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                                                                   H
                                                                   i
         E                                                         n
         c   N                X                               C    d
         o   s                b                               l    I
         R   p                a                               a    I
         I   V                I                               I    I
         gaattcgaagttcctatactttctagagaataggaacttccgggatcggcccatcgataa
       1 ---------+---------+---------+---------+---------+---------+ 60
         cttaagcttcaaggatatgaaagatctcttatccttgaaggccctagccgggtagctatt

                     P
                 K   v
                 p   u
                 n   I
                 I   I
         gcttggtacccAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACG
      61 ---------+---------+---------+---------+---------+---------+ 120
         cgaaccatgggTCGACCGTGCTGTCCAAAGGGCTGACCTTTCGCCCGTCACTCGCGTTGC

         CAATTAATGTGAGTTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGG
     121 ---------+---------+---------+---------+---------+---------+ 180
         GTTAATTACACTCAATCGAGTGAGTAATCCGTGGGGTCCGAAATGTGAAATACGAAGGCC

                                 B
                                 s
                                 r
                                 B
                                 I
         CTCGTATGTTGTGTGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACC
     181 ---------+---------+---------+---------+---------+---------+ 240
         GAGCATACAACACACCTTAACACTCGCCTATTGTTAAAGTGTGTCCTTTGTCGATACTGG

         ATGATTATTAAAAATCTTCGTTAGTTTCTGCTACGCCTTCGCTATCATCTACAGAGAAAT
     241 ---------+---------+---------+---------+---------+---------+ 300
         TACTAATAATTTTTAGAAGCAATCAAAGACGATGCGGAAGCGATAGTAGATGTCTCTTTA

                             B
                             p
                             u
                             1
                             1
                             0
                             2
                             I
         CCGGCGTTGAGTTCGGGTTGCTCAGCAGCAACTCACGTACTTTCTTCTCGATCTCTTTCG
     301 ---------+---------+---------+---------+---------+---------+ 360



         GGCCGCAACTCAAGCCCAACGAGTCGTCGTTGAGTGCATGAAAGAAGAGCTAGAGAAAGC

         CGGTTTCCGGGTTATCTTTCAGCCAGGCAGTCGCATTCGCTTTACCCTGACCGATCTTCT
     361 ---------+---------+---------+---------+---------+---------+ 420
         GCCAAAGGCCCAATAGAAAGTCGGTCCGTCAGCGTAAGCGAAATGGGACTGGCTAGAAGA

         CACCTTTGTAGCTGTACCACGCGCCTGCTTTCTCGATCAGCTTCTCTTTTACGCCCAGGT
     421 ---------+---------+---------+---------+---------+---------+ 480
         GTGGAAACATCGACATGGTGCGCGGACGAAAGAGCTAGTCGAAGAGAAAATGCGGGTCCA

                                                       E
                                                       c
                                                       o
                                                       R
                                                       I
         CAACCAGTTCGCCGTAGAAGTTGATACCTTCGCCGTAGAGGATCTGGAATTCAGCCTGTT
     481 ---------+---------+---------+---------+---------+---------+ 540
         GTTGGTCAAGCGGCATCTTCAACTATGGAAGCGGCATCTCCTAGACCTTAAGTCGGACAA

         P
         m
         e
         I
         TAAACGGCGCAGCGATTTTGTTCTTCACCACTTTCACGCGGGTTTCGCTACCCACCACGT
     541 ---------+---------+---------+---------+---------+---------+ 600
         ATTTGCCGCGTCGCTAAAACAAGAAGTGGTGAAAGTGCGCCCAAAGCGATGGGTGGTGCA

                                        BP
                                        ss
                                        mh
                                        BA
                                        II
                                         /
         TTTCGCCCTCTTTCACCGCGCCGATACGACGGATGTCGAGACGAACAGAGGCGTAGAATT
     601 ---------+---------+---------+---------+---------+---------+ 660
         AAAGCGGGAGAAAGTGGCGCGGCTATGCTGCCTACAGCTCTGCTTGTCTCCGCATCTTAA

                           H
                           g
                      A    i
                      g    E
                      e    I
                      I    I
         TCAGCGCGTTACCACCGGTAGTGGTTTCCGGGTTACCGAACATCACACCAATTTTCATAC
     661 ---------+---------+---------+---------+---------+---------+ 720
         AGTCGCGCAATGGTGGCCATCACCAAAGGCCCAATGGCTTGTAGTGTGGTTAAAAGTATG

                       B
                       s             B
                       a             s
                       B             b
                       I             I
         GGATCTGGTTGATGAAGATCAGCAGCGTGTTGGACTGCTTCAGGTTACCCGCCAGCTTAC
     721 ---------+---------+---------+---------+---------+---------+ 780
         CCTAGACCAACTACTTCTAGTCGTCGCACAACCTGACGAAGTCCAATGGGCGGTCGAATG

