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Abstract : In order to understand the spatial distribution of picocyanobacterial diversity during the summer
in the northern East China Sea (ECS), their abundance and genetic diversity were investigated using flow
cytometry and barcoded amplicon pyrosequencing of 16S-23S internal transcribed spacer sequences.
Synechococcus abundance was high, with a range of 02x 10> to 1.8x 10> cells ml™. However,
Prochlorococcus were found only in the eastern part of the studied area, showing a marked variation among
stations [range of n.d. (not detected) to 3.3 x 10* cells ml™']. Eleven Synechococcus clades and five
Prochlorococcus ecotypes were found to have a proportion higher than 1% among picocyanobacterial
sequences, indicating high picocyanobacterial diversity in the ECS. The picocyanobacterial compositions
were markedly different among stations, as well as among depths. Inflow of the Tsushima Warm Current
and Changjiang diluted water was of primary importance in determining picocyanobacterial lineage
diversity in the studied area. In addition, light intensity and nutrient conditions also appeared to be important
in the vertical and horizontal distribution of picocyanobacterial diversity.
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Fig. 1. Map showing the sampling stations in this study.
The picocyanobacterial abundance and diversity
were studied at both surface and SCM depths (@)
or at only SCM depth (&)
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2 AAEI Flow cytometer(Beckman-Coulter EPICS
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Al5=3IA tHCampbell and Vaulot 1993; Monger and Landry
1993).
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Fig. 2. Neighbor-joining tree of ITS sequences showing phylogenetic relationships among each picocyanobacterial clade.
Numbers at the branching points represent bootstrap values. Scale bar, 0.1 nucleotide substitution per site
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