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‘ Sample re-suspension ‘
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‘ Bead beating — 1 min ‘

3 rounds
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‘ Incubation on ice — 5 min ‘
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‘ DNA extraction*
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NGS Library Preparation
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lllumina Sequencing
MiSeq Nano v2 kit: 2x 250 bp
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lllumina MiSeq (ITS1) raw reads

*Using the MP FastDNA Spin kit for Soil
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