
Supplementary Figure 1: Sequence Alignment of Mgm1 Proteins 

                                       Mitochondrial Signal Sequence         MPP cleavage 

                   xxxxxx          xxxx                 
ctMgm1  MSAQLRAAAA ITPAAR---- -----RVISG PAAVRRFHHY HHLPTGGIQR VEIAARGLRR SVQFPALANA  61    

atMgm1  MSGRILSHR- ---LVP---- -----LLRTG NL-A-RHMHN AGARTGGLLR ADGGAALRGR SW--PVGANA  53    

ciMgm1  MSGRLLSRS- ---SAL---- -----LSRRS ALAARRLHHA GGIQSGGLLR TQGNGYYLRA RLPSVIRQNW  57    

kmMgm1  ---------- ---------- ---------- ---------- ---------- ---------- ----------  1     

scMgm1  ---MNASPVR LLILRRQLAT HPAILYSSPY IKSPLVHLHS R--------- -----MSNVH RS---AHANA  50    

caMgm1  ---------- ---------- -------MIY RNGGRLLTHG RHIPLQSF-- -----ALLRT AR---VHTQL  33    

psMgm1  ---------- ---------- ---------- ---------- ---------- ---------- ----------  1     

cjMgm1  MSRVGPLRRH AGPLRCQVGL NVKMSLTRAY TRHHRFLSN- -------T-- -----SLLMS SN---AKQMV  52    

ppMgm1  ---MLPRSRH MVPMMR---- -------RT- -------FG- -------V-- -----RLIQH QI---PKKQI  30    

 

                                     Start L-Mgm1   
                     |  

ctMgm1  YHNNAVIVRN ASFTRLLPKL ALKFIRVPAL FGGMMLGAVG WVQYQAIKVS NSAQEFYGNI KATVADTAFS  131   

atMgm1  -IHNVPAVRA ISFSRMLPKL ALKLVRVPAM LGGATVAGLA YFQYQATQAG NYAMDVLRRA GETAGGAAST  122   

ciMgm1  -IHNVPAVRT ISFARIIPKL AMKLVRVPAM FGGAMIAGLA YLQYQASQAG NYVIDFFKSA GETAGGIASS  126   

kmMgm1  ---------- ---------M IGKVIRIPAY IGGGAAALGS YVAYKVNEAG SFTGEQLSKF KDFTGDMRER  51    

scMgm1  -LSFVI--TR RSI-SHFPKI ISKIIRLPIY VGGGMAAAGS YIAYKMEEAS SFTKDKLDRI KDLGESMKEK  116   

caMgm1  -K-YIPTYTP TRN-LGFFKI VTRVVKMPAY VGGAMAAGGS YVAYKVEQAS SFTQDKLSAL KDISEGFFDK  100   

psMgm1  ---------- MRH-IGFIKI LAKTTRIPAY VGGTLAAGGS YVAYKVEQAS TYTQDQLSSI KDFTQGVFDT  59    

cjMgm1  -LPMGLKSRS FSF-SAIPKI VAKSVKVPAY LGGGIAAAGS YIAYKVEEAS NYTQDKLGQL KDLGNSAYDK  120   

ppMgm1  -QFGLIKTRP FSI-YSFGKF AGRVVKAPAA VGGGLAAAGS YVAYKVEQAS SYTKDQVDRA KDLAGGLYDN  98    

 

ctMgm1  VWSSAVDIAE QTKRGWENTK NQFEIPEWLD RIMKGEGLAG EGSGSGEGGP NGGPEPPRQS RAGAATVAGA  201   

atMgm1  LFSEIQGVAE QTQRGWQKTT EDIEVPEWLQ KILRMDEAAQ SGGGGSS--- -GGGQQPNES RVGASTAAGA  188   

ciMgm1  AIQGIQGVAE QTQRGWERTT EGIELPEWAQ KILRLEEHAE KNGGGSGSDG AGGSGGPKKS RIGAAGVAGA  196   

kmMgm1  ---------- ---------- ----LGDWLQ ----KDGQSG DGGNN----- ------SNNN GSDTVA----  78    

scMgm1  ---------- ---------- ----FNKMFS ----GDKSQD GGHGN----- ---------- -DGTVP----  138   

caMgm1  ---------- ---------- ----TGDFFK ----GLGTTD GS--G----S NGGQQGGGDN GGGATA-AGA  135   

psMgm1  ---------- ---------- ----AGDFFK ----GMGGKS SESGG----S SGGSGSPGGS NDTTTA-VGA  96    

cjMgm1  ---------- ---------- ----ASEFLN ----GLEFGS QGDGS----G S-GSSGNGGG GGDSTA-ALG  156   

ppMgm1  ---------- ---------- ----ISGFFG ----KFG--G ----N----G S-EGVPPDGN GSNAAA-LGG  128   

 

