Benthic protists: the under-charted majority
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Supplemental Table S1	Additional information of the SRA database. The table includes all 167 distinct datasets used to build our custom subset of the SRA. We screened the complete archive for protist datasets of the eukaryotic 18S gene. After downloading the respective data, we removed all sequences shorter than 100 bp. The final customized SRA reference database consisted of 11 708 385 sequences. Information in the table was downloaded directly from NCBI’s SRA platform along with the respective sequences. 

Supplemental Fig. 2	Observed and estimated OTU richness calculated by abundance-based analyses. Additionally to incidence-based ICE analyses (Fig.1) we estimated OTU richness with the abundance-based CatchAll tool. In direct comparison ICE and CatchAll results show the same trends, though the estimated richness of the abundance-based analyses always exceeded the one of the incidence-based analyses. For each habitat the plot shows the amount of observed and estimated OTUs. The left, dark colored part of each bar shows the actually observed number of OTUs, the right, light colored part of each bar shows how many more OTUs were estimated to be in each dataset by extrapolation of the data. 

Supplemental Fig. S3 Normalized rarefaction curves of sampled habitats. Sequence data of all single sampling events were pooled with regard to the respective habitat. Each habitat rarefaction curve was normalized to 40 100 sequences, which equals the smallest total amount of sequences found in any of the three habitats. Depicted is the amount of SSU V4 rDNA sequences in relation to the amount of resulting OTUs into which the sequences were clustered. 

Supplemental Fig. S4 Community composition among phototrophic protist taxon groups. Represented are all phototrophic groups detected in BioMarKs. The upper bar shows the phototrophic OTUs exclusively found in the plankton, the middle bar the phototrophic OTUs present in both plankton and benthos and the lower bar the phototrophic OTUs exclusively found in the benthos. Dinoflagellates were not considered in the analyses.

Supplemental Fig. S5 Occurrence of each phototrophic protist taxon group in the sampled habitats. For each phototrophic taxon group, the bars indicate the fraction of OTUs which was found exclusively in the plankton, in both plankton and benthos and exclusively in the benthos. Dinoflagellates were not considered in these analyses.

Supplemental Fig. S6 Community composition across different taxonomic levels. The pie charts reflect the proportion of taxonomic groups of the total microbial eukaryote community in each habitat. The inner ring is equivalent to Fig. 4 and represents the taxonomical assignment into major protist groups (corresponding to the left part of the taxonomic legend). The outer ring represents the taxonomical assignment at the phylum level (corresponding to the right part of the taxonomic legend). Only phyla which contributed with at least 5% to the total community where considered with a specific color in the outer ring. Exact proportions are given in square brackets behind the taxonomical group names. 
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