         GCATCGCCTGGCTCATCATACGTGCCGCAAGGCCCATGTGAGAGTCGCCGATTTCGCCTT



     781 ---------+---------+---------+---------+---------+---------+ 840
         CGTAGCGGACCGAGTAGTATGCACGGCGTTCCGGGTACACTCTCAGCGGCTAAAGCGGAA

                                                       D
                                                       r
                                                       d
                                                       I
         CGATTTCCGCTTTCGGCGTCAGTGCCGCCACGGAGTCAACGACGATAACGTCTACTGCGC
     841 ---------+---------+---------+---------+---------+---------+ 900
         GCTAAAGGCGAAAGCCGCAGTCACGGCGGTGCCTCAGTTGCTGCTATTGCAGATGACGCG

                                          A      S
                                          l      g
                                          w      r
                                          N      A
                                          I      I
         CAGAACGCGCCAGGGCGTCACAGATTTCCAGTGCCTGCTCGCCGGTGTCCGGCTGGGAGC
     901 ---------+---------+---------+---------+---------+---------+ 960
         GTCTTGCGCGGTCCCGCAGTGTCTAAAGGTCACGGACGAGCGGCCACAGGCCGACCCTCG

                        E                                B
                        c                                s
                        o                                p
                        R                                G
                        V                                I
         ACAGCAGGTTGTCGATATCGACGCCCAGTTTACGTGCGTAGATTGGGTCCAGCGCGTGTT
     961 ---------+---------+---------+---------+---------+---------+ 1020
         TGTCGTCCAACAGCTATAGCTGCGGGTCAAATGCACGCATCTAACCCAGGTCGCGCACAA

              C                                                  P
              l                                                  s
              a                                                  t
              I                                                  I
         CAGCATCGATAAACGCACAGGTTTTACCTTCACGCTGCGCTGCGGCGATCACCTGCAGCG
    1021 ---------+---------+---------+---------+---------+---------+ 1080
         GTCGTAGCTATTTGCGTGTCCAAAATGGAAGTGCGACGCGACGCCGCTAGTGGACGTCGC

                                   R
                                   s
                                   r
                                   I
                                   I
         TCAGCGTGGTTTTACCGGAAGATTCCGGTCCGTAGATTTCGACGATACGGCCCATCGGCA
    1081 ---------+---------+---------+---------+---------+---------+ 1140
         AGTCGCACCAAAATGGCCTTCTAAGGCCAGGCATCTAAAGCTGCTATGCCGGGTAGCCGT

                              E
                              c               A
                              o               g
                              R               e
                              V               I
         GACCACCTGCCCCAAGCGCGATATCCAGTGAAAGCGAACCGGTAGAGATGGTTTCCACAT
    1141 ---------+---------+---------+---------+---------+---------+ 1200
         CTGGTGGACGGGGTTCGCGCTATAGGTCACTTTCGCTTGGCCATCTCTACCAAAGGTGTA



          B
         Ns                       X
         ct                       c
         oX                       m
         II                       I
         CCATGGAACGGTCTTCACCCAGGCGCATGATGGAGCCTTTACCAAATTGTTTCTCAATCT
    1201 ---------+---------+---------+---------+---------+---------+ 1260
         GGTACCTTGCCAGAAGTGGGTCCGCGTACTACCTCGGAAATGGTTTAACAAAGAGTTAGA

         GGCCCAGTGCTGCCGCCAACGCTTTCTGTTTGTTTTCGTCGATAGCCATttttactcctg
    1261 ---------+---------+---------+---------+---------+---------+ 1320
         CCGGGTCACGACGGCGGTTGCGAAAGACAAACAAAAGCAGCTATCGGTAaaaatgaggac

             B
             a
             m
             H
             I
         tcatggatcctaataccggatagtcaatatgttctgttgaagcaattatactgtatgctc
    1321 ---------+---------+---------+---------+---------+---------+ 1380
         agtacctaggattatggcctatcagttatacaagacaacttcgttaatatgacatacgag

                                 B
                     S           g
                     a           l
                     l           I
                     I           I
         atacagtatcaagtcgactctagcagatctagcttATGATAGTGATGTGCTTAAAAACTT
    1381 ---------+---------+---------+---------+---------+---------+ 1440
         tatgtcatagttcagctgagatcgtctagatcgaaTACTATCACTACACGAATTTTTGAA

                             N
                             s
                             i
                             I
         ACTCAATGGCTGGTTTATGCATATCGCAATACATGCGAAAAACCTAAAAGAGCTTGCCGA
    1441 ---------+---------+---------+---------+---------+---------+ 1500
         TGAGTTACCGACCAAATACGTATAGCGTTATGTACGCTTTTTGGATTTTCTCGAACGGCT

                                       S
                                       a
                                       c
                                       I
                                       I
         TAAAAAAGGCCAATTTATTGCTATTTACCGCGGCTTTTTATTGAGCTTGAAAGATAAATA
    1501 ---------+---------+---------+---------+---------+---------+ 1560
         ATTTTTTCCGGTTAAATAACGATAAATGGCGCCGAAAAATAACTCGAACTTTCTATTTAT

