xuegong Zhang1

Bacterioplankton plays a key role in nutrient cycling and is closely related to water eutrophication 
and algal bloom. We used high-throughput 16S rRNA gene sequencing to profile archaeal and 
bacterial community compositions in the surface water of Lake Taihu. It is one of the largest lakes 
in China and has suffered from recurring cyanobacterial bloom. A total of 81 water samples were 
collected from 9 different sites in 9 different months of 2012. We found that temporal variation 
of the microbial community was significantly greater than spatial variation (adonis, n = 9999, 
P < 1e−4). The composition of bacterial community in December was similar to that in January, 
and so was the archaeal community, suggesting potential annual periodicity. Unsupervised K-means 
clustering was used to identify the synchrony of abundance variations between different taxa. We 
found that the cluster consisting mostly of ACK-M1, C111 (members of acIV), Pelagibacteraceae 
(alfV-A) and Synechococcaceae showed relatively higher abundance in autumn. On the contrary, the 
cluster of Comamonadaceae and Methylophilaceae (members of lineage betI and betIV) had higher 
abundance in spring. The co-occurrence relationships between taxa were greatly altered during the 
cyanobacterial bloom according to our further network module analysis.

In recent years, eutrophication and consequential algal blooms in aquatic systems have become a major 
environmental issue that alters ecosystems and threatens human lives1,2. Recurring algal blooms can 
be found in freshwater systems all over the world, such as Lake Victoria in Africa3, Lake Erie in North 
America4, and Lake Taihu in China5. A number of studies have been carried out to unveil the mecha-
nism of bloom formation, understand the consequences on ecosystems and find possible solutions. It 
is widely agreed that over-enrichment of nutrients from anthropogenic sources especially nitrogen and 
phosphorus promote the development of algal blooms6–10. Besides, other environment factors such as 
temperature, pH, and day length may also influence the bloom formation9,11,12. Toxic materials such as 
microcystin may be generated during or after bloom and consequently alter the community structure 
of the aquatic ecosystem13,14. Bacterioplankton is a focus of study because it is closely linked to phyto-
plankton bloom15–17 and plays a key role in nutrient cycling18,19. However, time dynamics of the bacteri-
oplankton community in shallow eutrophic lakes remains unclear.
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Lake Taihu, with an area of 2,338 square kilometers and an average depth of 1.9 meters20, is the 
third largest freshwater lake in China. It is a typical shallow eutrophic lake and has been suffering from 
severe cyanobacterial bloom in recent years. Previous studies on Lake Taihu mainly focused on analy-
ses of environmental factors. It has been reported that cyanobacterial bloom usually initiates in spring 
when the temperature gradually rises21,22. Total nitrogen (TN) and total phosphorus (TP) are control 
factors of bloom formation and different ratios of TN and TP have different promotion effects23–25. Those 
aimed at microbial community were mainly based on coarse-resolution technique like PCR-DGGE26–33, 
T-RFLP34–36. Dominating bacteria in both sediment and water are Alpha-, Beta-, Gamma- and 
Deltaproteobacteria, Actinobacteria and Bacteriodetes. The archaeal community varies in different layers 
of sediment and water, and mainly consists of Eruyarchaeota and Crenarchaeota32. Ammonia-oxidizing 
archaea (AOA) has been found to be negatively correlated with the accumulation of organic substances37. 
Several microcystin-degrading bacteria have been identified and isolated38,39.

To obtain a high-resolution profile of the microbial community, we used high-throughput 
next-generation sequencing (NGS) to profile the bacterial and archaeal community compositions on 
a monthly basis for a year at multiple locations of Lake Taihu, using our strategy of next-generation 
sequencing targeting 16S rRNA gene40. We are specifically interested in the following scientific ques-
tions: (i) What the temporal patterns of bacterial and archaeal community compositions are; (ii) How 
the location variation of community composition is when compared to temporal variation; (iii) How the 
co-occurrence relationship between microbes changes with the development of cyanobacterial bloom.

Materials and Methods
Sample Collection and 16S rRNA Gene Sequencing. To examine temporal and spatial variations 
of the microbial community, freshwater samples were collected at 9 sites in 9 months during 2012 (Fig. 1 
& Table 1). Specifically, 2 l of original water sample at the depth of 0.5 m was pre-filtered through a steel 
mesh with ~0.015 mm diameter pore size to remove large particles. We also took efforts to remove bloom 
species (mainly Microcystis here) in water samples, as otherwise they would consume most of sequenc-
ing capacity and affect the profiling of the microbial community. This was done by re-filtering the water 
samples through a filter with 0.22 μ m diameter pore size to collect microorganisms. These filters were 
stored at − 20 °C until further molecular analysis.

DNA samples were extracted from the filters using E.Z.N.A. ®  Water DNA Kit (OMEGA, USA). The 
quality and the quantity of DNA were examined by agarose gel electrophoresis and spectrophotomet-
rically quantified by Nano Drop ND 2000 (Thermo Scientific, DE, USA). Then the DNA was used as 
the template for amplifying the V6 region of 16S rRNA genes. PCR primers validated in the literature41 
were chosen for bacteria and archaea respectively (Table S1). Barcodes and linkers were designed and 
embedded into PCR primers following our published protocol40. To extract archaeal V6 region, PCR 
amplification was initiated by a denaturation cycle of 96 °C for 5 min, followed by 25 cycles at 96 °C for 
45 sec, 48 °C for 45 sec, 72 °C for 1 min, and a final extension step at 72 °C for 10 min. For the amplifi-
cation of bacterial V6 regions, the following PCR condition was used: 96 °C for 5 min; then 16 cycles 
of 96 °C for 45 sec, 48 °C for 45 sec, 72 °C for 1 min, and, finally, 72 °C for 10 min. The second round of 
PCR amplification was implemented for bacteria and archaea to introduce Illumina sequencing adapters. 
Similar PCR condition was used: 98 °C for 30 sec; then 9 cycles of 98 °C for 10 sec, 65 °C for 30 sec, 72 °C 

Figure 1. Geographic location of 9 different sample sites in Lake Taihu. Solid stars denote locations of 
the 9 national monitor stations where the samples were collected in this study.
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for 30 sec, and, finally, 72 °C for 10 min. PCR products of the archaea and bacteria DNA were mixed at 
the ratio of 1:5 for subsequent sequencing according to the pre-experiment that we designed to estimate 
the ratio. The Illumina HiSeq 2000 platform was used to sequence paired-end (PE) reads with length 100 
bp in both forward and reverse directions.

In order to measure the influence of embedded barcodes on PCR, we used primers with different 
barcodes to amplify one sample selected from the collected samples and compared the results. To verify 
the consistency and reproducibility of experiment results, 56 out of 81 samples were also sequenced by 
Illumina GAIIx platform using 2*120bp paired-end strategy as replicates.

Data Preprocessing. Forward-end reads and reverse-end reads of the raw sequencing data were 
matched and joined using PANDAseq42, which was helpful to reduce the error rate of sequencing reads 
and elongate the length of Illumina reads40. Reads containing ambiguous ‘N’ or with length < 120 nt or 
> 140 nt were discarded. Subsequently, FASTX Toolkit43 was applied to trim the barcodes and linkers 
from the remained joined reads. Sequences were assigned to corresponding samples according to the 
trimmed barcodes, and those with unmatched barcodes were discarded. Archaeal and bacterial reads 
were distinguished based on their different PCR primers using customized Perl scripts and then analyzed 
separately. Quality control was carried out with the FASTX Toolkit, and filtering parameters (Archaea: 
90% bases quality score > 30; Bacteria: 100% bases quality score > 30) were chosen based on the results of 
FastQC44. This is a stricter criterion compared to similar studies, ensuring the high quality of the results.

