SUPPLEMENTAL METHODS

DNA Isolation
Each sample collection swab was placed in 300 µl of Yeast Cell Lysis Solution (Epicentre
MasterPure Yeast DNA Purification kit) and 0.5 µl of ReadyLyse Lysozyme solution (Epicentre)
was added before incubation for 1 hour at 37°C with shaking. Samples were then processed with
bead beating for 10 minutes at maximum speed on a vortex mixer with 0.5 mm glass beads
(MoBio), followed by a 30 minute incubation at 65°C with shaking. Subsequent steps were
performed as previously described1.

16S rRNA Library Preparation
Amplification of 16S rRNA genes followed previously published protocols2.

16S rRNA Sequence Processing and Analyses
FASTQ files were generated from raw BCL files using ‘configureBclToFastq.pl’ (Illumina Inc.)
and paired-ends were assembled using the PANDAseq Assembler3. QIIME 1.6.04 was used for
the initial stages of sequence analysis: potential sequencing artifacts outside of the 248-255 base
pair length window were removed, sequences were clustered into OTUs (operational taxonomic
units, a proxy for ‘species’) using the UCLUST method5 at 97% sequence similarity, sequences
were taxonomically classified using the RDP classifier6 at a confidence threshold of 0.8,
unclassified sequences and sequences derived from plastids were removed, samples with less
than 2500 sequences were removed from the data set, each 16S amplicon pool was subsampled
at an even depth of 2500 sequences for downstream processing, alpha diversity metrics (Faith’s
Phylogenetic Diversity index7 and observed species-level OTUs) and a beta diversity metric
(Bray-Curtis index) were calculated for each sample.
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