         AAATAGATAGGTTTTATTTGAAGCTAAATCTTCTTTATCGTAAAAAATGCCCTCTTGGGT
    1561 ---------+---------+---------+---------+---------+---------+ 1620
         TTTATCTATCCAAAATAAACTTCGATTTAGAAGAAATAGCATTTTTTACGGGAGAACCCA

         TATCAAGAGGGTCATTATATTTCGCGGAATAACATCATTTGGTGACGAAATAACTAAGCA
    1621 ---------+---------+---------+---------+---------+---------+ 1680
         ATAGTTCTCCCAGTAATATAAAGCGCCTTATTGTAGTAAACCACTGCTTTATTGATTCGT



                             B
                             p
                             u              H             C
                             1              p             l
                             0              a             a
                             I              I             I
         CTTGTCTCCTGTTTACTCCCCTGAGCTTGAGGGGTTAACATGAAGGTCATCGATAGCAGG
    1681 ---------+---------+---------+---------+---------+---------+ 1740
         GAACAGAGGACAAATGAGGGGACTCGAACTCCCCAATTGTACTTCCAGTAGCTATCGTCC

         ATAATAATACAGTAAAACGCTAAACCAATAATCCAAATCCAGCCATCCCAAATTGGTAGT
    1741 ---------+---------+---------+---------+---------+---------+ 1800
         TATTATTATGTCATTTTGCGATTTGGTTATTAGGTTTAGGTCGGTAGGGTTTAACCATCA

                                                  A
                                                  g
                                                  e
                                                  I
         GAATGATTATAAATAACAGTAAACAGTAATGGGCCAATAACACCGGTTGCATTGGTAAGG
    1801 ---------+---------+---------+---------+---------+---------+ 1860
         CTTACTAATATTTATTGTCATTTGTCATTACCCGGTTATTGTGGCCAACGTAACCATTCC

                                                            B
                                                            s
                                                            a
                                                            B
                                                            I
         CTCACCAATAATCCCTGTAAAGCACCTTGCTCATGACTCTTTGTTTGGATAGACATCACT
    1861 ---------+---------+---------+---------+---------+---------+ 1920
         GAGTGGTTATTAGGGACATTTCGTGGAACGAGTACTGAGAAACAAACCTATCTGTAGTGA

         CCCTGTAATGCAGGTAAAGCGATCCCACCACCAGCCAATAAAATTAAAACAGGGAAATCT
    1921 ---------+---------+---------+---------+---------+---------+ 1980
         GGGACATTACGTCCATTTCGCTAGGGTGGTGGTCGGTTATTTTAATTTTGTCCCTTTAGA

         AACCAACCTTCAGATATAAACGCTAAAAAGGCAAATGCACTACTATCTGCAATAAATTCG
    1981 ---------+---------+---------+---------+---------+---------+ 2040
         TTGGTTGGAAGTCTATATTTGCGATTTTTCCGTTTACGTGATGATAGACGTTATTTAAGC

                                      P
              S                       f
              c                       l
              a                       M
              I                       I
         AGCAGTACTGCCGTTTTTTCGCCCCATTTAGTGGCTATTCTTCCTGCCACAAAGGCTTGG
    2041 ---------+---------+---------+---------+---------+---------+ 2100
         TCGTCATGACGGCAAAAAAGCGGGGTAAATCACCGATAAGAAGGACGGTGTTTCCGAACC

         AATACTGAGTGTAAAAGACCAAGACCCGCTAATGAAAAGCCAACCATCATGCTATTCCAT
    2101 ---------+---------+---------+---------+---------+---------+ 2160
         TTATGACTCACATTTTCTGGTTCTGGGCGATTACTTTTCGGTTGGTAGTACGATAAGGTA

                                                   R
                                                   l          M



                                                   e          u
                                                   A          n
                                                   I          I
         CCAAAACGATTTTCGGTAAATAGCACCCACACCGTTGCGGGAATTTGGCCTATCAATTGC
    2161 ---------+---------+---------+---------+---------+---------+ 2220
         GGTTTTGCTAAAAGCCATTTATCGTGGGTGTGGCAACGCCCTTAAACCGGATAGTTAACG

                                                             B
                                                             s
                                                             t
                                                             1    E
                                                             1    c
                                                             0    o
                                                             7    R
                                                             I    I
         GCTGAAAAATAAATAATCAACAAAATGGGCATCGTTTTAAATAAAGTGATGTATACCGAA
    2221 ---------+---------+---------+---------+---------+---------+ 2280
         CGACTTTTTATTTATTAGTTGTTTTACCCGTAGCAAAATTTATTTCACTACATATGGCTT