OTU Clustering and Taxonomy Assignment. The QIIME platform v1.8.045 was applied in the sub-
sequent data processing after quality control. Reads were then clustered into species-level OTUs (oper-
ational taxonomic units) at 97% similarity, using the subsampled open-reference-based OTU-picking 
workflow in QIIME based on UCLUST46. The Greengenes database (version 13_5) was used as the ref-
erence47. Chimera reads and the corresponding OTUs were removed by ChimeraSlayer48 and QIIME 
scripts. We chose 0.001% as the threshold for filtering low-abundance OTUs, i.e., only OTUs with read 
counts > 0.001% of the total reads of all samples were kept. UCLUST consensus taxonomy assigner was 
applied in the taxonomic information assignment for the remained OTUs. The most specific taxonomic 
labels associated with at least 51% (QIIME default) of database hits of OTU reads were assigned to the 
OTU. Representative reads for OTUs were picked using default settings in QIIME and then aligned to the 
Greengenes database by PyNAST49. In the Greengenes database, chloroplast is listed as a class belonging 
to Cyanobacteria and contains orders such as Chlorophyta, Cryptophyta, Haptophyceae and Stramenopiles 
that are actually eukaryotes. Therefore, we did not include them in the downstream analysis since our 
study focused on prokaryotes. Phylogenetic trees were constructed based on the aligned reads using 
FastTree50.

Microbial Diversity and Statistical Analysis. Microbial diversity was measured by a series of 
OTU-based analyses of alpha- and beta-diversity implemented in the QIIME pipeline. For the alpha 
diversity, rarefaction curves were drawn based on two richness metrics, “observed species” and “PD_
whole tree”51, and two evenness metrics, Shannon entropy and Simpson metric52. We chose a sequencing 
depth that most samples were at the plateau of rarefaction curves and explored microbial richness using 
R scripts. For beta diversity, phylogenetic-based Unifrac metric53 and OTU membership-based dissim-
ilarity Jaccard metric54 were employed to measure the pairwise community similarity between samples 
that were re-sampled to equal sequencing depth. Emperor55 was used to visualize the distance matrix of 
all the 81 samples based on PCoA (Principle Coordinate Analysis). The hierarchical clustering method 
UPGMA was applied to group samples according to their distance matrix; the resulting tree file was vis-
ualized by FigTree v1.4.0 as well as the phylogenetic tree56. Significance of the differential taxa between 
UPGMA groups was tested by Kruskal-Wallis rank-sum test. The threshold was set as Bonferroni 

Sampling Site Coordinate Sampling Month Date

ML 120°10'23″  E, 31°28'8″  N Jan. 2012.01.11–2012.01.12

SZ 120°14'46″  E, 31°22 ‘44″  N Mar. 2012.02.07–2012.03.08

SD 120°21'58″  E, 31°25'45″  N Apr. 2012.04.09–2012.04.10

MS 120°15'33″  E, 31°15'8″  N May 2012.05.08–2012.05.09

XH 120°23'56″  E, 31°10'40″  N Jun. 2012.06.05–2012.06.07

XS 120°10'55″  E, 31°8'41″  N Aug. 2012.08.11–2012.08.12

XM 120°7'19″  E, 30°58'35″  N Sep. 2012.09.13–2012.09.14

DL 120°0’ 42″ E, 31°8'11″  N Oct. 2012.10.18–2012.10.19

DP 119°57'14″  E, 31°18'11″  N Dec. 2012.12.12–2012.12.13

Table 1.  Sampling sites and months in Lake Taihu.
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corrected p-value <  0.05. Adonis57 implemented in QIIME was used to test whether differences among 
groups of samples were significant. Mantel test58 was used to test whether the β -diversity distance matri-
ces of samples from HiSeq 2000 was significantly correlated with those from GAIIx. K-means clustering 
of genera based on relative abundance was performed using R scripts. We firstly resampled the original 
OTU table for normalizing the sequencing depth, which ensured every sample had the same number of 
total reads. Since OTUs were annotated to species level, we summed abundance of OTUs affiliated with 
the same genus and used it as the abundance of that genus. For a certain genus G of all identified genera, 
relative abundance in a certain sampling month T was calculated as formula (1).
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 denote the mean and standard deviation of AbundG, respectively. Transformed 
Z-score of all the genera were calculated as described above. To determine the appropriate number of 
clusters, we used the ratio of within-cluster sum of squares error (SS) to between-cluster SS as a meas-
urement of clustering performance. To reduce biases caused by randomness of the K-means algorithm, 
we used 100 random sets of initial centers and reported the result with the best clustering 
performance.

Co-occurrence Network Analysis. Co-occurrence and mutual exclusion information of OTUs has 
been widely used to predict species interactions in environments59. The 81 samples were clustered into 
groups based on the UPGMA result, and we constructed an OTU co-occurrence network for each group. 
Network nodes represent OTUs, and edges represent co-occurrence or mutual exclusion relationship 
between OTUs. Pearson Correlation Coefficient (PCC) was adopted to measure the strength of the rela-
tionship as used in the literature60–62. OTUs that existed in less than half of the samples within a certain 
group were removed to reduce false-positives caused by excessive mutual exclusions. To this end, we 
firstly calculated pairwise similarity and generated similarity matrix, and used the scale-free property 
as a criterion for determining the threshold since scale-free is a major characteristics for biological net-
works60,61,63,64, which indicated that a few OTUs held most edges and many other OTUs were rarely 
linked. Cytoscape65 was employed to visualize the resulting networks. We used MCODE plugin66 to find 
network modules in one network and trace them in the others.

Results
Sequencing data analyses and microbial community characterization. We explored the 
microbial community of Lake Taihu via targeted 16S rRNA gene sequencing. By different experimen-
tal settings, we generated three datasets: (I) All the 81 samples sequenced by Illumina HiSeq2000; (II) 
one of the 81 samples was amplified with 14 different barcodes, generating 14 samples sequenced by 
Illumina HiSeq2000; and (III) 56 of the 81 samples sequenced by Illumina GAIIx. Dataset-I was the 
main data source of this study, while Dataset-II and Dataset-III were used to validate our PCR primers 
and reproducibility of the experiments, respectively. A single run of HiSeq2000 generated 1,046,311,536 
paired raw reads. After PE reads joining and barcode parsing, 955,690,310 reads remained and were 
filtered with strict quality control criteria (see Materials and Methods for details). We finally obtained 
705,037 ±  345,118 archaeal reads and 3,241,126 ±  1,114,800 bacterial reads per sample, which was about 
1:5 as the experiment design. We had done pre-experiment and found that rarefaction curve of archaea 
and bacteria diversity can both level off even at the archaea/bacteria concentration ratio of 1:10 (data 
not shown). Therefore, the present 1:5 ratio was chosen in order to pay more attention on the minority 
archaea while the sequencing depth has been guaranteed. More details about the preprocessing are shown 
in Table S2. The ChimeraSlayer output showed that there were no chimera reads using the Greengenes 
database (gg_13_5) as reference.

Based on these high-quality non-chimeric reads, we finally obtained 3,046 archaeal OTUs and 5,295 
bacterial OTUs. Taxonomic information of archaea and bacteria OTUs were assigned based on the 
Greengenes database. We found that there were some bacteria in the archaeal profile and vice versa, 
which was probably due to limited specificity of PCR primers or the indistinguishability between some 
archaea and bacteria. We discarded those OTUs from this study. As shown in Fig. 2, dominant (relative 
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abundance > 1%) archaeal phyla were Crenarchaeota (43.8 ±  22.6%), Euryarchaeota (22.0 ±  21.1%) 
and Parvarchaeota (22.0 ±  21.1%). Dominant bacterial phyla were Actinobacteria (60.7 ±  10.2%), 
Proteobacteria (21.9 ±  9.6%), Cyanobacteria (12.5 ±  6.5%) and Bacteroidetes (2.1 ±  0.9%). A large por-
tion of archaeal reads remained unassigned (31.2 ±  22.5%), while unassigned bacteria reads accounted 
for only 0.7 ±  0.5%.

