
  1       10        20        30        40         50       

Dtig_m.24616            LE  N      L   F  A             ADFD   Y I N   DK     S    L     R V EV LQK    KAGNK EKI   L     AI K N      N I L I ..   YF  G K       TA      I   KQC     G       EK.   I Y   C
Hsap_NP_690601.1        LE  N      L   F  A             ADFD   Y I N   DK     S  MIL     RIIEE  A K  N  AGNK E VE T      VL H S P    TKVMV I      VN      T  L  E  A    P A  V F    G        NG         S
Sman_Smp_010690         LE  N      L   F  A             ADFD   Y I N   DK     S  MII     RAVEEI VTR  Q K  SR DKID TV     IV   S P     KILV I      VC            E   EE  Y    Y      S   T    NN  K      F
Emul_000305600.1..pep    LE  N      L   F  A             ADFD   Y I N   DK     S  MI       AVEDL LTR  N KAG K EKID TV     VL R   P    SKLLV L   F  FH S          S     F F    Y      R     H  EG         L

 60        70        80        90       100       110       

Dtig_m.24616           F   L        L R YG            V    DL   P            LKRNLK FK   E  AD V K E    L S   PG N TI F    L  D E LAH A L         Q Q YD  K       DR C PPE  C    Q   TK  D I E   N A     
Hsap_NP_690601.1       F   L        L R YG            V    DL   P            LKRNLK YKE     AD L K     FL N    G N SL Y    L    D IVH A M           QAHG  E    V  S  V P.ES Y    L   EN  ASK S   Q G     
Sman_Smp_010690        F   L        L R YG            V    DL   P            LKRNIK FHE  E  V  V   E   FL S   P  S TL      L  D   LAH   L           K HG NE  A    D  S AE. NQ    CI  EK  S HNQ   KCG     
Emul_000305600.1..pep   F   L        L R YG            V    DL   P            LKRNV  F E  E  VE L R E   YI     PG S TL F    V  D E VAR V M     N  D  K YD  G       A  LDEPY  Y    C   QN  E C V   H A     

120       130          140       150       160       170    

Dtig_m.24616         C A VFE  F  Q           A I Y  DE MYV    DR TV FST FKD DD  I F      F  Y                 RD  T    AM   V  I   V      II    S   T  D  ESGNIAK...Q T N         K  E             S     
Hsap_NP_690601.1     C A VFE  F  Q           A I Y  DE MYV    DR TV FST FKD DD  I F      Y  F           R V H RD  T         V  V   V      VV    S   K  Q  EEGKEGEN..              ESKK             D     
Sman_Smp_010690      C A VFE  F  Q           A I Y  DE MYV    DR TV FST FKD DD  I        F  Y           R V H RD  T    AL   V  I          LL  M A   K  E  IKSNADSGSK              Q  A         T   P     
Emul_000305600.1..pep C A VFE  F  Q           A I Y  DE MYV    DR TV FST FKD DD  I F      F              R V H          AL   I  I   V      VV    A   P  LL ALADEPIISK      SP  A   Q  E             A     

   180       190       200       210       220       230    

Dtig_m.24616         GK F QE  E RR    APQVL S   PP EL  T A       YITFVLF RH     A  V I   T A  R DR     Y  KE  I  K    AVGENVA                       L      V         P        G K               N  FATPA 
Hsap_NP_690601.1     GK F QE  E RR    APQVL S   PP EL  T A       YITFVLF RH     A  V M  F              F HRE  L  K  D AVGDNI        P                K G  ASHT                D         G          TN.AS 
Sman_Smp_010690      GK F QE  E RR    APQVL S   PP EL  T A       YITFVLF RH     A  V M  FT V  R DR     Y HR         D VI DSVA       P                      L           V  K  QG     S              LSTES 
Emul_000305600.1..pep GK F QE  E RR    APQVL S   PP EL  T A       YITFVLF RH     A  I M  FT V  R DR     Y HRE  A  R  D V GDN A       P                      Y                  D    G   R           LAPHA 