                                                  A
                       B                          f
                       s          B               lP
                       m          a               Im
                       B          e               Il
                       I          I               II
         TTCGATTGCGTCTCAACCCCTACTTCGGTATCTGTATTATCACGTGTATTTTTGGTTTCA
    2281 ---------+---------+---------+---------+---------+---------+ 2340
         AAGCTAACGCAGAGTTGGGGATGAAGCCATAGACATAATAGTGCACATAAAAACCAAAGT

             D
             r                             S
             d                             s
             I                             p
             I                             I
         CGGAACCAAAACATAACCACAAGGAAAGTGACAATATTTAGCAACGCAGCGATAAAAAAG
    2341 ---------+---------+---------+---------+---------+---------+ 2400
         GCCTTGGTTTTGTATTGGTGTTCCTTTCACTGTTATAAATCGTTGCGTCGCTATTTTTTC

         GGACTATGCGGTGAAATCTCTCCTGCAAAACCACCAATAATAGGCCCCGCTATTAAACCA
    2401 ---------+---------+---------+---------+---------+---------+ 2460
         CCTGATACGCCACTTTAGAGAGGACGTTTTGGTGGTTATTATCCGGGGCGATAATTTGGT

                                             A            B
                                     D       f            p
                                     r X     lM           u
                                     d m     Il           1
                                     I n     Iu           0
                                     I I     II           I
                                              /
         AGCCCAAAACTTGCCCCTAACCAACCGAACCACTTCACGCGTTGAGAAGCTGAGGTGGTA
    2461 ---------+---------+---------+---------+---------+---------+ 2520
         TCGGGTTTTGAACGGGGATTGGTTGGCTTGGTGAAGTGCGCAACTCTTCGACTCCACCAT

         TCGGCAATGACCGATGCCGCGACAGCCCCAGTAGCTCCTGTGATCCCTGAAAGCAAACGG
    2521 ---------+---------+---------+---------+---------+---------+ 2580



         AGCCGTTACTGGCTACGGCGCTGTCGGGGTCATCGAGGACACTAGGGACTTTCGTTTGCC

         CCTAAATACAGCATCCAAAGCGCACTTGAAAAAGCCAGCAATAAGTAATCCAGCGATGCG
    2581 ---------+---------+---------+---------+---------+---------+ 2640
         GGATTTATGTCGTAGGTTTCGCGTGAACTTTTTCGGTCGTTATTCATTAGGTCGCTACGC

         CCTATTAATGACAACAACAGCACTGGGCGCCGACCAAATCGGTCAGACATTTTTCCAAGC
    2641 ---------+---------+---------+---------+---------+---------+ 2700
         GGATAATTACTGTTGTTGTCGTGACCCGCGGCTGGTTTAGCCAGTCTGTAAAAAGGTTCG

         CAAGGAGCAAAGATAACCTGCATTAACGCATAAAGTGCAAGCAATACGCCAAAGTGGTTA
    2701 ---------+---------+---------+---------+---------+---------+ 2760
         GTTCCTCGTTTCTATTGGACGTAATTGCGTATTTCACGTTCGTTATGCGGTTTCACCAAT

             E
             c
             o
             R
             V
         GCGATATCTTCCGAAGCAATAAATTCACGTAATAACGTTGGCAAGACTGGCATGATAAGG
    2761 ---------+---------+---------+---------+---------+---------+ 2820
         CGCTATAGAAGGCTTCGTTATTTAAGTGCATTATTGCAACCGTTCTGACCGTACTATTCC

                N
                c
                o
                I
         CCAATCCCCATGGCATCGAGTAACGTAATTACCAATGCGATCTTTGTCGAACTATTCATT
    2821 ---------+---------+---------+---------+---------+---------+ 2880
         GGTTAGGGGTACCGTAGCTCATTGCATTAATGGTTACGCTAGAAACAGCTTGATAAGTAA

         TCACTTTTCTCTATCACTGATAGGGAGTGGTAAAATAACTCTATCAATGATAGAGTGTCA
    2881 ---------+---------+---------+---------+---------+---------+ 2940
         AGTGAAAAGAGATAGTGACTATCCCTCACCATTTTATTGAGATAGTTACTATCTCACAGT

                                X
                                b
                                a
                                I
         ACAAAAATTAGGAATTAATGATGTCTAGATTAGATAAAAGTAAAGTGATTAACAGCGCAT
    2941 ---------+---------+---------+---------+---------+---------+ 3000
         TGTTTTTAATCCTTAATTACTACAGATCTAATCTATTTTCATTTCACTAATTGTCGCGTA

         TAGAGCTGCTTAATGAGGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGC
    3001 ---------+---------+---------+---------+---------+---------+ 3060
         ATCTCGACGAATTACTCCAGCCTTAGCTTCCAAATTGTTGGGCATTTGAGCGGGTCTTCG

         TAGGTGTAGAGCAGCCTACATTGTATTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACG
    3061 ---------+---------+---------+---------+---------+---------+ 3120
         ATCCACATCTCGTCGGATGTAACATAACCGTACATTTTTTATTCGCCCGAAACGAGCTGC