Further analysis at lower taxonomic level showed that Nitrosopumilus was the most abundant 
genus in Crenarchaeota (20.7 ±  18.6%). Methanosaeta and an unclassified genus of candidate family 
Methanomassiliicoccaceae represented the most abundant Euryarchaeota genera with average abun-
dance 5.0 ±  7.0% and 5.5 ±  5.1%. For bacteria, Betaproteobacteria (15.4 ±  10.8%), Alphaproteobacteria 

Figure 2. Phylum-level microbial community profile and species richness of archaea and bacteria.  
(A,B) represent the relative abundances of bacterial and archaeal phyla in the 81 samples, respectively. 
Sample IDs are composed of the sampling month and site name. Bar colors represent different phyla, and 
bar lengths represent the relative abundances. The bacteria and archaea phyla marked with “*” include 
taxonomies that have highly similar 16S rRNA sequences and are not distinguishable by the PCR primer. 
(C,D) show temporal variations of archaeal and bacterial richness within samples, measured with two 
metrics, whole-tree phylogenetic diversity and observed species, respectively. Sequencing data were firstly 
resampled to the same sequencing depth for all samples. The left y-axis and right y-axis are for archaeal and 
bacterial curves, respectively.
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(4.9 ±  3.2%) and Gammaproteobacteria (1.5 ±  1.3%) represented the most abundant groups of 
Proteobacteria. An unclassified genus of ACK-M1 family (clade acI-A) was the dominants of the com-
munity across all samples, accounted for 48.1 ±  8.0% of total abundance. Abundance of different genera 
of Proteobacteria were relatively evenly distributed. The most abundant one was an unclassified genus of 
Pelagibacteraceae family (clade alfV-A, tribe LD12) with 4.5 ±  3.2% of total abundance, while members 
of Comamonadaceae (lineage betI, 6.2 ±  4.6%) and Methylophilaceae (lineage betIV, 3.5 ±  4.4%) repre-
sented the most abundant groups of Betaproteobacteria. Gammaproteobacteria were widely regarded as 
temporary members from anthropogenic or zoonotic sources. It’s reasonable for them to show a low 
abundance in freshwater, mainly Xanthomonadaceae, Pseudomonadaceae and Moraxellaceae (clade gamV, 
gamIV and gamIII). More details about the abundance profiles are listed in Tables S3 & S4. Here, we need 
to point out that these community profiles could be biased due to our pre-filtering operations. However, 
since we carefully chose the pore size of filters in order to keep most prokaryotes, such bias will not have 
significant influence on our conclusions.

Primer validation and experiment reproducibility. Use of different barcodes in PCR primers may 
have an impact on PCR amplification that may cause bias in species abundance measurements. To check 
this issue, the “Apr.MS” sample was chosen to be sequenced using different barcodes (BC1-BC14). Using 
the same data processing protocol for Dataset-I, we generated Dataset-II and summarized the preproc-
essing information in Table S5. Figure 3A shows that genus-level taxonomic profiles were highly consist-
ent among the Apr.MS samples with different barcodes (details in Table S6), but significant variations can 
be found among other samples. We concluded that the influence of different barcodes on the taxonomic 
profiles can be ignored.

Different sequencing platforms may also cause biases. To check this issue, 56 samples were chosen to 
generate extra sequencing replicates by the Illumina GAIIx platform, leading to Dataset-III. We summa-
rized the preprocessing information in Table S7. Based on the unweighted Unifrac metric, distributions 
of sample points sequenced by the GAIIx platform and the HiSeq2000 platform were largely consistent 
(Fig. 3B). Furthermore, Mantel test showed that the distance matrixes generating two PCoA figures were 
significantly correlated (r =  0.95, p-value =  1e− 4, two-sided, permutation n =  9999). We concluded that 
our results were independent on sequencing platforms.

Figure 3. Difference of the bacterial community structure and β-diversity between samples with 
different PCR barcodes and sequencing platforms. (A) Genus-level taxonomy profile of samples using 
different PCR barcodes. Sample IDs are composed of sampling month, site and barcode index. Legends of 
the bar colors are omitted in this figure as the purpose is to check the consistence between samples using 
different barcodes. Details of genera are listed in supplementary Table S6. (B) PCoA results of 56 samples 
sequenced by the GAIIx platform and the Hiseq2000 platform based on relative abundance of OTUs using 
unweighted Unifrac metric.
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Temporal and spatial variations of microbial diversity. We explored microbial diversity within 
samples (α  diversity) by rarefaction curves (Fig. S1). Two diversity metrics defined in QIIME, “observed 
species” and “PD_whole_tree”, were used as measurements. We can see that rarefaction curves nearly 
level off, suggesting that we had captured most of abundant microbes. Figure 2C,D show the numbers 
of observed archaea and bacteria species and PD_whole_tree metric across the sampling months. It 
demonstrated that there was one peak in the archaeal curve of microbial diversity while there were two 
peaks in the bacterial curve of microbial diversity.

To examine whether variations across sampling sites were greater than variations across sampling 
time, we pooled all 81 samples and used PCoA and UPGMA to conduct unsupervised clustering analysis. 
We found that samples collected from the same month were located close to each other on the PCoA plot 
(Fig. 4A), suggesting that spatial variations were smaller. This was verified by adonis showing that varia-
tion across time was more significant (p-value =  1e− 4, R =  0.27, permutation n =  9999) than that across 
different sampling sites (p-value =  0.6668, R =  0.09, permutation n =  9999). Interestingly, we found that 
the microbial community varied from month to month gradually, which suggested a trend of commu-
nity succession. Especially, we observed that the community in December was more similar to that of 
January, which contributed to the ring-shaped PCoA plot. Considering that environmental conditions 
like temperature, which is usually the main factor contributing to community variation, are quite similar 
in the same month, it is reasonable to infer that community in December will be more similar to that in 
the next January. This suggests a potential annual periodicity of the community variation in Lake Taihu. 
Also, previous studies based on multi-year data have reported that seasonal patterns in bacterioplankton 
community structure are reoccurring in freshwater systems67–69, which supports our conclusion.

Based on UPGMA result (Fig.  4B), these samples could be clustered into four stages: Dec. ~ Jan., 
Mar. ~ Apr., May ~ Jun., and Aug. ~ Oct. (adonis p-value =  1e− 4, R =  0.57, n =  9999) in line with the four 
seasons, which also supports the annual periodicity conclusion. The temporal variation was less signif-
icant in archaea (adonis p-value =  1e− 4, R =  0.22, n =  9999) compared to that of bacteria (Fig.  4C,D) 
considering the r2 which showed the percentage of variation explained by the supplied grouping factor. 
However, the site variation of archaeal community was significant (adonis p-value =  1e− 4, R =  0.19, 
n =  9999). Finally, a total of 73 taxa were identified to be significantly different between the Mar. ~ Apr. 
stage and the May ~ Jun. stage (Kruskal-Wallis rank sum test, Bonferroni corrected p-value <  0.05), 
while the numbers for May ~ Jun. versus Aug. ~ Oct., Aug. ~ Oct. versus Dec. ~ Jan., and Dec. ~ Jan. versus 
Mar. ~ Apr. were 42, 24 and 26, respectively (Fig. S2). Further studies about biological functions of these 
taxa may help us understand the characteristics of the four stages.

