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Figure S8: Dendrogram and cluster analysis of bacterial OTUs at 95% similarity level. The OTUs are ordered from top to bottom according to
their (1) affiliation to clusters of co-occurring OTUs and their (2) relative abundance. Only OTUs with an abundance >5 in minimal 3 samples
are included. Color key of the heatmap is scaled within each OTU to the mean relative abundance.



