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1      TGTTAGCCCTTGGGGAACTTTTGTCACCAGGACCTGCAACATCTGAAGAATTGAGAAGATTGCTAAATCAATCTGATGGA  80
                                                                                       
81     CTTGCGGACAGCCGGGGGTGGAGTCACTTGGGGAGAAATGGGTCATATCCTGCAGAAGAAGTAAGCTAAACTGGAGATTG  160
                                                                                       
161    AGATTTGCAGAAGTGGCAAGCCAGCCTGATAGATAGTGCTGAATAAGTGCATTTGGTGATGGGTCCTTGAGTGATGGATT  240
                                                                                       
241    TTACCTCGTTTGAGCGTTTGTCACCAAATACTCTGTCAGCAAATTGCCATGCTTGATTGACATATCCGTTTGTTTTTTTT  320
                                                                                       
321    GTCTATATATACTTTGAGGACTGCTTCATGGGGAGAGACCTTAGGTCTATCCTCGTGACCCAATAAAGCATTGCAGAACT  400
                                                                                       
401    AGACACTGGTCTCCCGAGAATTTTGTCTAGGTTCTGGGCAGTAAGCTTCCTCCTCGGCGGGTCTCTTCACCCTTTGGGTG  480
                                                                                       
481    CACTGGGGGCACGGGAGTTTACAGGTGGCGCCCAGTGTGGGGCTCCATAGGGCTTGAGAAGGGGCTCAGGAAGGGGAGTC  560
                                                                                       
561    CACACTCTTGCTAGATGTCCTCAGAAGGCTGTCCTGAGAGGCCAATAGACAGCTCCCCAAAGCTGAGAGAAACTAAAAGC  640
                                                                                       
                                                                               M  S  N 
641    GAAACTAACAGGTGCAGCCCAGCACAGGCAGCCAATGGACGCATCACTGGAAAGAGGAAGCAGTGAGTGAAAATGAGCAA  720
                                                                                       
        G  S  S  L  G  K  D  L  R  E  L  E  E  K  F  S  K  E  L  T  P  K  V  K  G  N  L
721    TGGATCCAGCTTGGGGAAAGATCTGAGAGAGCTTGAGGAAAAATTTAGTAAGGAGCTCACACCTAAAGTGAAAGGGAATT  800
                                                                                       
         K  I  L  T  K  V  A  Q  V  E  G  G  I  Y  D  P  G  Y  L  G  Y  V  F  T  A  I  
801    TAAAGATCTTAACTAAGGTAGCTCAAGTGGAAGGTGGCATCTATGACCCAGGGTATTTAGGATATGTCTTCACAGCCATT  880
                                                                                  
       E  D  F  L  L  Q  T  E  A  A  C  Q  G  I  L  L  S  G  H  L  L  E  K  G  M  I  I 
881    GAGGATTTTTTGTTGCAGACTGAAGCCGCATGCCAGGGCATACTTTTGTCTGGACATTTGCTGGAAAAAGGGATGATTAT  960
                                                                                       
        K  L  V  T  F  L  L  E  Q  E  K  E  K  L  A  R  A  W  M  V  F  Y  A  V  V  I  Q
961    TAAACTAGTAACTTTCTTGCTAGAACAGGAGAAGGAAAAGCTAGCAAGAGCATGGATGGTGTTTTATGCAGTAGTGATTC  1040
                                                                                       
         G  I  P  L  R  Q  R  G  L  L  V  K  H  G  M  M  W  R  R  P  R  A  R  S  V  R  
1041   AAGGAATTCCGTTAAGACAGAGAGGGCTGCTTGTCAAGCATGGAATGATGTGGCGGAGGCCAAGGGCCCGGTCTGTCAGG  1120
                                                                                       
       S  E  V  Q  G  Q  E  E  A  S  V  N  P  V  T  R  V  P  Q  G  G  P  V  P  I  K  F 
1121   TCTGAAGTACAAGGACAAGAGGAGGCATCAGTAAACCCTGTAACTAGAGTACCACAGGGAGGTCCAGTGCCTATAAAATT  1200
                                                                                       