Figure 4. PCoA and UPGMA on bacterial community showing significant clustering correlated with 
temporal variations. (A) PCoA result based on OTU relative abundances of samples using unweighted 
Unifrac metric. Temporal variation is the main factor contributing to the community variation. Additionally, 
samples from January to December are distributed in a circled pattern, which implies an annual cycle of the 
temporal variation of microbial community. (B) UPGMA result based on the unweighted Unifrac metric 
used in PCoA. The hierarchical clustering structure helps to determine the similarity of the microbial 
communities between different months. Consequently, we group samples into four stages that are correlated 
with four seasons in a year.
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Bacterial community shift and season-specific genera. We explored variations of taxa abun-
dance. The variation of abundance can be considered as a kind of response of microbes to the environ-
ment change, which possibly reflects the important biological function of taxa. Therefore, it is reasonable 
to assume that taxa holding the same temporal variation pattern (we call them synchronized taxa) may 
have similar niche preference or have similar function in the community. Using the K-means algorithm 
in R to cluster the genera based on their relative abundances across 9 months measured by Z-scores, 
we grouped taxa with similar changes across the months. We focused on the bacterial community since 
seasonal variation of archaeal community was less significant and bacteria was much more abundant and 
had better annotation. We set the number of clusters as 4 according to Fig. 5B with the method described 
in Materials and Methods.

Figure 5A shows temporal variations of Z-scores of four cluster centers represented in red, blue, green 
and yellow, respectively. The relative abundance of the red cluster was substantially higher in December 
to April than in June to October, while the blue cluster displayed the opposite pattern. Thus, we named 
them as the “spring-specific” cluster and the “autumn-specific” cluster, respectively. There were 84 gen-
era in the “spring-specific” cluster and 71 genera in the “autumn-specific” cluster. These clusters were 
fairly stable across different sample sites in Lake Taihu as shown in Fig. S3. The “spring-specific” and 
“autumn-specific” clusters accounted for 22.5% and 71.7% of total abundance, respectively, and the green 
cluster and the yellow cluster accounted only for 2.8% and 3.0% with 25 and 46 genera, respectively 
(Fig.  5C). We used a set of most abundant genera within each cluster (of which the sum abundance 
accounted for more than 50% of the cluster abundance) as the representatives of that cluster (Fig. 5C). 
We found that representatives were different for 4 clusters. Families ACK-M1 (acI-A), C111 (members 
of acIV), Pelagibacteraceae (alfV-A) and Synechococcaceae represented most abundant members of the 
“autumn-specific” cluster, while Comamonadaceae and Methylophilaceae (members of lineage betI and 
betIV) were most abundant in the “spring-specific” cluster. Most members of the green cluster and 
the yellow cluster were either poorly annotated or annotated to minor phyla such as Acidobacteria, 

Figure 5. K-means clustering results identifying synchrony of different genera. Relative abundance of 
genera was firstly transformed into Z-scores as described in Materials and Methods. Then, synchronized 
genera defined as genera that have similar temporal variations were identified by K-means clustering.  
(A) Relative abundances of “center” genera of resulted clusters at different sampling months. (B) The ratio 
of within-cluster SS and between-cluster SS as function of the number of clusters. This curve helps to 
determine the appropriate parameter K in K-means clustering. (C) Total abundance of each cluster and 
corresponding representation phylum. Phylum assignments of most abundant genera that take up > 50% of 
cluster abundances were used to represent each cluster.
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Verrucomicrobia. The estimation of minor phyla abundance was less accurate as it is vulnerable to artifi-
cial factors in experiments or dataset noise, which might explain the confusing temporal pattern of these 
two clusters. More details about cluster composition were showed in supplementary Table S8.

Co-occurrence Network Module Variations. To explore microbial co-occurrence relationship over 
time, we built four co-occurrence networks based on correlations of relative abundance of OTUs across 
different sample sites in the four seasons with the same threshold of 0.90 (Table S9). The r2 of regression 
was 0.80 ±  0.07 and the exponent of “power-law” was 1.50 ±  0.05, suggesting that the networks were 
scale-free.

Topological properties of networks substantially changed over time (Fig. S4). Network density (the 
average number of edges per node) was higher in Dec.-Jan. (8.37) and Mar.-Apr. (8.6) than that in the 
other two stages (5.67 in May-Jun. and 5.56 in Aug.-Oct.), suggesting fewer co-occurrence relationships 
during the period of time of most algal blooms. The difference of bacterial communities between spring 
and autumn was most significant. We identified modules in the network of the Mar.-Apr. stage using 
MCODE and traced the top 10 modules ranked by the average degrees (Fig. S4). Figure 6 illustrates the 
modules and the first neighbors of the nodes of modules in the networks of the four stages. Interestingly, 
modules were often comprised of OTUs affiliated with only one or a few families (Fig.  6A,B). For 
Module-1 and Module-3, most OTUs were members of ACK-M1 (acI-A), C111 (members of acIV), 
Holophagaceae, Sinobacteraceae and Synechococcaceae (mostly Synechococcus genus). For Module-2, 
OTUs were mainly affiliated with Pseudanabaenaceae (mainly the Leptolyngbya genus) and Nostocaceae. 
We also found that different modules might share same families, like ACK-M1 in Module-1,-3 and -10 
or C111 in Module-3 and -8. It could be possibly attributed to the different genus composition within 
the same family. When comparing the four networks, we observed that connections between modules 
were changing significantly over time. For example, members of Module-1 and Module-3 were highly 
connected in the Mar.-Apr. network, but those connections were gradually lost in the following May-Jun. 
network and Aug.-Oct. network. Furthermore, module-2 presented in the Mar.-Apr. network even totally 
disappeared in later time of the year. It’s hard to give the ecological explanations about these patterns 
based on only taxonomic information. We will further discuss about it and propose our hypothesis in 
the discussion section.

Figure 6. Temporal variations of co-occurrence network modules and relationship between them. 
Network nodes are OTUs; edges indicate co-occurrence or mutual exclusion relationships between nodes. 
Modules found by MCODE in the network of the Mar.-Apr. stage and their first-neighbor nodes are 
demonstrated in (A); same OTUs belong to the modules are traced in other three stages as in (B). Modules 
were annotated using taxonomic names at the most specific level.
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Discussion
Based on ultra-deep sequencing data targeting the V6 region of microbial 16S rRNA genes, we pro-
filed temporal and spatial variations of archaeal and bacterial communities in Lake Taihu, which was 
prone to severe cyanobacterial bloom. Relative abundances of taxa were studied at different taxonomic 
levels. We observed that a large portion of archaeal OTUs were left “unassigned”. Recent discovery of 
ammonia-oxidizing archaea greatly broadened the knowledge of prokaryotes functioning in ammonia 
oxidation, which is closely related to nitrification and thus the eutrophication. Previous studies has 
revealed ammonia-oxidizing archaea in sediment samples of Lake Taihu32,37. In shallow lakes like Taihu, 
surface sediment has intensive exchange with upper water. The microbial community within sediment 
and water are highly associated. Therefore, more attention needs to be paid to archaea in water besides 
the sediment, especially the “unassigned” part. Rarefaction curves demonstrated that taxa profile of sam-
ples from different sites and different months had revealed most of abundant species within freshwater 
in Lake Taihu. With the results of re-sequencing part of total 81 samples, we confirmed the reliability 
and reproducibility of our analysis results when different barcodes and sequencing platforms were used. 
Cyanobacteria was not detected as the most abundant phylum due to the filtering operations during 
sample collection (see Materials and Methods). Although it may alter the original community structure, 
such filtering was necessary to make sure that rare taxa could be also covered during the sequencing. 
Otherwise, most of the sequenced reads would belong to the members of Cyanobacteria.

