
Supplementary Methods  

Amplicon library construction and sequencing 

Sequencing libraries were created as described previously in Yergeau et al. (2015) based on a 

dual-indexed strategy following the “16S Metagenomic Sequencing Library preparation” Illumina 

guide (Part #15044223 Rev. B). Similar to qPCR analysis, for bacterial 16S rRNA gene the V3-

V4 hypervariable region was amplified using the universal primers 520F (5’-

AGCAGCCGCGGTAAT-3’) and 799R (5’-CAGGGTATCTAATCCTGTT-3’) (Edwards et al., 

2008), and for fungi the ITS1 region was amplified using ITS1F (5’-

CTTGGTCATTTAGAGGAAGTAA-3’) and 58A2R (5’-CTGCGTTCTTCATCGAT-3’) (Martin and 

Rygiewicz, 2005). Samples were pooled separately for fungi and bacteria and submitted for 2 × 

250 bp Illumina MiSeq sequencing at the McGill University and Genome Québec Innovation 

Centre (Montréal, Canada). Sequence data were analysed following procedures described in 

Tremblay et al. (2015). Briefly, raw reads were controlled for quality. The remaining high-quality 

reads and free of sequencing adapters artifacts were dereplicated at 100% identity and 

clustered/denoised at 99% (DNAclust v3) (PMID:21718538). Clusters of less than three reads 

were discarded, and the remaining clusters were scanned for chimeras using UCHIME, first in de 

novo mode then in reference mode (Edgar et al., 2011). The remaining clusters were clustered at 

97% identity (DNAclust v3) to produce OTUs. For 16S data types, taxonomy assignment of 

resulting OTUs was performed using the RDP classifier (Wang et al., 2007) with a modified 

Greengenes training set built from a concatenation of the Greengenes database v13_5 (DeSantis 

et al., 2006), and Silva eukaryotes 18S r128 (Quast et al., 2013). For ITS data, the taxonomic 

assignment was done with the RDP classifier using a training set generated from the Unite 

database (sh_refs_qiime_ver7_dynamic_20.11.2016) (Kõljalg et al., 2013). Raw data sets are 

available in the NCBI Sequence Read Archive (SRA) under the BioProject accession 

PRJNA526458. 
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