   240       250       260       270       280              

Dtig_m.24616             I LI T R YLHYHIKC K     RMRAK   F K L RA                R NS    H   N        S A I M     S   L L    KP            EI K   D    F             H H       GN     K    ............  
Hsap_NP_690601.1         I LI T R YLHYHIKC K     RMRAK   F K L RA                R NT    H            S AYI       T D L V N  RP            DA D   N    F D             HT      S           ............  
Sman_Smp_010690          I LI T R YLHYHIKC K     RMRAK   F K L RA                R ST        N        S AYM M     T E L V N  H              I N   D  Q L               Q       V          .............. 
Emul_000305600.1..pep     I LI T R YLHYHIKC K     RMRAK   F K L RA                  S     H   N           YL L     T E I I N   P            D DR . N    V          A G  Q       S         V HQQQQQQQQQLN G

     290              300       310       320               

Dtig_m.24616                                                        T              S           V                L S           GR             SA GSGCEAVDFRG TD.......LGIEGLN G GDSLSQKKTFT   FLPQS.......
Hsap_NP_690601.1                                                    T            E                                            GK   S          KK....................................EMKTIT   FS R........
Sman_Smp_010690                                                     T            E S           V                I S           GR   T          H TNTVINTNITT SGEVAPISPLMNKIGG Q DN........M   MR G........
Emul_000305600.1..pep                                                T            E S           L                L S           P    Q          E AEPAVFVHALG ESSRSQIHRQPANRRG A GNAFSSENMLM S LS SDFACLQKF

                                                            

Dtig_m.24616         ................................                            
Hsap_NP_690601.1     ................................                            
Sman_Smp_010690      ................................                            
Emul_000305600.1..pep EDSEDEREEEEDGVLSAPLMANSIPPSPCFDA                            

 



    1       10        20             30        40        50 

Sman_Smp_069770                         L               LF HR T  NN    F F      MALRT        L R   S  RN         S       E  E    T  E S ....     FGSVSLKL C SDG  F  F.....GRQ SH  V    R   SN P    A
Dtig_m.6038                             L               LF HR T  NN    F F       M RN        I R   Q  R          S       D  D    T  E N ..... F  F....YQN Y G.I  K .......RCL DK  T    P   AN L    S
Emul_001114700                          L               LF HR T  NN    F F      L I N        L     S   T         S       D          E T ..MG N A QCFWSLRM SASKV  LN LPLKAFRSF TA  W    AI  RDVL    P
Hsap_NP_066552.2                         L               LF HR T  NN    F F      AALR           R   N  KT                 D  E    T  D T MFFS    ARAAGLTAHWG HVR  H  VMQ...NGAGGA  V    P   PD P    P

       60        70        80        90       100       110 

Sman_Smp_069770 EN  R       YP         P LD AQRQ GWLPISAM K AE L  P MRV EVAT   K LD I SN    HKAAAII A  L             N V  I  V     Y      K    V I    PA                H               N  Q        
Dtig_m.6038     EN  R       YP         P LD AQRQ GWLPISAM K AE L  P MRV EVAT   K IE I SN   GH  AALI V  L             N V  I  M     Y      L    T K    D  QN             H               D  R        
Emul_001114700  EN  R       YP         P LD AQRQ GWLPISAM K AE L  P MRV EVAT   R LE L T    G HA LIM A  I             S I     V     F      L    E K H  V Y  S            N             Y G  E        
Hsap_NP_066552.2 EN  R       YP         P LD AQRQ GWLPISAM K AE L  P MRV EVAT   K IE I  N   GHKAAAVL V  L             N V  V  V     Y      Y    A VK   E                 N               Q  P        

      120       130       140       150       160       170 

Sman_Smp_069770 FYTM NR PVG YH Q CT  PC L    S  IL    K LGI  G TT DK FT   VE    F      K  I I  TT  M GGVG EV    L            P  M  LTE         E                          NA K N   EP Q             
Dtig_m.6038     FYTM NR PVG YH Q CT  PC L    S  IL    K LGI  G TT DK FT   VE    F      R  V L   S  I GGVG DI  E I      K  E     L  LSE         D           C               T K H    P    S          
Emul_001114700  FYTM NR PVG YH Q CT  PC L    S  IL    K LGI  G TT DK FT   VE    F      K  V L  TT  M GGVG DV  E I      K  E  P  L  IS          N                           T E T    T            Q  
Hsap_NP_066552.2 FYTM NR PVG YH Q CT  PC L    S  IL    K LGI  G TT DK FT   VE    Y      K  I V  TT  M      D   E I      K  E  P  L  L E         K                 R..N  S   A Q K    V           I   

