
ScCfd1p                                                                    MEEQEIGVPAASLAGIKHIILILSGKGGVGKSS 
YALI0E19074g                                                                MYSTATQSSPSLAGVKNIVLVLSGKGGVGKSS 
ScNbp35p            MTEILPHVNDEVLPAEYELNQPEPEHCPGPESDMAGKSDACGGCANKEICESLPKGPDPDIPLITDNLSGIEHKILVLSGKGGVGKST 
YALI0E02354g      MPSLVDPVANKTDEGNNRTDLKAPEPEHCPGTESEEAGKADACQGCPNQDICASAPKGPDPDLPLIKDRMKGVKHKILVLSGKGGVGKST 
YALI0B18590g             MRGFRLIAPIQRSIAIISRLQPITANFHSSPALRSHENPLGIPKSPASAPRIPRKTTRRPEPIAGVKKTIVVSSAKGGVGKST  83 
                                                                                        
 
Cfd1p             VTTQTALTLCSMG-FKVGVLDIDLTGPSLPRMFGLENESIYQGPEGWQPVKVETNSTGSLSVISLGFLLGDRGNSVIWRGPKKTSMIKQF 
YALI0E19074g      VTTQLALTLAAQG-KKVGVLDIDLTGPSIPRFFGMEDKQVYQSSAGWVPVYTDASRN--LCLMSLGFLLSSRGDSVVWRGPRKTAMIRQF 
Nbp35p            FAAMLSWALSADEDLQVGAMDLDICGPSLPHMLGCIKETVHESNSGWTPVYVTDN----LATMSIQYMLPEDDSAIIWRGSKKNLLIKKF 
YALI0E02354g      FSSLLGWGFASDLDREVGLMDIDICGPSLPKMMGSEGEQIHTSLSGWSPIYVSDN----LGMMSVGFMLPNQDDAIIWRGAKKNGLIKQF 
YALI0B18590g      VSVNTALSLAKRG-LRVGLLDVDIFGPSIPTMFGLSGEPRMTHEGKLIPMSKFG-----IQVMSMGFLVDP-NKAVAWRGLLVQKALEQL 166 
                   
                   
Cfd1p             ISDVAWGELDYLLIDTPPGTSDEHISIAEELRYS-KPDGGIVVTTPQSVATADVKKEINFCKKVDLKILGIIENMSGFVCPHCAECTNIF 
YALI0E19074g      IRDVVWGELDYLLIDTPPGTSDEHISIAEELRFCDQILGAVIVTTPQGVALADVRKELSFCKKIGFPILGIIENMSGYVCPHCSECQNIF 
Nbp35p            LKDVDWDKLDYLVIDTPPGTSDEHISINKYMRES-GIDGALVVTTPQEVALLDVRKEIDFCKKAGINILGLVENMSGFVCPNCKGESQIF 
YALI0E02354g      LKDVDWGNLDYLVVDTPPGTSDEHLSVTQYLKES-GVDGAVVITTPQEVALLDVRKELDFCRKSGIKIIGLVENMSGFVCPNCKGESFIF 
YALI0B18590g      LQDVDWGTLDVLVMDLPPGTGDVQLTIAQTVKID----GAIIVSTPQDVALVDVVRGLDLFEKTYTKVLGLVQNMSVFVCPNCNHETHIF 252 
                   
 
Cfd1p             S--SGGGKRLSEQFSVPYLGNVPIDPKFVEMIENQVSSKKTLVEMYRESSLCPIFEEIMKKLRKQDTTTPVVDKHEQPQIESPK 
YALI0E19074g      S--KGGGENLAKQYECKFLGTVPIDPKFVLMVENAKGGLQEIYGETDMAKIFAGICDKAFSEENEEEAKETAEEEKSRAATNGQ 
Nbp35p            KATTGGGEALCKELGIKFLGSVPLDPRIGKSCDMGESFLDNYPDSPASSAVLNVVEALRDAVGDV 
YALI0E02354g      APTTGGGKALAEEFNIPFLGSVPLDPRIGKSCDHGESFVEEYPDSPATTAILDVIRQIREAVGDPQEDEDDDMDE 
YALI0B18590g      G—VDGAVSKAKSRGLGVLGNVPLDPQICSQSDKGVPVAVSGGVQAKYYDKIAEGVAEQLGV                              312 

Supplementary Figure S2
Alignment of Mrp/NBP35-like proteins in Saccharomyces cerevisiae and Yarrowia lipolytica
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Common motifs are in grey: Walker A or P-loop, Gx(4)GK[ST], Walker B, DxxG and the Mrp family signature, Wxx[LIVM]D[VFY]
[LIVM](3)DxPPGT[GS]D (ProSite PS01215). The arrow marks the cleavage site predicted by TargetP, as confirmed by N-terminal 
sequencing. Conserved cysteines are in yellow. The amino acid numbering corresponds to YALI0B18590/Ind1.


