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Figure captions:

Figure S1. Hierarchical cluster analysis (a) and principal coordinate analysis (b) based
on Euclidean distances for chemical properties of biomixtures consisting of soil, wet
olive cake or alperujo and barley straw (SAS), soil, vermicompost and barley straw
(SVS) and soil, peat and barley straw (SPS).

Figure S2. Rarefaction curves of species richness, subsampling from 250 to 10000
reads for duplicate SAS, SVS and SPS biomixtures, before contamination (BC) and at
10 and 84 days after the addition of PPCPs.

Figure S3. Relative abundance of the most dominant phyla (>1% in any sample) in
samples of biomixtures (SAS), (SVS) and (SPS) before contamination (BC) and at 10
and 84 days after the addition of PPCPs. Filled circles indicate samples before
contamination (BC), filled squares indicate T=10 days and filled triangles T=84 days

after PPCP contamination

Figure S4. Principal coordinate analyses (PCoA) of the bacterial community structure
in the biomixtures based on Bray-Curtis distances. Circles indicate samples before
contamination and open squares at 10 and open diamonds at 84 days after the addition
of PPCPs.

Figure S5. Relative abundance (%) of the most dominant bacterial classes (>1% in any
sample) in the SAS, SVS and SPS biomixtures before contamination (BC) and at 10
and 84 days after the addition of the PPCPs.

Figure S6. Non-metric multidimensional scaling (NMDS) of the bacterial community at
genus level in samples of contaminated biomixtures (SAS), (SVS) and (SPS)

constrained by the most dominant genera.
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