The temporal variations of α -diversity of archaeal communities and bacterial communities were dif-
ferent. The observed two peaks of bacterial richness around May and December could correspond to 
the recruitment phase and dormancy phase of bloom development10. Many genera of Cyanobacteria 
especially Microcystis are sensitive to temperature variations and exhibit optimal growth rates at rela-
tively high temperature1. When temperature rises in early spring, Cyanobacteria recruits and increases 
the concentration of dissolved oxygen through the photosynthesis. Microorganisms in water increase 
rapidly at this time as environment conditions are suitable for their growth, which contributed to the first 
peak in diversity curves. But, as Cyanobacteria such as Microcystis dominates the freshwater community 
very quickly and even forms water bloom, other bacteria can be strongly inhibited and even gradually 
die away because of toxic microcystin. This leads to the decrease of diversity. For the later peak of the 
diversity, it could be attributed to the recovery and growth of other bacteria because of the dormancy of 
the dominating Cyanobacteria. When temperature is low, the growth of Microcystis is strongly inhibited. 
But for the other bacteria, some prefer relatively low temperature. The dormancy of the dominating 
Microcystis in Lake Taihu gives room for the growth of such kind of bacteria. Therefore, it leads to 
the increase of microbial diversity. Archaeal diversity showed only one peak that lasted from May to 
December, which might be attributed to the ability of surviving in low oxygen conditions and the higher 
temperature optima of archaea70–73. Even during cyanobacterial bloom when the dissolved oxygen were 
easily exhausted by the excessive bloom species, archaea will not sharply die away so that diversity of 
archaeal community would have less variation. Basically, archaeal communities in the water body of Lake 
Taihu were more stable against the influence of cyanobacterial blooms than that of bacteria.

We observed annual periodicity of temporal variations in both bacterial and archaeal communities. 
Previous studies has reported the existence of seasonal pattern and the annual cycle in microbial com-
munity structure of other aquatic systems67,69,74,75. There are some studies on temporal variations of bio-
chemical factors or specific species in Lake Taihu76–80, but not of the microbial communities. In our 
study, we revealed that both the archaeal and bacterial communities held significant temporal variation 
and potential annual periodicity. The annual periodicity was less significant in the archaeal community 
than that of the bacterial community, which may attribute to the significant difference of archaeal com-
munity across different geographical locations as aforementioned. On the other hand, previous studies 
have shown that archaea in sediments and water are quite different while bacteria are not32. Therefore, 
the extensive vertical motion between different layers of water and sediment can greatly alter archaeal 
community composition and thus disturb the annual pattern. For the annual periodicity, we may spec-
ulate that there is a special “original status” of the community, which is the beginning and the ending of 
the cyanobacterial bloom at the same time. During the development of bloom, the community becomes 
unbalanced from the “original status” and forms the water bloom. After the end of the bloom, the com-
munity tends to restore to the vulnerable “original status” until the next water bloom. Unfortunately, it’s 
difficult to identify the driven taxa contributing to the annual periodicity based on present experiments. 
In our future work, we should try to identify such “original status” first by special experiment design and 
use functional information to study the ecological mechanism.

We identified the synchrony of bacteria using K-means clustering and explored changes of 
co-occurrence between taxa by reconstructing network modules. It suggested that abundances of most 
taxa follow a specific variation pattern rather than irregular changes in this eutrophic lake with cyanobac-
terial bloom. For the “spring-specific” cluster, the most abundant OTU affiliated with Comamonadaceae 
was an unclassified genus. Considering the large diversity of Comamonadaceae family, we couldn’t get 
more specific information for explaining the high abundance in spring. However, Methylophilaceae only 
includes four formally described genera. In the “spring-specific” cluster, the most abundant OTU affil-
iated with Methylophilaceae was an unclassified genus, while the second is the genus Methylotenera. 
According to a very recent study81, Methylotenera is most similar to tribe LD28 among four genera and 
LD28 tends to have higher abundance in Mar.-Apr. and Nov.-Dec. This is consistent with the variation 
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of “spring-specific” cluster. Also, it pointed out that the maximum of LD28 in that period was probably 
mainly determined by the C1 substrates released by phytoplankton. Considering the close relatedness 
between Methylotenera and LD28, we speculated that the variation pattern of the “spring-specific” cluster 
may also be determined by the same factors. For the “autumn-specific” cluster, recent metagenomic and 
single-cell genomic studies have reported the living preference of acI-A for N-rich compounds and their 
potential ability to degrade cyanophycin82,83. As the most abundant family within the “autumn-specific” 
cluster, ACK-M1 is affiliated with acI-A and should reasonably be expected to show the characteristics 
described above. Therefore, it could take good advantage of the large amount of cyanophycin provided 
by excessive Cyanobacteria to acquire energy and carbon during autumn. Consequently, the large prolif-
eration of ACK-M1 (acI-A) demonstrated high abundance in that period. Besides, some previous studies 
also observed that C111 (members of acIV) and Pelagibacteraceae (alfV-A) showed high abundance in 
autumn. But there were still little knowledge about the ecological functions of these taxa explaining their 
abundance variation patterns. Further studies about genomic functions are needed.

Network module analysis provided the overview of the change of coexistence and mutual exclusion 
association between taxa. Since network modules were OTUs that had significant co-occurrence relation-
ships that showed correlated abundance in different environment situations, it is expected that these OTUs 
would potentially have similar functions or be ecologically interacting with each other. Synechococcaceae 
in Module-1 and Module-3 affiliated with Cyanobacteria is one of the most important members of prokar-
yotic autotrophic picoplankton58,84. ACK-M1 (acI-A) and C111 (members of acIV) are heterotrophic 
bacteria85. In early spring when there was no cyanobacterial bloom, the growth of dominant ACK-M1 
(acI-A) and C111 (acIV) might depend on metabolites from Synechococcaceae. Thus, they might be highly 
correlated in abundance, which agreed with the highly connected status between Module-1 and Module-3 
in the network. But cyanobacterial bloom species such as Microcystis spp. gradually developed into dom-
inant species in summer and led to massive death of other microbes. This possibly broke the original 
co-occurrence between ACK-M1, C111 and Synechococcaceae., which can explain the later separation of 
Module-1 and Module-3. In winter, temperature fell and cyanobacterial bloom fade away. The aquatic 
ecosystem restored to the “original status”, which was demonstrated as the recombination of Module-1 
and Module-3. The variation of relationship between Module-1 and Module-3 verifies the reliability of 
our co-occurrence network to some extent. We may speculate that Holophagaceae and Sinobacteraceae in 
Module-1 and -3 may have similar trophic preference as actinobacterial taxa in aquatic systems as well.

In summary, this large-scale ultra-deep 16S rRNA sequencing study provided a comprehensive profile 
about the archaeal and bacterial community in Lake Taihu. The observed temporal variation demon-
strated seasonal patterns and an annual periodicity. The synchrony of bacterial taxa and the change of 
co-occurrence networks between different species are helpful to reveal the influence of the cyanobacterial 
bloom on the microbial community in Lake Taihu. Based on this study, further works can be done in 
the future to gain better understanding of microbial ecosystem of the Lake. (1) Functional profile of 
microbial community by metagenome sequencing is necessary to unveil potential biological functions 
of archaeal or bacterial communities, especially in the restoration stage after bloom and the “original 
status” we discussed above. (2) Although we have explored the variations of the microbial commu-
nity, driven factors contributing to the aforementioned variation patterns were not studied. Therefore, 
environmental factors should be involved in the future work in order to reveal the association between 
community variations and environment changes, such as changes in temperature, pH, dissolved oxygen 
and concentration of nitrogen and phosphorus. Especially, a quantitative measurement for the severity of 
water bloom is needed in order to associate it with community variation. (3) Due to preliminary filtering 
of dominant cyanobacterial species, an important part of microbial community, especially members of 
Microcystis that dominate in Lake Taihu during the summer and autumn, were missed. Perhaps, micro-
bial community assemblage of carpet-like mucilaginous cyanobacterial aggregates86 in Lake Taihu is a 
good target for future experiments, since it is a kind of aggregation of Cyanobacteria and other taxa that 
are highly associated with each other and present real symbiosis relationships.

