
A 
 
 
 
1         ATGAAGTGGTGCTGGGGCCCAGTGCTGCTCATCGCGGGTGCCACAGTCCTCATGGAGGGT 
1          M  K  W  C  W  G  P  V  L  L  I  A  G  A  T  V  L  M  E  G  
 
61        CTTCAAGCCGCTCAGCGTGCCTGTGGACAGCGTGGCCCCGGCCCCCCCAAGCCTCAGGAG 
21         L  Q  A  A  Q  R  A  C  G  Q  R  G  P  G  P  P  K  P  Q  E   
 
121       GGCAACACAGTCCCTGGCGAGTGGCCCTGGCAGGCCAGTGTGAGGAGGCAAGGAGCCCAC 
41         G  N  T  V  P  G  E  W  P  W  Q  A  S  V  R  R  Q  G  A  H   
 
181       ATCTGCAGCGGCTCCCTGGTGGCAGACACCTGGGTCCTCACTGCTGCCCACTGCTTTGAA 
61         I  C  S  G  S  L  V  A  D  T  W  V  L  T  A  A  H  C  F  E   
                                                           • 
241       AAGGCAGCAGCAACAGAACTGAATTCCTGGTCAGTGGTCCTGGGTTCTCTGCAGCGTGAG 
81         K  A  A  A  T  E  L  N  S  W  S  V  V  L  G  S  L  Q  R  E   
 
301       GGACTCAGCCCTGGGGCCGAAGAGGTGGGGGTGGCTGCCCTGCAGTTGCCCAGGGCCTAT 
101        G  L  S  P  G  A  E  E  V  G  V  A  A  L  Q  L  P  R  A  Y   
 
361       AACCACTACAGCCAGGGCTCAGACCTGGCCCTGCTGCAGCTCGCCCACCCCACGACCCAC 
121        N  H  Y  S  Q  G  S  D  L  A  L  L  Q  L  A  H  P  T  T  H   
                                • 
421       ACACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCC 
141        T  P  L  C  L  P  Q  P  A  H  R  F  P  F  G  A  S  C  W  A   
 
481       ACTGGCTGGGATCAGGACACCAGTGATGCTCCTGGGACCCTACGCAATCTGCGCCTGCGT 
161        T  G  W  D  Q  D  T  S  D  A  P  G  T  L  R  N  L  R  L  R   
 
541       CTCATCAGTCGCCCCACATGTAACTGTATCTACAACCAGCTGCACCAGCGACACCTGTCC 
181        L  I  S  R  P  T  C  N  C  I  Y  N  Q  L  H  Q  R  H  L  S   
 
601       AACCCGGCCCGGCCTGGGATGCTATGTGGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGT 
201        N  P  A  R  P  G  M  L  C  G  G  P  Q  P  G  V  Q  G  P  C   
 
661       CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 
221        Q  G  D  S  G  G  P  V  L  C  L  E  P  D  G  H  W  V  Q  A   
                    • 
721       GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 
241        G  I  I  S  F  A  S  S  C  A  Q  E  D  A  P  V  L  L  T  N   
 
781       ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 
261        T  A  A  H  S  S  W  L  Q  A  R  V  Q  G  A  A  F  L  A  Q  
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841       AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 
281        S  P  E  T  P  E  M  S  D  E  D  S  C  V  A  C  G  S  L  R   
 
901       ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
301        T  A  G  P  Q  A  G  A  P  S  P  W  P  W  E  A  R  L  M  H   
 
961       CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
321        Q  G  Q  L  A  C  G  G  A  L  V  S  E  E  A  V  L  T  A  A   
 
1021      CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
341        H  C  F  I  G  R  Q  A  P  E  E  W  S  V  G  L  G  T  R  P   
           • 
1081      GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
361        E  E  W  G  L  K  Q  L  I  L  H  G  A  Y  T  H  P  E  G  G   
 
1141      TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 
381        Y  D  M  A  L  L  L  L  A  Q  P  V  T  L  G  A  S  L  R  P   
              • 
1201      CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 
401        L  C  L  P  Y  P  D  H  H  L  P  D  G  E  R  G  W  V  L  G   
 
1261      CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 
421        R  A  R  P  G  A  G  I  S  S  L  Q  T  V  P  V  T  L  L  G   
 
1321      CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 
441        P  R  A  C  S  R  L  H  A  A  P  G  G  D  G  S  P  I  L  P   
 
1381      GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 
461        G  M  V  C  T  S  A  V  G  E  L  P  S  C  E  G  L  S  G  A   
                                                              • 
1441      CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 
481        P  L  V  H  E  V  R  G  T  W  F  L  A  G  L  H  S  F  G  D   
 
1501      GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 
501        A  C  Q  G  P  A  R  P  A  V  F  T  A  L  P  A  Y  E  D  W   
 
1561      GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 
521        V  S  S  L  D  W  Q  V  Y  F  A  E  E  P  E  P  E  A  E  P   
 
1621      GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGA 
541        G  S  C  L  A  N  I  S  Q  P  T  S  C  *                     
 
 
 
 
 
 
 
 
 
 
 

    H                  D                   S H2N COOH     H                  D                   S 

   Signal 
  peptide  

Serine protease domain 1 Serine protease domain 2 

S---------------------------S S--------------------------S 

              •                                 • 
Hs   GVQGPCQGDSGGPVLCLEPD……………………………………GELPSCEGLSGAPLVHEVR 
Pt   GVQGPCQGDSGGPVLCLEPD……………………………………GELPSCEGLSGAPLVHEVR 
Mm   GEQGPCQGDSGGPVMCREPD……………………………………GEPPHCEGLSGAPLVHEIR 
Rt   GVQGPCQGDSGGPVMCREPD……………………………………GEPPHCEGLSGAPLVHEVR 
Bt   GMQGPCQGDSGGPVLCREPD……………………………………GEPPSCEGLSGAPLVHEVR    
Cf   GVQGPCQGDSGGPVLCREPD……………………………………GEPPHCEGLSGTPLVHEVR 
      ⎯⎯⎯⎯⎯Spd1⎯⎯⎯⎯             ⎯⎯⎯⎯Spd2⎯⎯⎯⎯⎯         


