SUPPLEMENTARY DISCUSSION
Sequences were unevenly distributed among AM fungal lineages; 84% of all OTUs belonged
to the order Glomerales (93.6% of the sequences), 15% to the Diversisporales (6.4% of the
sequences), and 1.3% to the Archeosporales (< 0.01% of the sequences). The 20 most
frequently observed taxa accounted for 88% of all sequences. Across all samples,
Sclerocystis_VTX00126 was the most abundant OTU, representing 41% of the total number
of assigned sequences.
We used the copy number of DNA sequences as a measure of relative abundance of OTUs.
Although sequence abundance may reflect biases introduced through PCR and sequencing
protocols [1], the NS31-AM1 primer set has very low levels of PCR bias when used to
amplify artificial community templates of known composition [2], possibly due to the
consistent length (c. 1.5% variation) and GC content (c. 3% variation) of the amplified region
across different AM fungal taxa ([3] ; variation in amplicon length and GC content are known
to cause biases in PCR reactions [4], and may cause biases in the 454-sequencing process as
well [5]).
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