          B
          p                                              E
          u                                              c
          1                                              o



          0                                              N
          I                                              I
         CCTTAGCCATTGAGATGTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAA
    3121 ---------+---------+---------+---------+---------+---------+ 3180
         GGAATCGGTAACTCTACAATCTATCCGTGGTATGAGTGAAAACGGGAAATCTTCCCCTTT

                          S
                          n
                          a
                          B
                          I
         GCTGGCAAGATTTTTTACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATC
    3181 ---------+---------+---------+---------+---------+---------+ 3240
         CGACCGTTCTAAAAAATGCATTATTGCGATTTTCAAAATCTACACGAAATGATTCAGTAG

         N
         r
         u
         I
         GCGATGGAGCAAAAGTACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCG
    3241 ---------+---------+---------+---------+---------+---------+ 3300
         CGCTACCTCGTTTTCATGTAAATCCATGTGCCGGATGTCTTTTTGTCATACTTTGAGAGC

                                                                  R
                                                          N       l
                                                          s       e
                                                          i       A
                                                          I       I
         AAAATCAATTAGCCTTTTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCAC
    3301 ---------+---------+---------+---------+---------+---------+ 3360
         TTTTAGTTAATCGGAAAAATACGGTTGTTCCAAAAAGTGATCTCTTACGTAATATACGTG

         TCAGCGCTGTGGGGCATTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCG
    3361 ---------+---------+---------+---------+---------+---------+ 3420
         AGTCGCGACACCCCGTAAAATGAAATCCAACGCATAACCTTCTAGTTCTCGTAGTTCAGC

         CTAAAGAAGAAAGGGAAACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTA
    3421 ---------+---------+---------+---------+---------+---------+ 3480
         GATTTCTTCTTTCCCTTTGTGGATGATGACTATCATACGGCGGTAATAATGCTGTTCGAT

                   B                               B           B    N
                   c                               s           c    d
                   l                               g           l    e
                   I                               I           I    I
         TCGAATTATTTGATCACCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCA
    3481 ---------+---------+---------+---------+---------+---------+ 3540
         AGCTTAATAAACTAGTGGTTCCACGTCTCGGTCGGAAGAATAAGCCGGAACTTAACTAGT

         TATGCGGATTAGAAAAACAACTTAAATGTGAAAGTGGGTCTTAAAAGCAGCATAACCTTT
    3541 ---------+---------+---------+---------+---------+---------+ 3600
         ATACGCCTAATCTTTTTGTTGAATTTACACTTTCACCCAGAATTTTCGTCGTATTGGAAA

                                                H
                                                p
                                                a



                                                I
         TTCCGTGATGGTAACTTCACGGTAACCAAGATGTCGAGTTAACCACCCTTTAGATTCATA
    3601 ---------+---------+---------+---------+---------+---------+ 3660
         AAGGCACTACCATTGAAGTGCCATTGGTTCTACAGCTCAATTGGTGGGAAATCTAAGTAT

                                            B
                                            s
                                            t
                                            X
                                            I
         AAGCGAAAATAATGCGGCTCCAACGTACCCACCTAAATGGAAACGGCGTTCACTCCAATC
    3661 ---------+---------+---------+---------+---------+---------+ 3720
         TTCGCTTTTATTACGCCGAGGTTGCATGGGTGGATTTACCTTTGCCGCAAGTGAGGTTAG

         TAAACACGCACAACAGATTTTACGTGAATGTTTGGAAGGAACGTCAATTCCCATTTCATG
    3721 ---------+---------+---------+---------+---------+---------+ 3780
         ATTTGTGCGTGTTGTCTAAAATGCACTTACAAACCTTCCTTGCAGTTAAGGGTAAAGTAC

                                          D
             S                  B         r
             s                  c         d
             p                  l         I
             I                  I         I
         AAAATATTGAATACCACTTAATGTGATCATTGAACCATTTTCAGTGATCCATTGCTGTTG
    3781 ---------+---------+---------+---------+---------+---------+ 3840
         TTTTATAACTTATGGTGAATTACACTAGTAACTTGGTAAAAGTCACTAGGTAACGACAAC

         ACAAAGGGAATCATAGATCCTGCAAGCCTCGTCGTCCTGGCCGGACCACGCTATCTGTGC
    3841 ---------+---------+---------+---------+---------+---------+ 3900
         TGTTTCCCTTAGTATCTAGGACGTTCGGAGCAGCAGGACCGGCCTGGTGCGATAGACACG

           P                B
           s                s
           p                s                                       A
           5                H                                       v
           I                I                                       a
           I                I                                       I
         AAGGTCCCCGGCCCCGGACGCGCGCTCCATGAGCAGAGCGCCCGCCGCCGAGGCGAAGAC
    3901 ---------+---------+---------+---------+---------+---------+ 3960
         TTCCAGGGGCCGGGGCCTGCGCGCGAGGTACTCGTCTCGCGGGCGGCGGCTCCGCTTCTG

