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Appendix Figure S1.  Alignment of Gid4 and Gid10 
Sequence alignment of Gid4 and Gid10 based on the structure of Gid4 (PDB: 7NS3). The 
alignment was generated using hierarchical clustering-based multiple sequence alignment 
(ESPript 3.0). Here beta strands are indicated with arrows and alpha helices are shown as 
coils. The residues displayed in white within red boxes indicate strict identity and the ones 
displayed in red inside black-framed boxes indicate similarity. 
 
 

                                                      Gid4 
1       10        20        30        40        50    

Gid4                                              N      F  MINNPKVDSVAEKPKAVTSKQSEQAASPEPTPAPPVSRNQYPITF LTSTAP H

Gid10                                              N      F  .........................................MTSL IM.GRK I

                                                      Gid4 
    60        70         80        90       100       

Gid4 L    R       Y  A     SS    L H        K   ED   Y             Q QD                                           HDRH YL E  L KC SRDSL  L.QQ A TPNGSTRK YIV  QSP SSEN P

Gid10 L    R       Y  A     SS    L H        K   ED   Y             N EE                                           ERAK ND I  I TS YVSLP  TDTR P F....... AKE  CDV EEGT N

                                                      Gid4 
 110          120       130       140       150       

Gid4                    LRP   F G Q S Y  Y V V   TV LP  KD   I               NY    M                      D       V .VTSS...YNHTVCT     R Q T Y I G KR Q T NLK     K.  C

Gid10                    LRP   F G Q S Y  Y V V   TV LP  KD   V               DF    L                      N       L GKNAKYTYRSLGRHL     G R G S S K TY T E KID     LY  S

                                                      Gid4 
 160       170       180       190       200       21 0

Gid4  SL PH  G   I  LT       T FE Y  N       S  W  E  L                          I        V   E              N F  T  S  LS FLS RG  NQHPE S Y  A A  HK LGFL SS KD PV  E K

Gid10  SL PH  G   I  LT       T FE Y  N       S  W  E  L                          V        I   Q              D Y  R  D  VT TFT KN  PVLDK V L  G V  YN FPLC LH PA ET  P M

                                                      Gid4 
       220       230       240       250       260    

Gid4 A    D  HW  F  F                                         Q                                                   TD T LE  IN PS RQLFLMSQKNGLNSTDDNGTTNAAKKLPPQQLPTTPS A

Gid10 A    D  HW  F  F                                         E                                                   QR S CS  KR GH GSDNWSLTERNF......................... .

                                                      Gid4 
   270       280       290       300              310  

Gid4                    N R I  KWKE FL  D               GA S           E Q  NYL E F FM                        D   DAGNISRIFSQ K FD              K  VP ALL.......MEGV    

Gid10                    N R I  KWKE FL  D               GA S           N E  EFM Q Y YL                        E   ........GQY H SA              R  LD EEQENLMLDDNHHL    

                                                      Gid4 
      320       330       340       350       360     

Gid4   GFYY   DQ TG   G YYH   E FQ LELVP            FE A   YD    I        IQ F                   N  E                   VH  V  N       QDA K  Q     SLK KV SSDCS  F    

Gid10   GFYY   DQ TG   G YYH   E FQ LELVP            FE A   FE    V        VE Y                   D  N                   CL  L  S       PAC L  K     TNC AL TYSSG  I    
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