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Supplementary Figure S1. Numbers of orders, families, and genera at best-identity cutoffs of 95%–100% (core CH12, before further filtration steps).

[image: ]
Supplementary Figure S2. Rarefaction curves of PCR replicates of core CH12. Shown are the numbers of OTUs as a function of the number of sequencing reads.
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Supplementary Figure S3. Saturation curves of number of OTUs per cumulative number of replicates in the sediment core of lake CH12. The age of each sample is indicated above the respective graph.
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Supplementary Figure S4. Cluster visualization based on Bray-Curtis distances of all OTUs (left), rare OTUs (< 50,000 reads; top right), and abundant OTUs (> 50,000 reads; bottom right). 
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Supplementary Figure S5. Cumulative proportions of mold genera (Aspergillus, Cladosporium, Mucor, and Penicillium) over time in the five sediment cores.
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