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Figure 1. Bar plot showing the
relative abundance of top 20
phyla on MP materials and In

Consequences of the applied MP materials detected for the
bulk soil, e.g. Crenarchaeota, Acidobacteriota, Chloroflexi,
Myxococcota, Gemmatimonadota, Planctomycota and
Verrucomicrobiota enriched in MP treated soil samples

Most genera enriched on MP, e.g., Bacteroides, Nocardia,
Rhizobacter and TM7a lower abundant in the MP treated
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Statistical analysis was performed using Kruskal-Wallis and
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. Entotheonellaeota Verrucomicrobiota. Figure 3. Heat tree including genera = 1% of all reads in at

least one sample. The labelled tree in the middle shows the
taxonomic information (domain to genus) and is the key for the
unlabelled smaller trees. Smaller trees represent a comparison
between MP and soil in the columns and rows. Coloured taxa
are more abundant (based on log2-transformed ratio of
median proportions) in the samples indicated in the respective

MP- treated and untreated .
hulk Soil bulk soil samples compared to control soil column or row. Only significant changes (p < 0.05) are
’ . MP induces a new microbial habitat in soil coloured according to the legend. Statistical analysis was
nerformed using Wilcoxon Rank-Sum test with Benjamini-
lochberg correction for multiple comparisons.
g Correspondence Reference
C?mpa_ratlve Susanne Kublik Kublik S, Gschwendtner S, Magritsch T, Radl V, Rillig MC and Schloter M (2022),
M'Cmbfome SALRER susanne . kublik@helmholtz-muenchen.de Microplastics in soil induce a new microbial habitat, with consequences for bulk soil microbiomes.
Analysis  feiine +49 89 3187 2903 Front.Environ. Sci. 10:989267. doi: 10.3389/fenvs.2022.989267 .


mailto:susanne.kublik@helmholtz-muenchen.de

