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Figure 2–figure supplement 1

CUE2_YEAST/344-440                                                              G G                 LD HG    EAV  L   L                              L  VV  R            V R  TYR  F  FLPS   ST KLA NKWWSKEVAERELNSHNINSYGSKVQFVSP .I  T   IHSIG..GISK  L
Q6FJ08_CANGA/367-448                                                            G G                 LD HG    EAV  A   L                              V  LI  R            V R  ...  F  FLPQ   RI DIC TQWWAEELSNRELNAGKLN..MKKSQYMSP .T  T   IHSAG..GFSK  I
PP420_ARATH/614-696                                                             G G                 LDVR      A   L   M                              L  A                   ...    SLSVGA ETA EEW RTLAN....IIK...........RQEELPE FL QT T THRFSQG.LANS F A
N4BP2_HUMAN/1688-1770                                                           G G                 LDLHG    EAL  L   L                              L  VI  R            I K  QNV     LHVD   EH MRV EKKTE....EFK...........QNGGKPY .S  T   NHSQG..GVAR  P
F7H4P9_MACMU/1689-1770                                                           G G                 LDLHG    EAL  L   L                              L  VI  R            I K  N.V     LHVD   EH MRV EKKTE....EFK...........QNGGKPY .S  T   NHSQG..GVAR  P
E1BIJ5_BOVIN/1686-1768                                                           G G                 LDLHG    EAI  L   L                              L  VI  R            I K  QNV     LHVD   EH TTV QQKTE....EFK...........QNGGKPY .S  T   NHSQG..GVAR  P
Q76DY7_THETH/667-744                                                            G G                 VDLRG    EAL  V   L                              L  LL  K            L R  ..E     LTVA   LE DQA EEA....................RALGLST .R  H   ........TGA  Q
MUTS2_BACSU/710-785                                                             G G                 LDLRG     AL  V   L                              V  II  K            L R  ...     ERYEN  SR EKY DDA....................VLAGYPR .S  H   ........TGA  K
SMRA_ECOLI/89-169                                                               G G                   L      E    V   I                              V  II  K            V R  ....N LRQPVE CRKM FSF QQA....................LADGLRN .L  H   RD..DKSHANI  S
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CUE2_YEAST/344-440     V   L              F E            I                                       Q KSF EKN......HYI.. W E......SSYFR EG....K                                
Q6FJ08_CANGA/367-448   I   L              F E                                                    A VKY QNN......YYI.. E ....................                                
PP420_ARATH/614-696                       F          G   V                                       LHLQQ.LSA......P.... RQS..D..RP I.F ATKEDLV                                
N4BP2_HUMAN/1688-1770  V   L              F E        G   V                                       A IKY ISH......SFR.. S I.....KP CLK ML....K                                
F7H4P9_MACMU/1689-1770  V   L              F E        G   V                                       A IKY ISH......SFR.. S I.....KP CLK ML....K                                
E1BIJ5_BOVIN/1686-1768  V   L              F E        G   V                                       A IKY TSH......NFR.. S I.....KP CLK ML....K                                
Q76DY7_THETH/667-744   I   L              F D        G   V                                       A REA RRD......KRVES A APPGEGGH VTV ALR...P                                
MUTS2_BACSU/710-785    V   L              F E        G   V                                       G QDL KNHRSVKSSR.... G A..GEGGS VTV EL....K                                
SMRA_ECOLI/89-169      V   L              Y          G   V                                       Y ARW TEFDDVQ.A..... CTALPHHGGS ACY AL....R                                
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CUE2_YEAST/344-440 T           D H                     K         EVA  EL     N                   GR         K          RL    F     V            L L L  W  K         H I      V  V        V    I  I      Y........   F G LPSEA ST..........   A NK WS    ER  NS N  SYGSK QF S...PLIV T  G HS GGI S  
IF3_THET8/82-171  T           D H                     K         EVA  EL     N                   GR         K          KI    Y     L            V V I  F  R         R L      L  L        M    M  L      EVKSIKFRV   E D QTK.. GHIKRFLQEGHK   T .M RG    HP  GE I  RVTED KD AVVEMKPE L  D NM LAP V  
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CUE2_YEAST/344-440 V                                                                                        

 

  L                                                                                      
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IF3_THET8/82-171  V                                                                                          A                                                                                       S .........................                                                             
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CUE1_YEAST_65_107            V  V  L P L    I   L      V   V         V.TT....QM ET QN A N HPEQ RYS .ENTGS EET ERYLRGDE .
CUE1_CANGA_70_112            I  V  V P L    I   L      V   M         I.TP....EM ET RN I A HPEQ RYD .ESTGS EQT ERYFNGES .
CUE2_YEAST_8_51              L  L  M P I    L   L      L   I  L      D.HE....SK SI MD F A SKSK QVH LENNND DLT GL LKEND .
CUE2_YEAST_55_98             L  L  M P L    I          V   I  L      T.VD....NE HQ YD F Q DCSV KDQFVINEKS EST SD LNYET .
CUE2_YEAST_126_166           I     A   I    L          I   I         NDHI....ES IKFTD PKN AQEY AENGFDTVKA IKI LDYYDKRD F
CUE2_YEAST_230_276           V     L   I    L   L      V   L         P.QMVELNEL ADNRD .KA NHEF QKC QFYDGD VKV NISSLLIE .
N4BP2_HUMAN_46_89               I  I   L    V   L      V   M  L      D.QE....ELFTS SE FSD DPDV YLM SECDFK ENA DC LELSA .
CUE3_YEAST_316_359           L  L  L P      L   L      I      I      V.NE....EQ SA ME F QFSKYQ SQT LAYDNN ELVTNK FEDPT .
ASCC2_HUMAN_467_510           I  V  L P L    I   L          I  I      E.LD....SL SQ KD L D GEGF LAC EYYHYDPEQV NN LEERL .
ASCC2_MOUSE_465_508           I  V  L P L    I   L          I  I      E.LD....SL SQ KD L D GEGF LAC EHYSYDSEQV NN LEDRL .
CUE4_YEAST_74_116            V  V  M P V    V   L      I   M  I      V.NS....DM EI MT A H PQEK VQD R.NTGS EHT EN FAGKL .
CUE5_YEAST_97_140            L  L  A P L    I   I      L      L      K.EN....PI QE KD F N EEKY KAV IASQGV SPAFNA LFLSD .
VPS9_YEAST_408_451           L  L  M P M    I          I   V  L      E.RK....DT NT QN F D DPSL EDVCIAKKSR GPC DA LSLSE .
VPS91_SCHPO_530_572           I  L  M P      I   L      L   I  L      E.KA....EA TA RA F AFDSEV EVV NAQQGR SSS DS LEM.S .
CUED1_HUMAN_46_89            M     M P M    I   L      V   I  L      E.FN....QA DDFKT F N DYDI ECV RANSGA DAT DQ LQMNL .
CUED2_HUMAN_144_187           V  L  V P      A   L      L   V  L      E.LL....PG DV LE F TCSVEQ QWV AKARGD EEA QM VEGKE .
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