 

             Start S-Mgm1        

          |                                                                      
ctMgm1  S-ATVYGYGA SDN------- ---------- -------DDR -TPEEIMRDD NMMFITKKMI EIRNLLQKVG  245   

atMgm1  AAGSVLGYEQ SDE------- ---------- -------EDQ RLKRDMAEND QMMLLTRKMI EIRNILQTVG  234   

ciMgm1  TTGSALGYDS TDD------- ---------- -------EVA EGR--RAVDE QMMTLTRKMI EIRNMLQRIG  240   

kmMgm1  -AATLLASMS DDESDEDKKT KEG-E--DDD EDDEDEEDDE NDETEDNTQD EMLNLTKQMI EIRSILNKVD  144   

scMgm1  -TATLIAATS LDDDE-SKRQ GDP-K--DDD DEDDDD-EDD ENDSVDTTQD EMLNLTKQMI EIRTILNKVD  202   

caMgm1  -AAAAVGFTS DEGEST--TA ESDLEEDDDE ETLIE-DDDE EDFENDETDD HMLNLTRQMI EIRNLLTNIN  201   

psMgm1  -TAAALGLTS EDENESEDDE NDDLAQDEDE ETLYNDYDDD DDLENDETSN EMLNLTRQMI EIRNLLASID  165   

cjMgm1  -TAAAIAAKL DEEEEEREK- --LIEQED-- ---------D EEEEEDTTDD QMMNLTRQMI EIRSLLQEID  211   

ppMgm1  -TAAAVGFKS DDDEDEETL- --YLDEDE-- ------DEEE EEEDSETMDD EMLNLTRQMI EIRSILQSID  186   

 

 

 

 

 

                                                                                     

ctMgm1  QG-STVTLPS IVVIGSQSSG KSSVLEAIVG HEFLPKGSNM ITRRPIELTL VNDPEAKVDY GEFPDLGLAR  314   

atMgm1  QS-NTLTLPS IVVIGSQSSG KSSVLEAIVG HEFLPKGSNM VTRRPIELTL VNTPNGQAEY GEFPALGLGK  303   

ciMgm1  QS-NSLTLPS IVVIGSQSSG KSSVLEAIVG HEFLPKGLNM VTRRPIELTL INTPNSQAEY GEFPALGLGK  309   

kmMgm1  SSSANLTLPS IVVIGSQSSG KSSVLESIVG KDFLPKGSNM VTRRPIELTL VNTPNSQEIT ADFPSLRIYN  214   

scMgm1  SSSAHLTLPS IVVIGSQSSG KSSVLESIVG REFLPKGSNM VTRRPIELTL VNTPNSNNVT ADFPSMRLYN  272   

caMgm1  H--DGIRLPS IVVIGSQSSG KSSVLECIVG QEFLPKGSNM VTRRPIELTL VNTPEAAANV AEFPALKMFN  269   

psMgm1  H--DGLRLPS IVVIGSQSSG KSSVLEAIVG QEFLPKGSNM VTRRPIELTL INTPEAAADV AEFPALKMHN  233   

cjMgm1  RSSETLKLPS IVVVGSQSSG KSSVLEAIVG QEFLPKGSNM VTRRPIELTL VNTPNTAAET ADFPALKMYN  281   

ppMgm1  PNDNTLKLPS IVVIGSQSSG KSSVLEAVVG REFLPKGSNM VTRRPIELTL VNSPDLAAEV AEFPALRMNN  256  

                                S224A             T244A 
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ctMgm1  VTDFSLIQKT LTELNQSVPE SECVTDDPIR LTIHSPNIPD LSLIDLPGYI QVAGENQPRE LKRKITELCD  384   

