	GeneDB or GenBank Accession Number
	% Amino Acid Coverage
	Known or Putative Function

	Tb10.v4.0053, Tb10.v4.0052
	61.40%
	microtubule-associated protein 2

	Q26695
	49.70%
	thioredoxin peroxidase

	P04106
	43.20%
	tubulin alpha chain

	Tb927.5.4190
	42.00%
	histone H4

	P04107
	41.90%
	tubulin beta chain

	P86934
	37.40%
	translation elongation factor eEF-1 alpha chain

	Tb927.6.4280, Tb927.6.4300
	34.30%
	glyceraldehyde 3-phosphate dehydrogenase, glycosomal

	Tb09.211.2150
	33.30%
	PABP2

	Tb11.01.1840
	29.10%
	mitochondrial ribosomal large subunit protein

	Tb927.4.1800, Tb927.4.1790
	26.30%
	ribosomal protein L3, mitochondrial

	Tb927.5.3110
	23.90%
	mitochondrial ribosomal large subunit protein

	Tb11.01.1215
	22.60%
	cyclophilin type peptidyl-prolyl cis-trans isomerase

	Tb927.5.2080
	21.80%
	inosine-5'-monophosphate dehydrogenase

	Tb10.389.0690
	18.40%
	mitochondrial carrier protein

	Tb927.3.1710
	14.60%
	hypothetical protein

	Tb927.5.1520
	11.60%
	heat shock protein HslVU, ATPase subunit HslU

	Tb927.6.2010
	11.50%
	NADH-ubiquinone oxidoreductase complex I subunit

	Tb11.01.2340
	11.10%
	mitochondrial ribosomal large subunit protein

	Tb10.70.1370
	11.00%
	fructose-bisphosphate aldolase, glycosomal

	Tb927.5.3980
	11.00%
	mitochondrial ribosomal large subunit protein

	Tb927.3.4300
	8.00%
	73 kDa paraflagellar rod protein

	Tb11.47.0004
	4.60%
	2-oxoglutarate dehydrogenase subunit

	P22225
	4.20%
	69 kDa paraflagellar rod protein


Supplementary Table 1: Likely contaminant proteins found in XRNE purification by mass spectrophotometry analysis as described in Materials and Methods
