Additional file 1: Table S1. Pure strains and primers used in this study. List of the pure strains and primers used in this study and their references.
	Pure strains
	Growth media
	Type of cell
	qPCR Primer sequences (5' - 3')
	Region
	Reference

	P. syringae
	LB 
	Gram negative
	Psyr_74f:
	GGGTACTTGTACCTGGTGGC
	16S rRNA
	this study

	B728a [1]
	
	Bacteria
	Psyr_152r:
	CGAGCGTTATCCCCCACTAC
	
	

	B. subtilis
	LB
	Gram positive,
	Bsub_1046f:
	CAGAGTGACAGGTGGTGCAT
	16S rRNA
	this study

	PY79-GFP [2]
	
	Bacteria
	Bsub_1532r:
	CACCTTCCGATACGGCTACC
	
	

	S. cerevisiae 
	YPD
	Unicellular fungi,
	Scer_1109f:
	GCCCCGTTGGAAATCCAGTA
	18S rRNA
	this study

	ATCC 201388 [3]
	
	Yeast
	Scer_1313r:
	GGCCCATTCGGGTCTTGTAA
	
	

	A. nidulans
	5YEG
	Multicellular
	Anid_112f:
	CCCCTCCAGAGTGAATACCT
	18S rRNA
	this study

	FGSC A1416 [4]
	
	filamentous fungi
	Anid_405r:
	CCGAAGTCGGGGTTTTTAGC
	
	

	
	
	Taxa
	HTS Primer sequences (5' - 3')
	Region
	Reference

	
	
	Bacteria
	16S_515fw
	GTGCCAGCMGCCGCGGTAA
	16S rRNA, V4
	[5]

	
	
	
	16S_806rv
	GGACTACHVGGGTWTCTAAT
	
	

	
	
	Fungi
	ITS1_18Sfw
	GTAAAAGTCGTAACAAGGTTTC
	ITS 1
	[6]

	
	
	
	ITS1_5.8Srv
	GTTCAAAGAYTCGATGATTCAC
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