atMgm1  ITDFSQIQRT LTDLNLAVPE KDCVSDDPIQ LSIYSPNVPD LSLIDLPGYI QVAGHDQPAE LKQKISDLCD  373   

ciMgm1  ITDFSLIQRT LTELNLAVPE KDCVADDPIQ LSIYSPHVPD LSLIDLPGYI QVAGRDQPAE LKQKISDLCD  379   

kmMgm1  LKDFKEVKRL LMEMNMAVPS TEAVSDDPIQ LTIKSATVPD LSLVDLPGYI QVEAVDQPLE LKSKIRQLCD  284   

scMgm1  IKDFKEVKRM LMELNMAVPT SEAVSEEPIQ LTIKSSRVPD LSLVDLPGYI QVEAADQPIE LKTKIRDLCE  342   

caMgm1  LTDFDQVQKI LYDLNMAVPA SECISNDPIQ VTIRSPRVPD LSLVDLPGYI QVEAADQPTE LKNKIRELCN  339   

psMgm1  LTDFEQVQKI LLDLNLAVPE KDCISSDPIQ ITIRSPRVPD LSLVDLPGYI QVEAADQPLE LKQKIRKLCD  303   

cjMgm1  LTDFSEVQKI LFDLNMAVPA SDAISNDPIQ LTIRSPSIPD LSLVDLPGYI QVEAADQPPV LKQKIKELCD  351   

ppMgm1  LTDFEQVQKI LYDLNLAVPI TEAISNDPIQ LTIRSPRVPD LSLVDLPGYI QVEAADQPTE LKRKIRQLCD  326   

                                              S307F  
                      

       

                                                                           

 

 

                                                         

ctMgm1  KYIRGPNIIL AISAADTDLA NSTALQASRR VDPRGERTIG VITKMDLVEP EKGAAILSDR QYPLKLGYVG  454   

atMgm1  KYIQAPNVIL AISAADVDLA NSTALRASRR VDPRGERTIG VITKMDLVDP DRGYSILSDK KYPLRLGYVG  443   

ciMgm1  KYIQGPNIIL AISAADVDLA NSTALRASRR VDPRGERTIG VVTKMDLVDP DRGASILSDK KYPLRLGYVG  449   

kmMgm1  KYLEDPNIIL AISAADVDLA NSAALRASKV ADPQGLRTIG VITKLDLVDA KTARAILNNK KYPLKMGYVG  354   

scMgm1  KYLTAPNIIL AISAADVDLA NSSALKASKA ADPKGLRTIG VITKLDLVDP EKARSILNNK KYPLSMGYVG  412   

caMgm1  RYLEPPNVIL AISAADVDLA NSAALRASRL ADPRGERTIG VVTKLDLVDP EVARKILLNK KYPLRLGYVG  409   

psMgm1  RYLEAPNIIL AISAADVDLA NSSALRASRT ADPRGERTIG VVTKIDLVDP ERATKILTNK KYPLRMGYVG  373   

cjMgm1  RYLESPNVIL AISSADVDLA NSAALRASKI ADPKGERTIG VITKLDLVEP KVARDILLNK KYPLKMGYVG  421   

ppMgm1  KYLEEPNIIL AISAADVDLA NSTALRASRQ MDPKGERTIG VVTKLDLVDG AEARGILTNR KYPLKMGYVG  396   

                                                                            G408D    
       

 

 

ctMgm1  VISKLPPQSG ---------- -------LFR RDTGN----- ------LLAS INRNEKNYFG SHPTEFGPDS  496   

atMgm1  VVSRIPQTTA ---------- -------LFS RGSGN----- ------ITSA ILRNENAYFS AHPSEFGPQS  485   

ciMgm1  IISRIPPTSG ---------- -------LFS RGSGN----- ------LTNA IVKNENTYFG NHPQQFGPGA  491   

kmMgm1  VITKSPQSNT VHR--LFDNK --SSGNGFFS KK-------G DQAETLAITQ TKQFERSFFK EHKKDF---S  410   

scMgm1  VITKTPSSIN RKHLGLFGEA PSSSLSGIFS KGQHGQSSGE ENTNGLKQIV SHQFEKAYFK ENKKYF---T  479   

caMgm1  VITKAPAAKT ---------- ---GAGGLFS RKQIS----- ---GYQAFVA QQNFEHTFLK ENKEAF---F  455   

psMgm1  VITKAPPTSK ---------- ---GGSGLFS RKAIS----- ---GYQAYVA QQNFEHSYLK ENKEDF---Y  419   

cjMgm1  VITRAPKKSL ---------- --------F- -RSAS----- ---SHDAFVA QQNFEYTFLK EHKPEF---A  460   

ppMgm1  VVTKVPQTSI ---------- --------F- -KKKT----- ---GYQAFIA QQNFESTFLK DNKDEF---A  435   

 

 

 