References
1. Paerl, H. W. & Otten, T. G. Harmful cyanobacterial blooms: causes, consequences, and controls. Microb Ecol 65, 995–1010, doi: 

10.1007/s00248-012-0159-y (2013).
2. Paerl, H. W. Mitigating harmful cyanobacterial blooms in a human- and climatically-impacted world. Life (Basel) 4, 988–1012, 

doi: 10.3390/life4040988 (2014).
3. Cozar, A. et al. Basin-scale control on the phytoplankton biomass in Lake Victoria, Africa. PLoS One 7, e29962, doi: 10.1371/

journal.pone.0029962 (2012).
4. Stumpf, R. P., Wynne, T. T., Baker, D. B. & Fahnenstiel, G. L. Interannual variability of cyanobacterial blooms in Lake Erie. PLoS 

One 7, e42444, doi: 10.1371/journal.pone.0042444 (2012).
5. Duan, H. et al. Distribution and incidence of algal blooms in Lake Taihu. Aquatic Sciences. 1–8, doi: 10.1007/s00027-014-0367-2 

(2014).
6. Ferber, L. R., Levine, S. N., Lini, A. & Livingston, G. P. Do cyanobacteria dominate in eutrophic lakes because they fix atmospheric 

nitrogen? Freshwater Biology 49, 690–708, doi: 10.1111/j.1365-2427.2004.01218.x (2004).
7. Conley, D. J. et al. ECOLOGY Controlling Eutrophication: Nitrogen and Phosphorus. Science 323, 1014–1015, doi: 10.1126/

science.1167755 (2009).
8. Shelford, E. J., Middelboe, M., Moller, E. F. & Suttle, C. A. Virus-driven nitrogen cycling enhances phytoplankton growth. Aquatic 

Microbial Ecology 66, 41–46, doi: 10.3354/Ame01553 (2012).
9. Yamamoto, Y. & Nakahara, H. The formation and degradation of cyanobacterium Aphanizomenon flos-aquae blooms: the 

importance of pH, water temperature, and day length. Limnology 6, 1–6, doi: 10.1007/s10201-004-0138-1 (2005).



www.nature.com/scientificreports/

1 2Scientific RepoRts | 5:15488 | DOi: 10.1038/srep15488

10. Kong, F. X. & Gao, G. Hypothesis on cyanobacteria bloom-forming mechanism in large shallow eutrophic lake. Acta Ecologica 
Sinica 25(3), 589–595 (2005).

11. Davis, T. W., Berry, D. L., Boyer, G. L. & Gobler, C. J. The effects of temperature and nutrients on the growth and dynamics of 
toxic and non-toxic strains of Microcystis during cyanobacteria blooms. Harmful Algae 8, 715–725, doi: 10.1016/j.hal.2009.02.004 
(2009).

12. Dziallas, C. & Grossart, H. P. Increasing oxygen radicals and water temperature select for toxic Microcystis sp. PLoS One 6, 
e25569, doi: 10.1371/journal.pone.0025569 (2011).

13. Christoffersen, K., Lyck, S. & Winding, A. Microbial activity and bacterial community structure during degradation of 
microcystins. Aquatic Microbial Ecology 27, 125–136, doi: 10.3354/Ame027125 (2002).

14. Leonard, J. A. & Paerl, H. W. Zooplankton community structure, micro-zooplankton grazing impact, and seston energy content 
in the St. Johns river system, Florida as influenced by the toxic cyanobacterium Cylindrospermopsis raciborskii. Hydrobiologia 
537, 89–97, doi: 10.1007/s10750-004-2483-9 (2005).

15. Mou, X. Z., Lu, X. X., Jacob, J., Sun, S. L. & Heath, R. Metagenomic Identification of Bacterioplankton Taxa and Pathways 
Involved in Microcystin Degradation in Lake Erie. PLoS ONE 8, doi: ARTN e61890 DOI 10.1371/journal.pone.0061890 (2013).

16. Yang, X. et al. Decrease of NH4+ - N by bacterioplankton accelerated the removal of cyanobacterial blooms in aerated aquatic 
ecosystem. Journal of Environmental Sciences-China 25, 2223–2228, doi: 10.1016/S1001-0742(12)60282-4 (2013).

17. Niu, Y. et al. Phytoplankton community succession shaping bacterioplankton community composition in Lake Taihu, China. 
Water Res 45, 4169–4182, doi: 10.1016/j.watres.2011.05.022 (2011).

18. Falkowski, P. G., Fenchel, T. & Delong, E. F. The microbial engines that drive Earth’s biogeochemical cycles. Science 320, 
1034–1039, doi: 10.1126/science.1153213 (2008).

19. Zhao, M. et al. Microbial mediation of biogeochemical cycles revealed by simulation of global changes with soil transplant and 
cropping. The ISME journal 8, 2045–2055, doi: 10.1038/ismej.2014.46 (2014).

20. Qin, B. Q., Xu, P. Z., Wu, Q. L., Luo, L. C. & Zhang, Y. L. Environmental issues of Lake Taihu, China. Hydrobiologia 581, 3–14, 
doi: 10.1007/s10750-006-0521-5 (2007).

21. Duan, H. T., Ma, R. H., Zhang, Y. C. & Loiselle, S. A. Are algal blooms occurring later in Lake Taihu? Climate local effects 
outcompete mitigation prevention. Journal of Plankton Research 36, 866–871, doi: 10.1093/plankt/fbt132 (2014).

22. Jia, Y., Dan, J., Zhang, M. & Kong, F. Growth characteristics of algae during early stages of phytoplankton bloom in Lake Taihu, 
China. J Environ Sci (China) 25, 254–261 (2013).

23. McCarthy, M. J. et al. Nitrogen dynamics and microbial food web structure during a summer cyanobacterial bloom in a subtropical, 
shallow, well-mixed, eutrophic lake (Lake Taihu, China). Hydrobiologia 581, 195–207, doi: 10.1007/s10750-006-0496-2 (2007).

24. Ke, Z. X., Xie, P. & Guo, L. G. Controlling factors of spring-summer phytoplankton succession in Lake Taihu (Meiliang Bay, 
China). Hydrobiologia 607, 41–49, doi: 10.1007/s10750-008-9365-5 (2008).

25. Ma, J. R. et al. Environmental factors controlling colony formation in blooms of the cyanobacteria Microcystis spp. in Lake Taihu, 
China. Harmful Algae 31, 136–142, doi: 10.1016/j.hal.2013.10.016 (2014).

26. Liu, F. H. et al. Bacterial and archaeal assemblages in sediments of a large shallow freshwater lake, Lake Taihu, as revealed by 
denaturing gradient gel electrophoresis. Journal of applied microbiology 106, 1022–1032, doi: 10.1111/j.1365-2672.2008.04069.x 
(2009).

27. Niu, Y. et al. Phytoplankton community succession shaping bacterioplankton community composition in Lake Taihu, China. 
Water research 45, 4169–4182, doi: 10.1016/j.watres.2011.05.022 (2011).

28. Pang, X. et al. Dissolved organic carbon and relationship with bacterioplankton community composition in 3 lake regions of 
Lake Taihu, China. Canadian journal of microbiology 60, 669–680, doi: 10.1139/cjm-2013-0847 (2014).

29. Shao, K., Gao, G., Wang, Y., Tang, X. & Qin, B. Vertical diversity of sediment bacterial communities in two different trophic 
states of the eutrophic Lake Taihu, China. J Environ Sci (China) 25, 1186–1194 (2013).

