Table 1 - Experimentally confirmed Toxoplasma mitochondrial proteins. The table consists of proteins for which there is experimental support for mitochondrial
localization, either from microscopy of tagging proteins or from co-IP with known mitochondrial partners. *Mitochondrial sub-compartment is predicted according to the

location of homologs in other studied organisms. **matrix location is predicted due to the method of identification (matrix proximity tagging).

Name Paper Gene I]? or p(lzlllalsrgfl?t); :) ¢ MitoProF Expe.cted
accession mito import cleavage site location*
HSP28 PMID: 16339717 AY650281.2 0.1143 NP matrix
COX2A PMID: 29043530 AAO27883 0.1817 19 ™M
COX2B PMID: 29043530 AAQO27882 0.7209 26 ™M
ClpB PMID: 29156781 TGME49_268650 0.9284 64 matrix
TgPRELID PMID: 28168222 TGGT1_254250 0.2139 NP IMS
HSP60 PMID: 11163440 AF116462 0.9299 23 matrix
GAD PMID: 23159057 TGME49_280700 0.791 35 matrix
SODB2 PMID:14576360 AY176062 0.2666 40 matrix
MutS PMID:19291232 TGME49_218840 0.0044 NP matrix
Sam50 PMID: 26381927 TGME49_205570 0.1246 NP OM
MAFI PMID: 24781109 TGGT1_220950 0.0285 NP
TgMys PMID: 28202940 TGME49_215430 0.5146 29 OM
RImN PMID: 27991712 TGME49_209790 0.0241 NP TA
Elp3 PMID: 23878194 TGME49_305480 0.0054 NP TA
FiS1 PMID: 27991712 TGME49_263323 0.0177 NP TA
TgPyC PMID: 28726641 TGGT1_284190 0.2579 NP matrix
TgPEPCKmt PMID: 28726641 TGGT1_289650 0.969 27 matrix
TgPSD1mt PMID: 24429285 DQ450198 0.9847 97 matrix
TgFPPS PMID: 17724033 AY196327 0.9761 150 matrix
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*according to location of homologs in other studied organisms.

**matrix location is predicted due to the method of identification.