                                                  T  TTT T 1 1   1  11   1  11  1 
ctMgm1  GVSTGVMTLR KKLLQVLEQQ MSSKLNETTE AIQRELEETT YQFKVQYNEQ PMSAESYLAA SLDDFKHQFH  566   

atMgm1  GVSVGVNTLR DKLMHVLEQT MASSLAGTRD AISQELEEAT YEFKVQYNDR PLSAESYLAE SLDSFKHSFK  555   

ciMgm1  EVLVGTTTLR KKLMRVLEQT MAANLASTRD AVSQELEEAT YEFKVQYNDR PLSAESYLAE SLDSFKHSFK  561   

kmMgm1  TCQVGTKKLR EKLIKILEVS MSNALEPTSR LIQQELDDTA YLFKVEFNDR QLTPKSYLLN NVDVLKVAIK  480   

scMgm1  NCQVSTKKLR EKLIKILEIS MSNALEPTST LIQQELDDTS YLFKVEFNDR HLTPKSYLLN NIDVLKLGIK  549   

caMgm1  GCTVGTRNLK KKLMKVLEKT MAASLRPTHL AIQQELEETS YQFKVEFNDR PLTPEMYLAN NIDVLKLGTK  525   

psMgm1  GTTTGTRNLK KKLMKVLEKS MAASLAPTHL AIQQDLEETS YQFKVEFNDR PLTPEMYLAN NIDMLKLATK  489   

cjMgm1  ECSTSTRTLK KKLIKVLERT MSMSLAPTAQ LVQQELDETA YKFKVEFNDR QLTPKTYLAE NVDALKLSVK  530   

ppMgm1  GTSVGTRTLK KRLMRVLERS MALSLKPTYD RVQQELEEAS YKFKVEFNDR SLTPETYIAS SIDTLKGAVK  505   

                                                                        K566A        

 

                                                                                                                                        
 

 

               2                  T 

ctMgm1  EFASSFGRPQ LQTLLKDALD QKVLDQLAAR YWNRPIEDLS PAPR--EP-- DNIIDL--PK ADPDSPYWHR  630   

atMgm1  AFAESFGRPQ VREMLKHELD QRVMDILAQR YWNKPVEDLT PPMV--EP-- DPLSDL--PK ADADSQYWRR  619   

ciMgm1  EFTESFGRPQ VRELLKAHLD QRVMDILAQR YWNRPIDDLS PPLP--DP-- DPLTDL--PK ADPESLYWHR  625   

kmMgm1  EFQEKFSRND LKSILKADLD QKVLDLLAVR YWKDLNLS-- ---------- -ELSNTRDEI DESSALYWHR  537   

scMgm1  EFQEKFHRNE LKSILRAELD QKVLDVLATR YWKDDNLQ-- ---------- -DLSSSKLES -DTDMLYWHK  605   

caMgm1  DLSHSFSRNE LKSILKSALD QKVLDLMAER YWNKPFELKN N---TFEPDL RELTQI---- NIDNDIYWHK  588   

psMgm1  DLSHEFSRRE LKSLLKNELD QKVLDLLAER YWNKPFNLKQ NQNALVEPNL KELSQI---T NIDDDIYWHK  556   

cjMgm1  NFNEHFGRSE LKSILRSELD QKVLDLLATR YWNKSSDTPS DTRI----LI DNLSQL--SD MKTEDPYWAK  594   

ppMgm1  EFSERFGRNE IKSVLKNELD QKVLDLLASK YWNKPHDQSR EIDL------ -DLRDI--VN ASPTDVYWHR  566    
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                   T T  T                                               1      T  T2 