                                S
                                e                              E
                                x                              a
                                A                              r
                                I                              I
         TCGGGCGGCGCCCTGCCCGTCCCACCAGGTCAACAGGCGGTAACCGGCCTCTTCATCGGG
    3961 ---------+---------+---------+---------+---------+---------+ 4020
         AGCCCGCCGCGGGACGGGCAGGGTGGTCCAGTTGTCCGCCATTGGCCGGAGAAGTAGCCC

            B
            s
            s                                                      AX
            H                                                      vh
            I                                                      ao



            I                                                      II
                                                                    /
         AATGCGCGCGACCTTCAGCATCGCCGGCATGTCCCCCTGGCGGACGGGAAGTATCCAGCT
    4021 ---------+---------+---------+---------+---------+---------+ 4080
         TTACGCGCGCTGGAAGTCGTAGCGGCCGTACAGGGGGACCGCCTGCCCTTCATAGGTCGA

                                                                  D
                                                                  r
                                                                  a
                                                                  I
                                                                  I
                                                                  I
         CGAGTGGGTGGTGAGCAGCTCGCCGTCGCGCAGCAGGCGCCAGCGCTCCATCCACGCAGT
    4081 ---------+---------+---------+---------+---------+---------+ 4140
         GCTCACCCACCACTCGTCGAGCGGCAGCGCGTCGTCCGCGGTCGCGAGGTAGGTGCGTCA

            B
            s
            u
            3
            6
            I
         GACCTCAGGCGGAAAACGGGAAGACACACTCATGAGATGCCTGCAAGCAATTCGTTCTGT
    4141 ---------+---------+---------+---------+---------+---------+ 4200
         CTGGAGTCCGCCTTTTGCCCTTCTGTGTGAGTACTCTACGGACGTTCGTTAAGCAAGACA

                                        P        N                X
                                        v        s                b
                                        u        p                a
                                        I        V                I
         ATCAGGCGCAGGAGCGTCCCGTCCGGGTCGAtcgaccaattcgaagttcctatactttct
    4201 ---------+---------+---------+---------+---------+---------+ 4260
         TAGTCCGCGTCCTCGCAGGGCAGGCCCAGCTagctggttaagcttcaaggatatgaaaga

                          B                                  S
                          a                                  g
                          m                                  r
                          H                                  A
                          I                                  I
         agagaataggaacttcgggatccTCTACGCCGGACGCATCGTGGCCGGCATCACCGGCGC
    4261 ---------+---------+---------+---------+---------+---------+ 4320
         tctcttatccttgaagccctaggAGATGCGGCCTGCGTAGCACCGGCCGTAGTGGCCGCG

                                                                   B
                                                                   a
                                                                   n
                                                                   I
                                                                   I
         CACAGGTGCGGTTGCTGGCGCCTATATCGCCGACATCCACCGATGGGGAAGATCGGGCTC
    4321 ---------+---------+---------+---------+---------+---------+ 4380
         GTGTCCACGCCAACGACCGCGGATATAGCGGCTGTAGGTGGCTACCCCTTCTAGCCCGAG

                     B
                     a
                     n
                     I
                     I



         GCCACTTCGGGCTCATGAGCGCTTGTTTCGGCGTGGGTATGGTGGCAGGCCCCGTGGCCG
    4381 ---------+---------+---------+---------+---------+---------+ 4440
         CGGTGAAGCCCGAGTACTCGCGAACAAAGCCGCACCCATACCACCGTCCGGGGCACCGGC

                                      S
                                      p
                                      h
                                      I
         GGGGACTGTTGGGCGCCATCTCCTTGCATGCACCATTCCTTGCGGCGGCGGTGCTCAACG
    4441 ---------+---------+---------+---------+---------+---------+ 4500
         CCCCTGACAACCCGCGGTAGAGGAACGTACGTGGTAAGGAACGCCGCCGCCACGAGTTGC

                                       E
                                       c                        S
                                       o                        a
                                       N                        l
                                       I                        I
         GCCTCAACCTACTACTGGCGCTGCTTCCTAATGCAGGAGTCGCATAAGGGAGAGCGTCGA
    4501 ---------+---------+---------+---------+---------+---------+ 4560
         CGGAGTTGGATGATGACCGCGACGAAGGATTACGTCCTCAGCGTATTCCCTCTCGCAGCT

         CCGATGCCCTTGAGAGCCTTCAACCCAGTCAGCTCCTTCCGGTGGGCGCGGGGCATGACT
    4561 ---------+---------+---------+---------+---------+---------+ 4620
         GGCTACGGGAACTCTCGGAAGTTGGGTCAGTCGAGGAAGGCCACCCGCGCCCCGTACTGA