      180       190       200       210       220       230 

Sman_Smp_069770 CLGACVNAPM   ND YYEDLT  D   I    KA K PK GP SG   R   EP G  T          MQI  D      AE  IR L EI  G K  P  Q  Q   FA   K GL                          T    E                GG   S       
Dtig_m.6038     CLGACVNAPM   ND YYEDLT  D   I    KA K PK GP SG   R   EP G  T          M V  D      VD  VR L D     R  P  Q  Q   FAC  K  L            A             T    N F  N           SN        K  
Emul_001114700  CLGACVNAPM   ND YYEDLT  D   I    KA K PK GP SG   R   EP G  T          MQI  D       D  VR L DL  G K     Q  Q    AC  K G                        P  V    S         H      GH C       F 
Hsap_NP_066552.2 CLGACVNAPM   ND YYEDLT  D   I    KA K PK GP SG   R   EP G  T          VQI         A      I EL  G    P         F C    GL                N       K IEE  D      I     R  ...  S   A    

      240                                                   

Sman_Smp_069770 SL   P  P F     L                                             N   K  G KV                                                  TE  S     RSD ......                                     
Dtig_m.6038     SL   P  P F     L                                             T   KG G KV                                                  EE        RSD ......                                     
Emul_001114700  SL   P  P F     L                                             N    P   KL                                                  TP V  D   QDA KYTVDI                                     
Hsap_NP_066552.2 SL   P  P F     L                                             T   KG G  V                                                  EP      G QAG ......                                     

 



 1       10        20        30             40        50    

Emul_000422600                                                        Y   DH            T  A                      PT     R  STV    TII  .MEKPPNCQFSC FM FLVRASFASFAARLG.....CL  FAGAS HV   GKD      
Sman_Smp_061230                                                       Y   DH      M HLA S  AI          N           S K   R  S      TII  ...... V   L LN  RKATKLNYLT ........IYQ F ..C NL YT.SG      
Dtig_m.21611                                                          Y   DH      M RLL N   V          S          PT R      TQI    TIV  ...... S   C LKR YEFSGKKVGI R........F  R ..LLSS   SKD      
Hsap_NP_004159.2                                                       Y   DH      L RLL    LA          T          GN R   K   SI     VV  MSGVRG S   SARR  LAKAWPTVLQ GTRGFHFTVD  K ASA VSD  SAQ P    

    60        70        80        90       100       110    

Emul_000422600    DAVVVGAGGAGLRA FGL   GF TA  TKLFPTRSHTVAAQGGINAALGNME D W TY              A   AN   K  CV                             K                      E                                Q H  
Sman_Smp_061230   DAVVVGAGGAGLRA FGL   GF TA  TKLFPTRSHTVAAQGGINAALGNME D W SF                  AN   K   I                             R                G     E     I                          P D  
Dtig_m.21611      DAVVVGAGGAGLRA FGL   GF TA  TKLFPTRSHTVAAQGGINAALGNME D W TY              A   AN   K  CI                             R                      S                                K D  
Hsap_NP_004159.2   DAVVVGAGGAGLRA FGL   GF TA  TKLFPTRSHTVAAQGGINAALGNME D W  F              A           CV                             RE                   SEA  N                             E N  

   120       130       140       150       160       170    

Emul_000422600   H  DTVKGSDWLGDQDAIHYM E AP  V ELENYG PFSR   G IYQRAFGGQ    F MF                  C E  KA I      M    LEN K         SL Y                                                          H 
Sman_Smp_061230  H  DTVKGSDWLGDQDAIHYM E AP  V ELENYG PFSR   G IYQRAFGGQ    F MY                  C E  KA I      V    LEN K         SI Y                                                          D 
Dtig_m.21611     H  DTVKGSDWLGDQDAIHYM E AP  V ELENYG PFSR   G IYQRAFGGQ    Y MY                  C E  K  I      M    LDN            I Y                            T                 M         A D 
Hsap_NP_004159.2  H  DTVKGSDWLGDQDAIHYM E AP  V ELENYG PFSR   G IYQRAFGGQ    W  Y                        A V      M     E  K         SL F  F                   T Q  A              T D             K 