30. Shi, L., Cai, Y., Kong, F. & Yu, Y. Specific association between bacteria and buoyant Microcystis colonies compared with other 
bulk bacterial communities in the eutrophic Lake Taihu, China. Environmental microbiology reports 4, 669–678, doi: 10.1111/1758-
2229.12001 (2012).

31. Shi, L. et al. Phylogenetic diversity and specificity of bacteria associated with Microcystis aeruginosa and other cyanobacteria. J 
Environ Sci (China) 21, 1581–1590 (2009).

32. Ye, W. et al. The vertical distribution of bacterial and archaeal communities in the water and sediment of Lake Taihu. FEMS 
Microbiol Ecol 70, 107–120, doi: 10.1111/j.1574-6941.2009.00761.x (2009).

33. Zhao, X. et al. Characterization of depth-related microbial communities in lake sediment by denaturing gradient gel electrophoresis 
of amplified 16S rRNA fragments. J Environ Sci (China) 20, 224–230 (2008).

34. Cai, X. et al. The response of epiphytic microbes to habitat and growth status of Potamogeton malaianus Miq. in Lake Taihu. 
Journal of basic microbiology. doi: 10.1002/jobm.201200220 (2013).

35. Li, H., Xing, P. & Wu, Q. L. Characterization of the bacterial community composition in a hypoxic zone induced by Microcystis 
blooms in Lake Taihu, China. FEMS microbiology ecology 79, 773–784, doi: 10.1111/j.1574-6941.2011.01262.x (2012).

36. Zhao, D. Y. et al. Submerged macrophytes modify bacterial community composition in sediments in a large, shallow, freshwater 
lake. Canadian journal of microbiology 59, 237–244, doi: 10.1139/cjm-2012-0554 (2013).

37. Wu, Y. et al. Heterogeneity of archaeal and bacterial ammonia-oxidizing communities in Lake Taihu, China. Environ Microbiol 
Rep 2, 569–576, doi: 10.1111/j.1758-2229.2010.00146.x (2010).

38. Jiang, Y., Shao, J., Wu, X., Xu, Y. & Li, R. Active and silent members in the mlr gene cluster of a microcystin-degrading bacterium 
isolated from Lake Taihu, China. FEMS Microbiol Lett 322, 108–114, doi: 10.1111/j.1574-6968.2011.02337.x (2011).

39. Chen, J. et al. Degradation of microcystin-LR and RR by a Stenotrophomonas sp. strain EMS isolated from Lake Taihu, China. 
Int J Mol Sci 11, 896–911, doi: 10.3390/ijms11030896 (2010).

40. Jiang, B. et al. Integrating next-generation sequencing and traditional tongue diagnosis to determine tongue coating microbiome. 
Sci Rep 2, 936, doi: 10.1038/srep00936 (2012).

41. Huber, J. A. et al. Microbial population structures in the deep marine biosphere. Science 318, 97–100, doi: 10.1126/science.1146689 
(2007).

42. Masella, A. P., Bartram, A. K., Truszkowski, J. M., Brown, D. G. & Neufeld, J. D. PANDAseq: paired-end assembler for illumina 
sequences. BMC bioinformatics 13, 31, doi: 10.1186/1471-2105-13-31 (2012).

43. Gordon, A. & Hannon, G. J. Fastx-toolkit. FASTQ/A short-reads preprocessing tools (unpublished), available at: http://hannonlab.
cshl.edu/fastx_toolkit. (2010). Date of access: 8/07/2013.

44. Andrews, S. FASTQC. A quality control tool for high throughput sequence data, available at: http://www.bioinformatics.
babraham.ac.uk/projects/fastqc (2010). Date of access: 8/07/2013.

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

46. Edgar, R. C. Search and clustering orders of magnitude faster than BLAST. Bioinformatics 26, 2460–2461, doi: 10.1093/
bioinformatics/btq461 (2010).



www.nature.com/scientificreports/

13Scientific RepoRts | 5:15488 | DOi: 10.1038/srep15488

47. 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, doi: 10.1038/ismej.2011.139 (2012).

48. Haas, B. J. et al. Chimeric 16S rRNA sequence formation and detection in Sanger and 454-pyrosequenced PCR amplicons. 
Genome Res 21, 494–504, doi: 10.1101/gr.112730.110 (2011).

49. Caporaso, J. G. et al. PyNAST: a flexible tool for aligning sequences to a template alignment. Bioinformatics 26, 266–267, doi: 
10.1093/bioinformatics/btp636 (2010).

50. Price, M. N., Dehal, P. S. & Arkin, A. P. FastTree 2—approximately maximum-likelihood trees for large alignments. PLoS ONE 
5, e9490, doi: 10.1371/journal.pone.0009490 (2010).

51. Faith, D. P. & Baker, A. M. Phylogenetic diversity (PD) and biodiversity conservation: some bioinformatics challenges. Evol 
Bioinform Online 2, 121–128 (2006).

52. Simpson, E. H. Measurement of diversity. Nature 163, 688 (1949).
53. Lozupone, C. & Knight, R. UniFrac: a new phylogenetic method for comparing microbial communities. Appl Environ Microbiol 

71, 8228–8235, doi: 10.1128/AEM.71.12.8228-8235.2005 (2005).
54. Jaccard, P. Comparative study of the distribution in the floral portion of the Alps and the Jur. Bulletin de la Societe Vaudoise des 

Sciences Naturelles (1901).
55. Vazquez-Baeza, Y., Pirrung, M., Gonzalez, A. & Knight, R. EMPeror: a tool for visualizing high-throughput microbial community 

data. Gigascience 2, 16, doi: 10.1186/2047-217X-2-16 (2013).
56. Rambaut, A. FigTree v1.4.0: Molecular evolution, phylogenetics and epidemiology, available at: http://tree.bio.ed.ac.uk/software/

figtree. (2012). Date of access: 11/10/2013.
57. Fierer, N. et al. Forensic identification using skin bacterial communities. Proc Natl Acad Sci USA 107, 6477–6481, doi: 10.1073/

pnas.1000162107 (2010).
58. Mantel, N. The detection of disease clustering and a generalized regression approach. Cancer Res 27, 209–220 (1967).
59. Faust, K. & Raes, J. Microbial interactions: from networks to models. Nature Reviews Microbiology 10, 538–550, doi: 10.1038/

Nrmicro2832 (2012).
60. Barberan, A., Bates, S. T., Casamayor, E. O. & Fierer, N. Using network analysis to explore co-occurrence patterns in soil 

microbial communities. Isme Journal 6, 343–351, doi: 10.1038/ismej.2011.119 (2012).
61. Zhou, J. et al. Functional molecular ecological networks. MBio 1, doi: 10.1128/mBio.00169-10 (2010).
62. Qin, J. et al. A human gut microbial gene catalogue established by metagenomic sequencing. Nature 464, 59–65, doi: 10.1038/

nature08821 (2010).
63. 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, doi: 10.1101/gr.104521.109 (2010).
64. Steele, J. A. et al. Marine bacterial, archaeal and protistan association networks reveal ecological linkages. ISME J 5, 1414–1425, 

doi: 10.1038/ismej.2011.24 (2011).
65. Cline, M. S. et al. Integration of biological networks and gene expression data using Cytoscape. Nat Protoc 2, 2366–2382, doi: 

10.1038/nprot.2007.324 (2007).
66. Bader, G. D. & Hogue, C. W. An automated method for finding molecular complexes in large protein interaction networks. BMC 

Bioinformatics 4, 2, doi: 10.1186/1471-2105-4-2 (2003).
67. Crump, B. C. et al. Circumpolar synchrony in big river bacterioplankton. Proc Natl Acad Sci USA 106, 21208–21212, doi: 

10.1073/pnas.0906149106 (2009).
68. Shade, A. et al. Interannual dynamics and phenology of bacterial communities in a eutrophic lake. Limnology and Oceanography 