                                                   P
                                                   f
                                                   l
         P                                         1
         s                                         1
         h                                         0
         A                                         8
         I                                         I
         ATCGTCGCCGCACTTATGACTGTCTTCTTTATCATGCAACTCGTAGGACAGGTGCCGGCA
    4621 ---------+---------+---------+---------+---------+---------+ 4680
         TAGCAGCGGCGTGAATACTGACAGAAGAAATAGTACGTTGAGCATCCTGTCCACGGCCGT

                                                                 B
                                                                 p
                                                                 m
                                                                 I
         GCGCTCTGGGTCATTTTCGGCGAGGACCGCTTTCGCTGGAGCGCGACGATGATCGGCCTG
    4681 ---------+---------+---------+---------+---------+---------+ 4740
         CGCGAGACCCAGTAAAAGCCGCTCCTGGCGAAAGCGACCTCGCGCTGCTACTAGCCGGAC

         TCGCTTGCGGTATTCGGAATCTTGCACGCCCTCGCTCAAGCCTTCGTCACTGGTCCCGCC
    4741 ---------+---------+---------+---------+---------+---------+ 4800
         AGCGAACGCCATAAGCCTTAGAACGTGCGGGAGCGAGTTCGGAAGCAGTGACCAGGGCGG

                                                    E
                                                    a
                                                    g
                                                    I
         ACCAAACGTTTCGGCGAGAAGCAGGCCATTATCGCCGGCATGGCGGCCGACGCGCTGGGC
    4801 ---------+---------+---------+---------+---------+---------+ 4860



         TGGTTTGCAAAGCCGCTCTTCGTCCGGTAATAGCGGCCGTACCGCCGGCTGCGCGACCCG

                           N
                           r
                           u
                           I
         TACGTCTTGCTGGCGTTCGCGACGCGAGGCTGGATGGCCTTCCCCATTATGATTCTTCTC
    4861 ---------+---------+---------+---------+---------+---------+ 4920
         ATGCAGAACGACCGCAAGCGCTGCGCTCCGACCTACCGGAAGGGGTAATACTAAGAAGAG

                                                    B
                                                    s
                                                    p
                                                    G
                                                    I
         GCTTCCGGCGGCATCGGGATGCCCGCGTTGCAGGCCATGCTGTCCAGGCAGGTAGATGAC
    4921 ---------+---------+---------+---------+---------+---------+ 4980
         CGAAGGCCGCCGTAGCCCTACGGGCGCAACGTCCGGTACGACAGGTCCGTCCATCTACTG

         GACCATCAGGGACAGCTTCAAGGATCGCTCGCGGCTCTTACCAGCCTAACTTCGATCACT
    4981 ---------+---------+---------+---------+---------+---------+ 5040
         CTGGTAGTCCCTGTCGAAGTTCCTAGCGAGCGCCGAGAATGGTCGGATTGAAGCTAGTGA

         B
         s
         p
         G
         I
         GGACCGCTGATCGTCACGGCGATTTATGCCGCCTCGGCGAGCACATGGAACGGGTTGGCA
    5041 ---------+---------+---------+---------+---------+---------+ 5100
         CCTGGCGACTAGCAGTGCCGCTAAATACGGCGGAGCCGCTCGTGTACCTTGCCCAACCGT

         TGGATTGTAGGCGCCGCCCTATACCTTGTCTGCCTCCCCGCGTTGCGTCGCGGTGCATGG
    5101 ---------+---------+---------+---------+---------+---------+ 5160
         ACCTAACATCCGCGGCGGGATATGGAACAGACGGAGGGGCGCAACGCAGCGCCACGTACC

         AGCCGGGCCACCTCGACCTGAATGGAAGCCGGCGGCACCTCGCTAACGGATTCACCACTC
    5161 ---------+---------+---------+---------+---------+---------+ 5220
         TCGGCCCGGTGGAGCTGGACTTACCTTCGGCCGCCGTGGAGCGATTGCCTAAGTGGTGAG

              P                                                P
              f                                    F           f
              l                                    s           l
              M                                    p           M
              I                                    I           I
         CAAGAATTGGAGCCAATCAATTCTTGCGGAGAACTGTGAATGCGCAAACCAACCCTTGGC
    5221 ---------+---------+---------+---------+---------+---------+ 5280
         GTTCTTAACCTCGGTTAGTTAAGAACGCCTCTTGACACTTACGCGTTTGGTTGGGAACCG

                   B
                   p
                   m
                   I
         AGAACATATCCATCGCGTCCGCCATCTCCAGCAGCCGCACGCGGCGCATCGCGTTGCTGG
    5281 ---------+---------+---------+---------+---------+---------+ 5340



         TCTTGTATAGGTAGCGCAGGCGGTAGAGGTCGTCGGCGTGCGCCGCGTAGCGCAACGACC

                                                            D
                                                            r
                                                            d
                                                            I
         CGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGA
    5341 ---------+---------+---------+---------+---------+---------+ 5400
         GCAAAAAGGTATCCGAGGCGGGGGGACTGCTCGTAGTGTTTTTAGCTGCGAGTTCAGTCT