        P  L  K  E  L  T  R  I  A  S  V  T  V  E  H  G  S  L  S  D  P  V  Q  H  H  L  L
1201   TCCATTGAAGGAGTTGACCAGAATAGCTTCTGTAACAGTTGAACATGGTTCCCTCTCAGATCCAGTTCAACACCATTTAT  1280
                                                                                       
         M  L  S  T  A  D  L  T  P  G  D  W  M  T  V  F  S  A  M  Q  G  N  G  A  I  K  
1281   TAATGCTGTCAACTGCTGATCTGACTCCAGGAGACTGGATGACTGTGTTTTCAGCAATGCAAGGAAATGGGGCAATAAAG  1360
                                                                                       
       T  G  I  Q  G  L  I  A  Q  K  M  E  E  D  E  E  A  N  G  P  G  S  S  Q  P  I  I 
1361   ACAGGAATACAAGGGTTAATAGCTCAAAAAATGGAAGAGGATGAGGAAGCAAATGGACCAGGCTCATCACAGCCTATTAT  1440
                                                                                       
        G  T  N  M  T  A  A  Q  Q  A  S  D  Q  Q  A  P  H  Y  K  L  F  M  Q  W  I  L  D
1441   AGGGACAAATATGACAGCTGCCCAGCAGGCTAGTGATCAGCAGGCACCTCACTACAAACTATTTATGCAGTGGATCTTAG  1520
                                                                                       
         T  C  Q  Q  L  R  E  K  V  G  G  A  L  I  P  P  T  R  I  L  Q  E  P  K  E  P  
1521   ATACATGTCAGCAACTGAGAGAAAAAGTGGGAGGTGCTCTGATACCCCCTACCAGGATTTTGCAAGAGCCAAAGGAGCCC  1600
                                                                                       
        Y  G  D  F  T  D  Q  L  H  V  A  I  E  K  L  T  M  S  Q  E  L  K  E  E  L  K  D 
1601   TATGGCGACTTCACAGATCAACTCCATGTGGCCATAGAAAAGTTAACAATGAGTCAAGAGTTGAAGGAAGAATTAAAGGA  1680
                                                                                       
         R  L  S  V  D  N  T  N  G  D  C  K  R  A  L  G  K  I  E  Y  G  D  P  L  V  D  
1681   CAGGTTATCAGTAGATAACACCAATGGTGATTGCAAGAGAGCATTAGGAAAAATTGAGTATGGAGATCCACTAGTGGACA  1760
                                                                                       
       K  L  K  S  C  Q  N  V  G  T  L  T  W  K  K  A  L  M  A  E  T  E  A  P  K  N  N  
1761   AACTAAAATCATGTCAGAATGTAGGAACACTGACATGGAAAAAGGCACTTATGGCGGAAACCGAAGCACCTAAGAACAAT  1840
                                                                                       
        Q  R  V  I  Q  P  T  S  R  K  I  I  C  F  K  C  G  T  A  G  H  I  K  R  N  C  R 
1841   CAGAGGGTAATACAACCTACCAGCAGGAAGATTATTTGTTTTAAATGTGGTACAGCTGGACACATAAAAAGGAACTGTAG  1920
                                                                                       
         K  G  S  Q  D  R  R  E  P  N  L  C  L  I  C  K  K  E  K  R  W  T  S  Q  C  P  
1921   GAAAGGATCACAGGACAGGAGAGAGCCAAATCTCTGTCTGATTTGCAAGAAAGAGAAGCGCTGGACATCTCAATGTCCAC  2000
                                                                                       
       Q  E  K  N  *  H  G  G  T  Q  K  G  T  Q  F  P  S  M  D  S  K  I  V  P  *  P  T  
2001   AGGAAAAAAACTAGCATGGGGGGACTCAGAAGGGCACTCAGTTCCCTAGCATGGACAGTAAAATTGTGCCCTGACCAACC  2080

                    



Protease active site
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                     E  I  E  K  I  R  T  L  K  Y  R  P  C  L  L  I  Q  T  P  L  E  E  
        *  V  F  I  G  N  R  K  D  K  N  S  Q  V 
2081   TAAGTCTTTATAGGAAATAGAAAAGATAAGAACTCTCAAGTATAGACCATGTTTATTAATACAAACTCCTTTGGAAGAAA  2160

