Supplementary Figure S2
Alignment of Mrp/NBP35-like proteins in Saccharomyces cerevisiae and Yarrowia lipolytica

Walker A
ScCfdlp MEEQE I1GVPAASLAGIKHI ILILSGKGGVGKSS
YALI0E19074g MYSTATQSSPSLAGVKNIVLVLSGKGGVGKSS
ScNbp35p MTE 1 LPHVNDEVLPAEYELNQPEPEHCPGPESDMAGKSDACGGCANKE ICESLPKGPDPDIPLITDNLSGIEHKILVLSGKGGVGKST
YALIOEO2354¢g MPSLVDPVANKTDEGNNRTDLKAPEPEHCPGTESEEAGKADACQGCPNQD I CASAPKGPDPDLPL IKDRMKGVKHKILVLSGKGGVGKST
YAL10B18590g /Ind1 MRGFRLIAPIQRSIAIISRLQPITANFHSSPALR?HENPLGIPKSPASAPRIPRKTTRRPEPIAGVKKTIVVSSAKGGVGKST 83
Walker B
Cfdlp VTTQTALTLCSMG-FKVGVLD IDLTGPSLPRMFGLENES1YQGPEGWQPVKVETNSTGSLSVISLGFLLGDRGNSV IWRGPKKTSMIKQF
YALIOE19074g VTTQLALTLAAQG-KKVGVLD IDLTGPSIPRFFGMEDKQVYQSSAGWVPVYTDASRN--LCLMSLGFLLSSRGDSVVWRGPRKTAMIRQF
Nbp35p FAAMLSWALSADEDLQVGAMDLD ICGPSLPHMLGCIKETVHESNSGWTPVYVTDN----LATMSIQYMLPEDDSA 1 IWRGSKKNLL IKKF
YALI0EO02354g FSSLLGWGFASDLDREVGLMD IDICGPSLPKMMGSEGEQIHTSLSGWSP 1'YVSDN—---LGMMSVGFMLPNQDDA 1 IWRGAKKNGL IKQF
YAL10B18590¢g VSVNTALSLAKRG-LRVGLLDVDIFGPSIPTMFGLSGEPRMTHEGKL IPMSKFG---—- 1QVMSMGFLVDP-NKAVAWRGLLVQKALEQL 166
Mrp signature

Cfdlp I SDVAWGELDYLL IDTPPGTSDEHISIAEELRYS-KPDGG IVVTTPQSVATADVKKE INFCKKVDLK ILG I lENMSGFVCPHCAECTNIF
YAL10E19074g IRDVVWGELDYLL IDTPPGTSDEHISIAEELRFCDQILGAV IVTTPQGVALADVRKELSFCKK IGFPILG I 1ENMSGYVCPHCSECQNIF
Nbp35p LKDVDWDKLDYLVIDTPPGTSDEH IS INKYMRES-G IDGALVVTTPQEVALLDVRKE IDFCKKAG INILGLVENMSGFVCPNCKGESQIF
YALIOEO2354¢g LKDVDWGNLDYLVVDTPPGTSDEHLSVTQYLKES-GVDGAVVITTPQEVALLDVRKELDFCRKSGIKI IGLVENMSGFVCPNCKGESFIF
YAL10B18590g LQDVDWGTLDVLVMDLPPGTGDVQLTIAQTVKID----GAl1VSTPQDVALVDVVRGLDLFEKTYTKVLGLVQNMSVFVCPNCNHETHIF 252

242 245
Cfdlp S—-SGGGKRLSEQFSVPYLGNVP IDPKFVEMIENQVSSKKTLVEMYRESSLCP IFEE IMKKLRKQDTTTPVVDKHEQPQIESPK
YALIOE19074g S--KGGGENLAKQYECKFLGTVP IDPKFVLMVENAKGGLQEI'YGETDMAKIFAGICDKAFSEENEEEAKETAEEEKSRAATNGQ
Nbp35p KATTGGGEALCKELGIKFLGSVPLDPRIGKSCDMGESFLDNYPDSPASSAVLNVVEALRDAVGDV
YALI0OEO2354¢g APTTGGGKALAEEFNIPFLGSVPLDPRIGKSCDHGESFVEEYPDSPATTAILDVIRQIREAVGDPQEDEDDDMDE
YAL10B18590¢g G—VDGAVSKAKSRGLGVLGNVPLDPQICSQSDKGVPVAVSGGVQAKYYDKIAEGVAEQLGY 312

279

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 YALIOB18590/Ind1.