   180       190       200       210       220       230    

Emul_000422600  G GGQAHRCC VADRTGHSLLHTLYGRSL Y   YF EYF  DLLME G CRG  A   E K                           R ET   I   AL     N     I  MCL           A                      D               V    N     
Sman_Smp_061230 G GGQAHRCC VADRTGHSLLHTLYGRSL Y   YF EYF  DLLME G CRG  A   E R                           R D    I   VL     N E   VI VCL           A                     AT                          
Dtig_m.21611    G GGQAHRCC VADRTGHSLLHTLYGRSL Y   YF EYF  DLLME G CRG  A   E K                           K DT   I   AM       E   VL L L           C                      D             H         N  
Hsap_NP_004159.2 G GGQAHRCC VADRTGHSLLHTLYGRSL Y   YF EYF  DLLME G CRG  A   E K                           R DT   V   AL     N E   VI LCI           C                      S                          

   240       250       260       270       280       290    

Emul_000422600  DG  HR R KNT  ATGGYGR  FSCTSAHT TGDGTAM  RAGLP  D EF QFHPTGI  TI  F A   IL        Y        C       VT     N  M  V                            A                         E            
Sman_Smp_061230 DG  HR R KNT  ATGGYGR  FSCTSAHT TGDGTAM  RAGLP  D EF QFHPTGI  TL  F     VL       TY        C       VT     N  M  V               S                                      Q            
Dtig_m.21611    DG  HR R KNT  ATGGYGR  FSCTSAHT TGDGTAM  RAGLP  D EF QFHPTGI  TL  F A   VL       TF        C       IS     N  M  I                                                      E            
Hsap_NP_004159.2 DG  HR R KNT  ATGGYGR  FSCTSAHT TGDGTAM  RAGLP  D EF QFHPTGI  SI    A   VV       TY                IT        L  V             I                        S              CQ            

   300       310       320       330       340       350    

Emul_000422600  YGAGCLITEGCRGEGG LINS GERFMERYAP AKDLASRDVVSR MT EIREGRG GP                 Y                               I       V                        E          N            A             R
Sman_Smp_061230 YGAGCLITEGCRGEGG LINS GERFMERYAP AKDLASRDVVSR MT EIREGRG GP                 Y                               I       V                        K          N            A             R
Dtig_m.21611    YGAGCLITEGCRGEGG LINS GERFMERYAP AKDLASRDVVSR MT EIREGRG GP                 Y                               I       V                        E          K            S             Q
Hsap_NP_004159.2 YGAGCLITEGCRGEGG LINS GERFMERYAP AKDLASRDVVSR MT EIREGRG GP                                                 L                           I    Q          V            S          C  E

   360       370       380       390       400       410    

Emul_000422600  KDH  L L HLP   L  RLPGISETA IFAGVDVT  P PVLPTVHYNMGG PTNYKGQ    Y        D  KS                  KE V            V          C  K H   P L            E                                
Sman_Smp_061230 KDH  L L HLP   L  RLPGISETA IFAGVDVT  P PVLPTVHYNMGG PTNYKGQ   IF Q      D  HS                  RD I            I               S   A Q            K                                
Dtig_m.21611    KDH  L L HLP   L  RLPGISETA IFAGVDVT  P PVLPTVHYNMGG PTNYKGQ   IF Q      E  K                   RD I            I               S   M L  H         M                                
Hsap_NP_004159.2 KDH  L L HLP   L  RLPGISETA IFAGVDVT  P PVLPTVHYNMGG PTNYKGQ   VY Q      E   T                  KE I            I               H   P Q A          M                                