       I  N  S  L  M  D  T  G  A  D  L  R  I  L  G  E  Q  I  K  V  D  H  Y  P  M  G  A  

2161   TTAATTCACTGATGGACACAGGAGCAGACCTAAGAATCTTAGGAGAACAGATAAAAGTAGATCATTACCCAATGGGAGCT  2240

        S  I  K  V  T  G  I  G  D  S  Q  K  F  Q  F  Y  L  Y  G  V  D  I  R  G  R  F  G 

2241   TCCATAAAAGTAACTGGAATAGGAGACTCCCAGAAATTCCAATTCTATCTATATGGTGTAGATATTAGAGGAAGGTTTGG  2320

         N  R  M  A  H  M  P  G  T  M  D  L  L  G  *  D  A  L  E  I  L  G  I  R  L  V  

2321   GAATAGGATGGCACATATGCCAGGAACTATGGATTTATTAGGGTGAGATGCTCTAGAAATACTAGGCATAAGGTTAGTAG  2400

       G  A  V  L  S  T  K  L  Q  P  V  M  P  A  F  K  P  N  A  K  F  P  K  L  K  Q  W  

2401   GAGCTGTACTGTCTACAAAATTACAGCCTGTCATGCCAGCTTTTAAGCCAAATGCCAAGTTTCCAAAACTCAAACAGTGG  2480

        P  I  S  A  E  K  L  K  D  I  K  S  I  T  D  S  L  L  S  E  N  K  I  R  K  A  A 

2481   CCGATTTCAGCCGAGAAGCTAAAAGACATAAAGTCAATAACTGACTCCTTGCTTTCTGAAAATAAGATTAGAAAAGCGGC  2560

         P  G  N  P  W  N  T  P  C  F  V  I  K  K  R  D  G  K  T  F  R  L  S  M  D  F  

2561   CCCAGGAAATCCATGGAACACTCCATGTTTTGTTATTAAGAAAAGGGATGGAAAAACTTTTAGATTATCAATGGACTTTA  2640

       K  Q  L  N  E  C  T  E  Y  V  V  A  T  N  P  G  L  P  H  P  S  G  I  L  R  M  H  

2641   AACAACTAAATGAATGTACTGAATATGTGGTGGCAACCAACCCAGGCTTACCTCATCCATCAGGCATCCTTAGAATGCAC  2720

        K  F  H  V  L  L  D  M  A  N  A  Y  F  T  V  P  I  A  E  E  F  R  P  Y  T  A  F 

2721   AAATTTCATGTCTTATTAGATATGGCCAATGCCTACTTTACTGTACCCATTGCTGAGGAGTTCAGGCCCTACACTGCATT  2800

        T  V  P  Q  I  N  M  V  G  L  G  D  R  Y  E  W  C  C  L  P  K  G  W  N  G  S  P

2801   TACAGTACCTCAGATCAACATGGTAGGACTGGGAGATAGATATGAATGGTGTTGTTTACCAAAAGGCTGGAATGGGAGCC  2880

         E  T  F  Q  S  T  L  R  P  I  I  A  V  I  E  R  R  K  S  K  A  V  S  I  I  T  

2881   CAGAAACTTTTCAATCTACTCTAAGACCTATTATAGCAGTTATAGAAAGAAGGAAGTCTAAAGCAGTCTCCATAATTACT  2960

        Y  M  D  D  I  L  I  S  G  E  T  E  A  Q  V  E  R  I  K  L  L  T  E  E  F  Q  K 

2961   TATATGGATGACATCTTAATCTCAGGAGAAACAGAGGCCCAAGTGGAGAGAATAAAACTACTCACAGAAGAATTTCAGAA  3040

         W  G  F  E  L  P  P  D  K  Q  Q  R  G  K  N  I  E  R  V  L  G  Y  C  L  T  D  

3041   GTGGGGTTTTGAGTTGCCTCCAGATAAGCAACAGAGAGGAAAGAATATAGAGAGAGTCTTAGGTTATTGCCTTACTGATG  3120

