Supplementary Material

Table S1.LC-MS/MS analysis of the mitochondrial proteins identified by immunodetection with anti-Tob55/Sam50 and metaxin

antibodies; Nom. Mass, nominal protein mass; stage abbreviations: U, unicellular; A, aggregation; S, streams

No.| Protein | Stage AA sequence Score Nom. pl emPAl | Coverage| Accession number/
mass [%] Taxonomy
1 MDDDDIKIKF VNIKSENVFL IETYFKGFEK LPRRDWERGL EYIVGQMEND
51 HVVTKGDFEI DPQTNEITVI SKERGISFGV SANTDKTSST RFQLANPFGK
101 GGLVGFEFSA GLYKNNNGSV SYTDRFGNTL SLLKSSQDPV IKDRNFKIDE
Tob55/ 151 TTLSYSFQKN SNKFSIFAGD STVSVLNKNK NKEHLANTGL AFKTGISHIY gi|604.741.88
1. V) 603 44719 8,51 2,10 41,00 from D. discoideum
Sam50 201 SSNLRSKSIN RLFKIQNELA FPILSSCSFF KSNITYSLDF PLYEQLKFRG AX4
251 DFITGGIFNF SKDSMIPISE RFFNGRHYNF EGFVDSSLTE KGRSPYLGSS
301 FFFTFRTALL HKIKDNASVM AYHCIGNTVL PLDSNETTFK STALKLFSTN
351 SIRSSIGLGI SVDMGSADIE CSLVKPLFFN SQDELNNFAF GINIKI
1 MDDDDIKIKF VNIKSENVFL IETYFKGFEK LPRRDWERGL EYIVGQMEND
51 HVVTKGDFEI DPQTNEITVI SKERGISFGV SANTDKTSST RFQLANPFGK
101 GGLVGFEFSA GLYKNNNGSV SYTDRFGNTL SLLKSSQDPV IKDRNFKIDE
Tob55/ 151 TTLSYSFQKN SNKFSIFAGD STVSVLNKNK NKEHLANTGL AFKTGISHIY gi|604741§8
2. A 586 44 719 8,51 2,74 43 from D. discoideum
Sam50 201 SSNLRSKSIN RLFKIQNELA FPILSSCSFF KSNITYSLDF PLYEQLKEFRG AX4
251 DFITGGIFNF SKDSMIPISE RFFNGRHYNF EGFVDSSLTE KGRSPYLGSS
301 FFEFTFRTALL HKIKDNASVM AYHCIGNTVL PLDSNETTFK STALKLFSTN
351 SIRSSIGLGI SVDMGSADIE CSLVKPLFFN SQDELNNFAF GINIKI
1 MDDDDIKIKF VNIKSENVFL IETYFKGFEK LPRRDWERGL EYIVGQMEND
T0b55/ 51 HVVTKGDFEI DPQTNEITVI SKERGISFGV SANTDKTSST RFQLANPFGK g”604?41?8
3. S 914 44 719 8,51 4,99 55 from D. discoideum
Sam50 101 GGLVGFEFSA GLYKNNNGSV SYTDRFGNTL SLLKSSQDPV IKDRNFKIDE AXA
151 TTLSYSFQKN SNKFSIFAGD STVSVLNKNK NKEHLANTGL AFKTGISHIY
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Table S2. Examples of LC-MS/MS analysis of the TOB/SAM complex form proteins identified in this study: Tom40;

mitofilin/Mic60;Mdm10; Nom. Mass, nominal protein mass; stage abbreviations: U, unicellular; A, aggregation; S, streams

