Table S1: The probability of mitochondrial localization of selected Trimastix proteins as predicted by PSORT II [1], TargetP [2] and Multiloc2 [3] programs. 
	Protein
	PSORT II
	TargetP
	MultiLoc2

	aconitase
	ND
	0.194
	0.3

	HydE
	0.174
	0.767
	0.92

	HydF
	0.609
	0.708
	0.35

	H-protein
	0.348
	0.186
	0.33

	P1-protein
	0.174
	0.269
	0.2

	T-protein
	0.13
	0.305
	0.94

	SHMT
	0.87
	0.083
	0.42

	OTC
	0.522
	0.733
	0.84

	aMPP
	0.261
	0.170
	0.18

	Cpn60
	0.174
	0.167
	0.04
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