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Table S1 Results of mantel test showing the correlations of associated (AB) and whole water (WWB) bacterial
communities with each environmental factor. The variations in bacterial communities were expressed using
phylogenetic (BMNTD) and non-phylogenetic (bray-cutis) distances. Only the significant values are exhibited in
the table (p < 0.05).
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Figure S1 Picophytoplankton groups identified by flow cytometry. (a) Cytogram showing the 3 pm
SPHERO Standard beads for size control. (b) Cytogram of Chl a fluorescence vs. forward scatter (FSC).
(b) Cytogram of PC fluorescence vs Chl a fluorescence. The PPEs group was sorted for subsequent

molecular analyses.
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Figure S2 Principal co-ordinate analysis (PCoA) plots showing the seasonal community variations of
associated bacteria (AB, upper panel) and whole water bacteria (WWB, lower panel) based on phylogenetic

(left panel) and taxonomic (right panel) distances.
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Figure S3 The phylogenetic (left) and taxonomic (right) dissimilarities within the associated bacteria (AB)
and whole water bacteria (WWB) communities (P < 0.01, t-test).
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Figure S4 The bacterial orders significantly changed between the communities of associated bacteria and
whole water bacteria (Welch’s t-test, P < 0.01)
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Figure S5 The bacterial genera significantly changed between the communities of associated bacteria and
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whole water bacteria (Welch’s t-test, P < 0.05)
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Figure S6 The KEGG pathway significantly depleted in the associated bacterial communities of photo-

synthetic picoeukaryotes (Welch’s t-test, P < 0.05).
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