52, 487–494 (2007).
69. Eiler, A., Heinrich, F. & Bertilsson, S. Coherent dynamics and association networks among lake bacterioplankton taxa. Isme 

Journal 6, 330–342, doi: 10.1038/ismej.2011.113 (2012).
70. Wu, Y. et al. Autotrophic growth of bacterial and archaeal ammonia oxidizers in freshwater sediment microcosms incubated at 

different temperatures. Appl Environ Microbiol 79, 3076–3084, doi: 10.1128/AEM.00061-13 (2013).
71. Urakawa, H., Tajima, Y., Numata, Y. & Tsuneda, S. Low temperature decreases the phylogenetic diversity of ammonia-oxidizing 

archaea and bacteria in aquarium biofiltration systems. Appl Environ Microbiol 74, 894–900, doi: 10.1128/AEM.01529-07 (2008).
72. Tourna, M. et al. Nitrososphaera viennensis, an ammonia oxidizing archaeon from soil. Proc Natl Acad Sci USA 108, 8420–8425, 

doi: 10.1073/pnas.1013488108 (2011).
73. Tourna, M., Freitag, T. E., Nicol, G. W. & Prosser, J. I. Growth, activity and temperature responses of ammonia-oxidizing archaea 

and bacteria in soil microcosms. Environ Microbiol 10, 1357–1364, doi: 10.1111/j.1462-2920.2007.01563.x (2008).
74. Crump, B. C. & Hobbie, J. E. Synchrony and seasonality in bacterioplankton communities of two temperate rivers. Limnology 

and Oceanography 50, 1718–1729 (2005).
75. Kent, A. D., Yannarell, A. C., Rusak, J. A., Triplett, E. W. & McMahon, K. D. Synchrony in aquatic microbial community 

dynamics. Isme Journal 1, 38–47, doi: 10.1038/Ismej.2007.6 (2007).
76. Tan, X. et al. Seasonal variation of Microcystis in Lake Taihu and its relationships with environmental factors. J Environ Sci-China 

21, 892–899, doi: 10.1016/S1001-0742(08)62359-1 (2009).
77. Hu, C. et al. Moderate Resolution Imaging Spectroradiometer (MODIS) observations of cyanobacteria blooms in Taihu Lake, 

China. J Geophys Res-Oceans 115, doi: 10.1029/2009jc005511 (2010).
78. Zhang, Y. C. et al. Temporal and spatial variability of chlorophyll a concentration in Lake Taihu using MODIS time-series data. 

Hydrobiologia 661, 235–250, doi: 10.1007/s10750-010-0528-9 (2011).
79. Zhang, Y. L. et al. Spatial-seasonal dynamics of chromophoric dissolved organic matter in Lake Taihu, a large eutrophic, shallow 

lake in China. Organic Geochemistry 42, 510–519, doi: 10.1016/j.orggeochem.2011.03.007 (2011).
80. Xu, S. et al. Seasonal variation of phytoplankton nutrient limitation in Lake Taihu, China: A monthly study from Year 2011 to 

2012. Ecotoxicol Environ Saf 94, 190–196, doi: 10.1016/j.ecoenv.2013.05.006 (2013).
81. Salcher, M. M., Neuenschwander, S. M., Posch, T. & Pernthaler, J. The ecology of pelagic freshwater methylotrophs assessed by 

a high-resolution monitoring and isolation campaign. ISME J. doi: 10.1038/ismej.2015.55 (2015).
82. Ghai, R., Mizuno, C. M., Picazo, A., Camacho, A. & Rodriguez-Valera, F. Key roles for freshwater Actinobacteria revealed by 

deep metagenomic sequencing. Mol Ecol 23, 6073–6090, doi: 10.1111/mec.12985 (2014).
83. Ghylin, T. W. et al. Comparative single-cell genomics reveals potential ecological niches for the freshwater acI Actinobacteria 

lineage. ISME J 8, 2503–2516, doi: 10.1038/ismej.2014.135 (2014).
84. Johnson, P. W. & Sieburth, J. M. Chroococcoid cyanobacteria in the sea: A ubiquitous and diverse phototrophic biomass1. 

Limnology and Oceanography 24, 928–935 (1979).
85. Berg, K. A. et al. High diversity of cultivable heterotrophic bacteria in association with cyanobacterial water blooms. ISME J 3, 

314–325, doi: 10.1038/ismej.2008.110 (2009).
86. Cai, H. Y., Yan, Z. S., Wang, A. J., Krumholz, L. R. & Jiang, H. L. Analysis of the Attached Microbial Community on Mucilaginous 

Cyanobacterial Aggregates in the Eutrophic Lake Taihu Reveals the Importance of Planctomycetes. Microb Ecol 66, 73–83, doi: 
10.1007/s00248-013-0224-1 (2013).



www.nature.com/scientificreports/

1 4Scientific RepoRts | 5:15488 | DOi: 10.1038/srep15488

Acknowledgements
This work is partially supported by the National Basic Research Program of China (2012CB316504 
and 2012CB316501) and TNLIST funding for basic research to XZ and ZL, and the Major Science and 
Technology Program for Water Pollution Control and Treatment (2013ZX07315-001-03) to YY.

Author Contributions
X.Z. and Z.L. initiated the project. J.L., J.Z., Z.L. and X.Z. designed the experiments. J.Z. and Y.F. collected 
the samples. L.L. conducted the sequencing experiment. J.L. conducted the data processing and data 
analysis, with the help of J.Z. and Y.Y. L.L. conducted the network construction. J.L. and X.Z. wrote the 
manuscript with the help of J.Z., Y.Y. and Z.L. All authors have approved the manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Li, J. et al. Annual periodicity in planktonic bacterial and archaeal community 
composition of eutrophic Lake Taihu. Sci. Rep. 5, 15488; doi: 10.1038/srep15488 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Annual periodicity in planktonic bacterial and archaeal community composition of eutrophic Lake Taihu
	Materials and Methods
	Sample Collection and 16S rRNA Gene Sequencing. 
	Data Preprocessing. 
	OTU Clustering and Taxonomy Assignment. 
	Microbial Diversity and Statistical Analysis. 
	Co-occurrence Network Analysis. 

	Results
	Sequencing data analyses and microbial community characterization. 
	Primer validation and experiment reproducibility. 
	Temporal and spatial variations of microbial diversity. 
	Bacterial community shift and season-specific genera. 
	Co-occurrence Network Module Variations. 

	Discussion
	Acknowledgements
	Author Contributions
	Figure 1.  Geographic location of 9 different sample sites in Lake Taihu.
	Figure 2.  Phylum-level microbial community profile and species richness of archaea and bacteria.
	Figure 3.  Difference of the bacterial community structure and β-diversity between samples with different PCR barcodes and sequencing platforms.
	Figure 4.  PCoA and UPGMA on bacterial community showing significant clustering correlated with temporal variations.
	Figure 5.  K-means clustering results identifying synchrony of different genera.
	Figure 6.  Temporal variations of co-occurrence network modules and relationship between them.
	Table 1.   Sampling sites and months in Lake Taihu.



 
    
       
          application/pdf
          
             
                Annual periodicity in planktonic bacterial and archaeal community composition of eutrophic Lake Taihu
            
         
          
             
                srep ,  (2015). doi:10.1038/srep15488
            
         
          
             
                Junfeng Li
                Junyi Zhang
                Liyang Liu
                Yucai Fan
                Lianshuo Li
                Yunfeng Yang
                Zuhong Lu
                Xuegong Zhang
            
         
          doi:10.1038/srep15488
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep15488
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep15488
            
         
      
       
          
          
          
             
                doi:10.1038/srep15488
            
         
          
             
                srep ,  (2015). doi:10.1038/srep15488
            
         
          
          
      
       
       
          True
      
   