ctMgm1  QLDTACSGLT RLGVGRLAAT VAASAIQQHV EKLLDKSSFA KHPSARKVIS DAAATVLADR SYATSDGIEI  700   

atMgm1  KLDASTSALT KLGIGRLATT VVANAIQSHV DRLLANSTFA THPYAQKQIE DAYTSILNDR FFSTSDQVEN  689   

ciMgm1  KLDASSSALT KLGIGRLATT VVANALQNRV DDLIACSTFA SHPYAQKAIG DATTSILNDR FFSTSDQVEN  695   

kmMgm1  KLELAQSSLT KIGVGRLSTS LVTNAIIQEL TNILNQSQLR NHDLIKELVT NTAVNVLNSK YYSTADQVEN  607   

scMgm1  KLELASSGLT KMGIGRLSTM LTTNAILKEL DNILESTQLK NHELIKDLVS NTAINVLNSK YYSTADQVEN  675   

caMgm1  KLDLITSSLT KLGVGRLSTN LITNALLTEV ENLVDNTQLR NHPMAKSAVR DAAKSVLSNK YYSTADQVEN  658   

psMgm1  KLDLTTSSLT KMGVGRISTS LVTNALLKEI ENLVDNTQLK NHPMAKNAVS EAAKTVLGAK YYSTADQVEN  626   

cjMgm1  KLDLATSSLT KLGVGRLTTS VIADAIVSEV GNITDQTQLR NHPLAKEAVK EAAESVLNAR YLSTADQVEN  664   

ppMgm1  KLDLTTNSLT KLGVGRLSTT LLTNALLTEI DNMIDNTTLR THPMIKQVVR DAAEEVLNSR YYSTADQVEN  636   

 

 

 

        2 222 22 

          T  T                                            MM       

ctMgm1  SLKPYKFDPD IQPNEWAQGR EHVVGVLQAE LEQCQAAMKA LENSVGGRKK LKEVMSFVDK ARKGEIIVEG  770   

atMgm1  CIKPYKFEIE VEDPEWAKGR ENVSKVLKEE LRACEAAYKR VEESVGKRK- LKDVMSFVDR VRKGDVVLEG  758   

ciMgm1  CIKPYKYEIE VDDFEWTKGR ENVGKVLKEE LKACESALKH VEDSVGKRK- LKDVMNFVDK VRRGDVQVEG  764   

kmMgm1  CIKPFKYEID LEDRDWSLAQ EHSIALVKEE LRQCNERYNM IKNGVGSRK- LSQVVQFLKQ DPN-------  669   

scMgm1  CIKPFKYEID LEERDWSLAR QHSINLIKEE LRQCNSRYQA IKNAVGSKK- LANVMGYLEN ESNL------  738   

caMgm1  CIKPYKYEIE LEDREWQTSK ENAVNLLKEE MRQCDELYHD LKSQVGGRK- LQQVVTYLEK LKQQQNSDID  727   

psMgm1  CIKPYKYEIE IEDREWQASK ENSVRLLKEE IRQCDEVYNN LKKQIGGRK- LQQVVSYLER LKQQQTTDVD  695   

cjMgm1  CIKPYKYEVD VDSREWSTAR EQTIYLVKQE LQQCQDSFQA LKNAIGGRK- LSQVMTYLEE GGT-------  726   

ppMgm1  CIKPFKFEIE LENSEWKQSR DHIIRLLNEE LRSCDQYLQL LKKNIGSRK- LTQIMTYLEN KDNSIG---E  702   

                                                                                 K724A                                    K745A                  

                                                                             
 

 

 

                PP                                    C         C                  2 

ctMgm1  DHPSGAGGFS AALLARGREA VFLRDRADIL SLRIQAAK-S RQCKTLTNKY YCPEVFLDAV ATKLAQTAVL  839   

atMgm1  DGAGGAGGFS SALLAKGRES VFLRDRADLI KMRLLAVR-S KQCASKKNKY YCPEVFLDVV ADKLTSTAVL  827   

ciMgm1  DGTGGAGGFS AALIQKGREG AFLRDRADII KMRLLAVR-S KQCASKKNKY YCPEIFLDVV ADKLTATAVL  833   

kmMgm1  --RKETLGFS ALLLERGHEA MFLQDRSALL NFRLKFLKN- -KCFSVSQKD KCPEVFLNAV SDKLTSTAVL  735   

scMgm1  --QKETLGMS KLLLERGSEA IFLDKRCKVL SFRLKMLKN- -KCHSTIEKD RCPEVFLSAV SDKLTSTAVL  804   

caMgm1  LSTNEALGFS PTLIQRGKDA IFLKERLSLL KMRYQFVKNS KKCKRKESKY QCPEIFLDAV VTKITNTAVL  797   

psMgm1  FNSPEALGFS PSLIQRGQDA IFLKDRLSLL KMRYSFVKNS KKCKKKENKY QCPEIFLDAV ASKVTSTSIL  765   

cjMgm1  --AEETVGFS QVLLKRGREA LFLRDRSTIL GMRLKALK-S GPCKSKDNKF KCPEIFLNVV SDKLTTTAVL  793   

ppMgm1  TIERENIGFS PGILSRGRDA LFLKDRASLL QFRISCLK-S SQCKIKENKY KCPEIFLAAV ADKLTQTAVL  771   

                                                                                                       K795A

                                                                                                    

     

 
 