   420       430       440       450       460       470    

Emul_000422600  V              GLYA GE A  SVHGANRLGANSLLD VVFGRACAL I     PG I YD AT KDKIIP    A  V CA               L           AE  K    T  A  G                                          D   KC   
Sman_Smp_061230 V              GLYA GE A  SVHGANRLGANSLLD VVFGRACAL I     PG L YD V  K KVVP    A  A  A               I           A   K    A  P AK G             S                          D  AKN   
Dtig_m.21611    V              GLYA GE A  SVHGANRLGANSLLD VVFGRACAL I     PG I YD  T KDKIV     A  A C                I           AE  K    D  PH K     K          T                         T   EN   
Hsap_NP_004159.2 V              GLYA GE A  SVHGANRLGANSLLD VVFGRACAL I     PG L    VN  D IVP       A CA               L            E  R    RH..  GQ Q       C                               S E SC   

   480       490       500       510       520       530    

Emul_000422600     P      G  S  N  K R   G       RL MQ   Q  AAVFR G  L  G  KD   ELHP      VA ID L     Q    DV     RTM EH     D PV        FG     ET ME         SGK  FPVS    E                  KA VE 
Sman_Smp_061230    P      G  S  N  K R   G       RL MQ   Q  AAVFR G  L  G  KD   ELKP   E  IA  E L  A  S     V     RTM E      D P     C   AG     DT  A    Y    T N  YPIAQ   D       Y        T KE  K 
Dtig_m.21611       P      G  S  N  K R   G       RL MQ   Q  AAVFR G  L  G  KE   DL     E  IA LD V  A  S    EI     KT  EH     D PV    C   KQ   SKNA  Q         H N  LSTA    K    N             QA  K 
Hsap_NP_004159.2    P      G  S  N  K R   G       RL MQ   Q  AAVFR G  L  G  KD    IKP   E  VM LD L  A  S    EL     KSM  H        V    C   KV P   NA  E         F D  IRTS    S      N      V S  QE  G 

   540       550       560       570       580       590    

Emul_000422600      Y      LK  D    WN DL E LELQNL     QTI  AE RKESRGAH RED M  L         VS KSLI  S  I        LINAV       A        A   F LK  AAKYDN                G              VA                
Sman_Smp_061230     Y      LK  D    WN DL E LELQNL     QTI  AE RKESRGAH RED M  L    M    VS RS I  S  M        MLNAL    G  A        A   F YD  ASR ND       K        A              V                 
Dtig_m.21611        Y      LK  D    WN DL E LELQNL     QTI  AE RKESRGAH RED I  I    M    LS RSMI  S  V        MIN L    G               F LD  RND QQ                A         S    Y   N        S    
Hsap_NP_004159.2     Y      LK  D    WN DL E LELQNL     QTI  AE RKESRGAH RED I  L    L       R MV  T  V        ML AL    G  A        A   Y SK  G.D KH  TF  G         T        C     Y                 



   600       610       620       630       640       650    

Emul_000422600    R DE DYSK I GQ  KP   HWRKHT  Y    TG V L YRPVID TL    C  VRQ I  Y    P E        E      MS Q L     K E      K  D     T                 TK  MS           N K  A              QNV P  
Sman_Smp_061230   R DE DYSK I GQ  KP   HWRKHT  Y    TG V L YRPVID TL    C  V N V       P D       EE      LS Q V     K E         D     S P     L         KP  F            D K  A          A   AKS P  
Dtig_m.21611      R DE DYSK I GQ  KP   HWRKHT  Y    TG V L YRPVID TL    C  VKT I  Y      E       E       L  Q I     K        K  D     T            T    VQ  M Q       A  N S  E   V          DSK H  
Hsap_NP_004159.2   R DE DYSK I GQ  KP   HWRKHT  Y    TG V L YRPVID TL    C  VK  I  Y    P         EE      LS   V       E      K        T  V           Q  QK  F           VD G  K T           NEAD A  

   660                                                      

Emul_000422600  PP  R Y                                                        I S                                                        K                                                         
Sman_Smp_061230 PP  R Y                                                        L T                                                        K                                                         
Dtig_m.21611    PP  R Y                                                        I S                                                        Q                                                         
Hsap_NP_004159.2 PP  R Y                                                        I S                                                        A                                                         

 


