	Organism
	Proteome coverage (%)
	Reference

	M. genitalium
	89
	[1]

	C. crescentus
	66
	This work

	L. interrogans
	64
	[2]

	D. radiodurans
	61
	[3]

	Synechocystis sp. PCC 6803
	53
	[4]

	R. sphaeroides
	39
	[5]

	S. aureus
	32
	[6]

	Y. pestis
	25
	[7]

	M. acetivorans
	24
	[8]

	D. vulgaris
	21
	[9]

	M. capsulatus
	18
	[10]

	S. oneidensis
	14
	[11]

	S. enterica
	7
	[12]


Table S1. Proteome coverage in bacterial species.
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