No. | Protein | Stage AA sequence Score | Nom. | pl | emPA | Cover Accession number/
mass I age Taxonomy
[%]
1 MEATADNNNN IDSQEQEIIG EPNFFQSFLV KNLPFYKSLP  YPGKAEDMIS
51 EVKGLVNDDI YEGAKVDVTF KISPFFETSH QLNVYTPNEN SRTPKYSNON
101 VYSKDSTLLY GKIDSERRLF GRFDQGFFNN SIRVSLTNMM DKSFKNNLAG
1. Tom40 U |[151 ELEFKLPFMN FCLKADTENQ RGFSFLTSIS KKLAIGYENS YLFNHSQSIK | 237 35 6.92 | 1.86 34 gi|6§81§277
921 from D. discoideum AX4
201 QIQFFVNNPL STWSLVVGNT AQIGSSYVYR QKNLHIGTDL  VMGISQEGKF
251 MSEYSFGVRY AFQQSLVKFR ADSHGSIFGS YDQMINSFTK LNLSGSLNYF
301 AQDYKFGLGL TFQK
1 MEATADNNNN IDSQEQEIIG EPNFFQSFLV KNLPFYKSLP  YPGKAEDMIS
51 EVKGLVNDDI YEGAKVDVTF KISPFFETSH QLNVYTPNEN  SRTPKYSNON
101 VYSKDSTLLY GKIDSERRLF GRFDQGFFNN SIRVSLTNMM DKSFKNNLAG )
2. Tom40 A 151 ELEFKLPFMN FCLKADTENQ RGFSFLTSIS KKLAIGYENS YLFNHSQSIK 367 93251 6.92 3.6 42 from gllsgi:)llgdz;;n AXA
201 QIQFFVNNPL STWSLVVGNT AQIGSSYVYR QKNLHIGTDL  VMGISQEGKF
251 MSEYSFGVRY AFQQSLVKFR ADSHGSIFGS YDQMINSFTK LNLSGSLNYF
301 AQDYKFGLGL TFQK
1 MEATADNNNN IDSQEQEIIG EPNFFQSFLV KNLPFYKSLP  YPGKAEDMIS
51 EVKGLVNDDI YEGAKVDVTF KISPFFETSH QLNVYTPNEN SRTPKYSNQON
101 VYSKDSTLLY GKIDSERRLF GRFDQGFFNN SIRVSLTNMM DKSFKNNLAG
3. Tom40 S 151 ELEFKLPFMN FCLKADTENQ RGFSFLTSIS KKLAIGYENS YLFNHSQSIK | 257 35 6.92 | 1.86 34 gi|6§81§277
921 from D. discoideum AX4
201 QIQFFVNNPL STWSLVVGNT AQIGSSYVYR QKNLHIGTDL  VMGISQEGKFE
251 MSEYSFGVRY AFQQSLVKFR ADSHGSIFGS YDQMINSFTK  LNLSGSLNYF
301 AQDYKFGLGL TFQK
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No. | Protein | Stage AA sequence Score | Nom. pl emPAl | Coverage Accession number/
mass [%] Taxonomy
1 MKDYLQIVAE EIHYPSFPGP YHELTKDAQI RIDFIEEVQT GISLSLDKKK
51 GGNNFSADCG LMPMFYRLEV GRDINDNQKL GAIIQPEKLE LNYNFSPSKL
101 LFGGILGGKS SRIGGDIYVG VPMTPQINFE KLVKKISTVG TITHETNKTS
1. | Mdm10 U 151 TEFKVSRIYM GDIDHRLAGL TFCYGLKPSL SLGFELYCKF IQGSGASIGG | 441 |35957 | 8.42 | 3.58 51 gi|6§81!:3917
201 ASLGARHRGR AMGIQYDLAG TCNIFGDLQL TSSIGIIPNR LSFSTRENLN from D. discoideum AX4
251 TSNIISNIQF GTRINGNPII GNHEIPICLK LRTDTNFENA IALDIDTPFT
301 SISIGCFGKK LDLFKNYGIN FSF
1 MKDYLQIVAE EIHYPSFPGP YHELTKDAQI RIDFIEEVQT GISLSLDKKK
51 GGNNFSADCG LMPMFYRLEV GRDINDNQKL GAIIQPEKLE LNYNFSPSKL
101 LFGGILGGKS SRIGGDIYVG VPMTPQINFE KLVKKISTVG TITHETNKTS
2. | Mdm10 A 151 TEFKVSRIYM GDIDHRLAGL TFCYGLKPSL SLGFELYCKF TIQGSGASIGG | 120 | 35957 | 8.42 | 0.42 14 gi|6.681_5917
201 ASLGARHRGR AMGIQYDLAG TCNIFGDLQL TSSIGIIPNR LSFSTRENLN from D. discoideum AX4
251 TSNIISNIQF GTRINGNPII GNHEIPICLK LRTDTNFENA IALDIDTPFT
301 SISIGCFGKK LDLFKNYGIN FSF
1 MKDYLQIVAE EIHYPSFPGP YHELTKDAQI RIDFIEEVQT GISLSLDKKK
51 GGNNFSADCG LMPMFYRLEV GRDINDNQKL GAIIQPEKLE LNYNFSPSKL
101 LFGGILGGKS SRIGGDIYVG VPMTPQINFE KLVKKISTVG TITHETNKTS
3. | Mdm10 S 151 TEFKVSRIYM GDIDHRLAGL TFCYGLKPSL SLGFELYCKF TIQGSGASIGG | 52 |35957 | 8.42 | 0.26 8 gi|6§81_5917
201 ASLGARHRGR AMGIQYDLAG TCNIFGDLQL TSSIGIIPNR LSFSTRENLN from D. discoideum AX4
251 TSNIISNIQF GTRINGNPII GNHEIPICLK LRTDTNFENA IALDIDTPFT
301 SISIGCFGKK LDLFKNYGIN FSF




Figure S1. Alignment of mitofilin/Mic60 identified in this study; results were generated by the Pfam model.
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