S2 Table. File formats of M-models
	Format
	Description
	Conversion tool
	Reference

	JSON
	Plain text format data structure
	COBRApy
COBREXA.jl
	(1,2)
	mat
	Matlab variable data structure
	COBRA Toolbox

Systems Biology Format Converter (SBFC)

COBREXA.jl
	(1,3)
	sbml
	Representation format based on XML
	COBRApy
COBREXA.jl
KEGGtranslator
COBRA Toolbox
	(4–6)
	yaml
	Human readable markup language
	Raven 2.0 / Cobrapy
	(7)
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