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Figure S1: Taxonomic composition of bacterial community. Taxonomic profiles were derived from read abundance obtained through Illumina MiSeq sequencing of bacterial 16S rRNA genes from DNA extracted from passive samplers and in situ groundwater under (a) oxic and (b) anoxic conditions. Passive sampler material were collected at four time points with three replicates per condition (n = 24). In situ groundwater samples were collected at eight time points under oxic conditions and ten time points under anoxic conditions. The figure displays the 12 most abundant bacterial phyla; less abundant phyla are grouped under the category “others.”
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Figure S2: (A) Community composition of the rock-attached and groundwater microbes based on metagenomic reads obtained from 10 samples each of bioreactor experiment and passive samplers exposed to oxic (well H41) and anoxic (well H52) groundwater of Hainich CZE. (B) quality of dereplicated MAGs obtained. Only medium- and high-quality MAGs from rock-attached (orange) and planktonic (blue) microbial communities were included in the analysis, with each black dot in the figure representing the contamination level of the corresponding MAG.
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Figure S3: Genome size differences between attached and planktonic phyla with more than 10 MAGs. The data was derived from checkM analysis and genome size of each MAG was corrected for completeness and contamination. Statistical significance is denoted as not significant (NS) for p > 0.05, * for p ≤ 0.05, and *** for p ≤ 0.001
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