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Supplementary information

Relative abundance of 25 water samples (downstream and upstream) and 4 biofilm samples.
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Figure SI.1: The 50 most abundant bacteria (phylum, genus) found with amplicon sequencing in
downstream (A-M) and upstream (01-13) water samples. The water samples were taken from
September 19, 2017 to October 13, 2017. The colour bar indicates percentage relative abundance in the

samples.
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Figure SI.2: The 20 most abundant bacteria (phylum, genus) found with amplicon sequencing in
biofilm samples (V-Z) listed alongside with downstream (A-M) and upstream (01-13) water
samples. V and Z were taken from the bottom part of the pipe and X and Y from the upper part of the
pipe. The colour bar indicates percentage relative abundance in the samples.