       E  G  W  K  P  T  N  M  E  L  R  K  E  E  I  Q  T  L  H  D  V  Q  V  V  R  E  T  

3121   AGGGATGGAAACCCACAAACATGGAACTAAGGAAGGAGGAAATACAGACTTTACATGATGTACAAGTTGTTAGGGAAACT  3200

        T  M  V  R  D  W  V  P  I  D  L  T  P  I  H  Y  L  L  R  G  D  Q  D  L  L  S  P 

3201   ACAATGGTTAGGGACTGGGTACCTATAGATCTTACTCCCATACATTACTTGCTGCGAGGAGATCAAGACCTTCTCAGTCC  3280

         Q  K  A  T  P  E  V  N  R  L  L  Q  E  V  D  Q  K  I  K  S  E  L  E  R  G  R  

3281   ACAAAAAGCCACCCCTGAAGTGAATAGGCTATTACAGGAAGTAGATCAAAAAATAAAGTCAGAATTGGAGAGAGGAAGGA  3360

          D  P  Q  K  D  L  E  G  S  W  D  T  L  G  V  T  I  H  Q  G  K  V  I  L  S  W  

3361   TAGATCCACAAAAGGACTTAGAGGGATCTTGGGATACTCTAGGAGTTACCATCCATCAGGGGAAGGTGATTCTTAGTTGG  3440

        A  P  F  T  F  P  N  G  T  V  D  L  L  S  L  L  D  S  S  V  D  K  V  Q  M  F  E 

3441   GCACCATTCACGTTCCCAAATGGAACAGTGGATTTGCTCTCATTACTAGACAGTTCAGTGGACAAGGTTCAGATGTTTGA  3520

Pro RT



         L  L  R  Y  G  Y  E  S  K  I  I  N  Q  S  G  S  *  K  E  L  K  S  L  Q  M  Q  

3521   ATTATTAAGATATGGATATGAGTCCAAGATAATAAACCAGTCAGGGTCCTAGAAAGAATTAAAAAGTTTACAAATGCAGG  3600

       D  V  W  P  T  R  W  T  Y  K  K  F  I  C  K  N  G  Q  G  W  T  I  G  L  S  N  L  

3601   ATGTGTGGCCTACAAGATGGACATATAAGAAGTTTATTTGTAAAAATGGTCAGGGTTGGACTATAGGATTATCCAATCTA  3680

        L  Q  I  R  R  I  E  K  T  P  I  V  G  G  E  T  V  Y  T  D  A  S  R  L  R  K  T 

3681   CTTCAGATTAGGAGGATTGAAAAAACACCTATTGTAGGAGGAGAGACTGTCTATACAGATGCATCGAGGTTGCGGAAAAC  3760

         N  H  K  R  I  A  W  Y  N  T  T  T  G  D  T  H  S  M  E  V  S  T  E  T  G  H  

3761   TAACCACAAGAGAATAGCTTGGTACAACACAACCACGGGAGACACACATAGTATGGAAGTAAGCACAGAAACAGGACATG  3840

       A  *  Q  A  E  L  L  A  I  I  G  V  L  I  N  H  P  R  S  L  N  I  V  T  H  S  K  

3841   CATGACAAGCAGAGCTCTTAGCAATTATAGGAGTACTAATTAATCATCCTAGGTCACTAAATATAGTAACACATAGCAAA  3920

        Y  I  A  A  F  L  P  K  I  G  G  H  E  R  N  N  L  W  Q  E  V  I  A  M  L  A  E 

3921   TATATTGCAGCTTTTCTACCAAAAATAGGAGGACATGAGAGAAATAACCTATGGCAAGAAGTAATAGCCATGCTGGCAGA  4000

         R  V  K  Q  R  Y  R  T  F  V  S  W  V  P  G  H  S  E  V  Q  E  M 

4001   AAGGGTAAAGCAAAGATATAGAACATTTGTTTCTTGGGTTCCTGGACACAGTGAGGTCCAGGAAATGA  4068
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