        2  22 2    1   1                          T 

ctMgm1  FLNVEMLNDF YVRFPREVEA KLHEHMHAGG GLEKFAREDP KVRRHLDLIR RKELLETVLG KIEELHRISS  909   

atMgm1  FLNVELLSEF YYNFPRELDM RLGRHLS-DA EVERFAREDP RVRKHLDVIR KKELLELALQ KIESIRQLDG  896   

ciMgm1  FLNVELLSEF YYHFPRELDL RLGRHLS-DA EVERFAREDP RIRRHLDIIQ KKEMLELVLQ KIESLRQLEG  902   

kmMgm1  FLNVELLSDF FYNFPIELDK KLS-QLS-DE QVEMFAKEDS RIARHIELQK RKELLELALE KIDSILVFRK  803   

scMgm1  FLNVELLSDF FYNFPIELDR RLT-LLG-DE QVEMFAKEDP KISRHIELQK RKELLELALE KIDSILVFKK  872   

caMgm1  FLNVELLSDF YYNFPRELDL KFFSNLS-KD EIEKLAKEDP KIKKHIELQE RKDILENALS KIESVLAIQR  866   

psMgm1  FLNVELLSDF YYNFPRELDM KFFNNLS-KE EIEKFAKEDP RIKKHIELQE RKDLYENALS KIESVLAIQR  834   

cjMgm1  FLNVELLTDF FYKFPRELDS RLNQNLS-EE QIEQFAKEDP RIKRHIELQE RKELLELVLQ KIDGILAFQR  862   

ppMgm1  FLNVELLSDF YYNFPRALDA KLSNGLT-QE QIEAFAKEDP KVKRHIELQQ RKELLELATS KIEDVMTLQK  840   

                           D823N 
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ctMgm1  GTAGTLGLRG AGDLKKRIGA PSSSGRRSFF  939   

atMgm1  RSKRNSDRPL PS------KE QRSRGWNIF-  919   

ciMgm1  RSKPNSQQRG SL------SK ERAKSWRLF-  925   

kmMgm1  SYKGLSQPK- ---------- ----------  812   

scMgm1  SYKGVSKNL- ---------- ----------  881   

caMgm1  TTQKGGHED- -E------HK KSVFGW----  884   

psMgm1  TKTTGIVKNE KT------GG SSIFNWGK--  856   

cjMgm1  SKSSLSSRR- ---------- ----------  871   

ppMgm1  HRTKH----- ---------- ----------  845   

          Y874N    

 
 
 

Supplementary Figure 1: Sequence alignment of Mgm1 proteins.  
The following sequences were aligned: Chaetomium thermophilum (ctMgm1, Uniprot accession 

number G0SGC7), Aspergillus terreus (atMgm1, Q0D0Y9), Coccidioides immitis (ciMgm1, 

J3K1G3), Kluyveromyces marxianus (kmMgm1, W0T8X7), Saccharomyces cerevisiae (scMgm1, 

P32266), Candida tropicalis (caMgm1, C5M2J4), Pichia stipites (psMgm1, A3GGI6), Pichia jadinii 
(cjMgm1, A0A0H5C253), Komagataella phaffii / Pichia pastoris (ppMgm1, F2QTP9). Amino acids 

are colour-coded (negative charge D, E: red, positive charge R, K, H: blue, hydrophobic L, I, V, F, 

Y, W, M, C: gray, P, G: brown) and highlighted if conserved more than 70%. Interface residues with 

contributions of more than 20 Å2 are labelled above the alignment (T for tetramer interface, 1,2 for 

stalk interfaces-1 and 2, respectively).  indicate methionine residues with signal in the anomalous 

density. The position of temperature-sensitive () alleles and nucleotide-binding deficient mutants 

() in Schizosaccharomyces pombe Mgm1p according to Wong & Nunnari 2003 and Meussen & 

Nunnari, 2006 are indicated, as well as membrane-binding deficient mutants in Saccharomyces 
cerevisiae according to Meglei & McQuibban, 2009 ().L-Mgm1, S-Mgm1 – long and short 

isoform of Mgm1, MPP – mitochondrial processing peptidase, C-indicates the disulphide bond. 



Uncropped SDS PAGE gels referring to Fig. 1 
 

 
 
  



Uncropped SDS PAGE gels referring to Figure 2 
 

 
 
  



Uncropped SDS PAGE gels referring to Extended Data Figure 3 
 

 
 
 
  



Uncropped Western blots referring to Extended Data Figure 5 

 


