Bioinformatics analyses

Sequences were first demultiplexed according to their multiplex identifier (MID) using the sffinfo command of Mothur v.1.22.2 (Schloss et al. 2009), allowing one mismatch per MID. Fasta and quality files were converted into fastq file using faqual2fastq.py script of Usearch v7.0.1001 (Edgar, 2013). All sequences were then labelled with sample name and pooled together. 
The raw sequences were filtered and trimmed using the fastq_filter command of Usearch with the option fastq_truncqual 10, such as sequences are truncated at the first position having a quality score <= 10. Sequences from forward and reverse primers were sorted according to their primer sequences using the trim.seqs and split.groups commands of Mothur, allowing two mismatches. Sequences from reverse primers were then convert into their reverse complements.
Trimmed sequences were then dereplicated to remove duplicated sequences using derep_fulllength command of Usearch. Dereplicated sequences were then sorted by decreasing abundance and singletons are discarded using sortbysize command of Usearch.
Operational taxonomic units (OTUs) were generated from abundance-sorted sequences using the cluster_otus command of Usearch for 99%, 98%, 97%, 96%, 95% and 90% similarity thresholds. For each similarity threshold considered, trimmed sequences (including singletons) are mapped against the OTU representative sequences using usearch_global of Usearch. Based on these mapping results, matrices containing the sequence abundances of different OTUs in each soil sample were generated using uc2otutab.py script of Usearch. 
To make comparable samples with different number of sequences, matrices were subsampled with a same number of sequences (n=500) for each soil sample using the sub.sample command of Mothur. This number of sequences was determined to conserve a minimum of three independent replicates for each treatment considered in the study. 
[bookmark: _GoBack]Taxonomic assignation was determined for each OTU representative sequences using the Basic Local Alignment Search Tool (BLAST) algorithm v 2.2.23 (Altschul et al. 1990) against the NCBI GenBank database (Benson et al. 2013). All assignations were determined using an e-value cut-off of 1e-5.
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