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Filter	#1	by	species
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Moniliophthora	perniciosa Schizophyllum	commune Auricularia	delicata Malassezia	globosa

Botrytis	cinerea Aspergillus	fumigatus Glarea	 lozoyensis
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Filter	#2	by	species
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Botrytis	cinerea Aspergillus	niger Glarea	 lozoyensis
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Correlation	 between	 filter	 replicates.	 Pearson	 Correlation	 =	0.9085
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