Figure S5: dbRDA of water microbiota

Figure S5 Legend: Distance-based redundancy analysis (dbRDA) plots of A) East Arm and B)
Shoal Bay water microbiota. The dbRDA visualizes the distance-based linear model which
associates the microbiota with abiotic factors (see Table 3). The base eigenvectors show the
direction and strength of the factors which most explained the variance of the microbiota.
The vectors labelled in colour indicate the two top drivers for each model (i.e. temperature
and NHs for A) and NO; and salinity for B)). The size of the half-bubbles in the top graphs are
proportional to the concentration of the corresponding factor in the samples. The bottom
graph shows the same dbRDA with samples labelled according to their site of collection. The
distinct cluster of the dry season 2014 microbiota in East Arm is shown in the bottom graph
of A) and was mainly associated with lower temperature, higher dissolved oxygen and
higher salinity. No such round-specific clustering was evident for Shoal Bay (B). The
corresponding unconstrained PCOs of A) and B) are shown in the Supplementary Figure S3.
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