                                                                 B
                                                                 s
                                                                 i
                                                                 I
         GGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCG
    5401 ---------+---------+---------+---------+---------+---------+ 5460
         CCACCGCTTTGGGCTGTCCTGATATTTCTATGGTCCGCAAAGGGGGACCTTCGAGGGAGC

         TGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGG
    5461 ---------+---------+---------+---------+---------+---------+ 5520
         ACGCGAGAGGACAAGGCTGGGACGGCGAATGGCCTATGGACAGGCGGAAAGAGGGAAGCC

         GAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTC
    5521 ---------+---------+---------+---------+---------+---------+ 5580
         CTTCGCACCGCGAAAGAGTATCGAGTGCGACATCCATAGAGTCAAGCCACATCCAGCAAG

                          A
                          l
                          w
                          4
                          4
                          I
         GCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCG
    5581 ---------+---------+---------+---------+---------+---------+ 5640
         CGAGGTTCGACCCGACACACGTGCTTGGGGGGCAAGTCGGGCTGGCGACGCGGAATAGGC

                                                                    A
                                                                    l
                                                                    w
                                                                    N
                                                                    I
         GTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCA
    5641 ---------+---------+---------+---------+---------+---------+ 5700
         CATTGATAGCAGAACTCAGGTTGGGCCATTCTGTGCTGAATAGCGGTGACCGTCGTCGGT

         CTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGT
    5701 ---------+---------+---------+---------+---------+---------+ 5760
         GACCATTGTCCTAATCGTCTCGCTCCATACATCCGCCACGATGTCTCAAGAACTTCACCA

         GGCCTAACTACGGCTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAG
    5761 ---------+---------+---------+---------+---------+---------+ 5820
         CCGGATTGATGCCGATGTGATCTTCCTGTCATAAACCATAGACGCGAGACGACTTCGGTC

                                                          H
                                                          g



                                                          i
                                                          E
                                                          I
                                                          I
         TTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCG
    5821 ---------+---------+---------+---------+---------+---------+ 5880
         AATGGAAGCCTTTTTCTCAACCATCGAGAACTAGGCCGTTTGTTTGGTGGCGACCATCGC

         GTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATC
    5881 ---------+---------+---------+---------+---------+---------+ 5940
         CACCAAAAAAACAAACGTTCGTCGTCTAATGCGCGTCTTTTTTTCCTAGAGTTCTTCTAG

         CTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTT
    5941 ---------+---------+---------+---------+---------+---------+ 6000
         GAAACTAGAAAAGATGCCCCAGACTGCGAGTCACCTTGCTTTTGAGTGCAATTCCCTAAA

         TGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTT
    6001 ---------+---------+---------+---------+---------+---------+ 6060
         ACCAGTACTCTAATAGTTTTTCCTAGAAGTGGATCTAGGAAAATTTAATTTTTACTTCAA

         TTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCA
    6061 ---------+---------+---------+---------+---------+---------+ 6120
         AATTTAGTTAGATTTCATATATACTCATTTGAACCAGACTGTCAATGGTTACGAATTAGT

                                                                 E
                                                                 a
                                                                 m
                                                                 1
                                                                 1
                                                                 0
                                                                 5
                                                                 I
         GTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCG
    6121 ---------+---------+---------+---------+---------+---------+ 6180
         CACTCCGTGGATAGAGTCGCTAGACAGATAAAGCAAGTAGGTATCAACGGACTGAGGGGC

                       P
                       f
                       l
                       1
                       1                                          B
                       0                                          s
                       8                                          a
                       I                                          I
         TCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATAC
    6181 ---------+---------+---------+---------+---------+---------+ 6240
         AGCACATCTATTGATGCTATGCCCTCCCGAATGGTAGACCGGGGTCACGACGTTACTATG

               B
               p
               m
               I
         CGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGG
    6241 ---------+---------+---------+---------+---------+---------+ 6300
         GCGCTCTGGGTGCGAGTGGCCGAGGTCTAAATAGTCGTTATTTGGTCGGTCGGCCTTCCC



         CCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCC
    6301 ---------+---------+---------+---------+---------+---------+ 6360
         GGCTCGCGTCTTCACCAGGACGTTGAAATAGGCGGAGGTAGGTCAGATAATTAACAACGG

                                               F
                                               s
                                               p
                                               I
         GGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTG
    6361 ---------+---------+---------+---------+---------+---------+ 6420
         CCCTTCGATCTCATTCATCAAGCGGTCAATTATCAAACGCGTTGCAACAACGGTAACGAC

          P
          s
          t
          I
         CAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAAC
    6421 ---------+---------+---------+---------+---------+---------+ 6480
         GTCCGTAGCACCACAGTGCGAGCAGCAAACCATACCGAAGTAAGTCGAGGCCAAGGGTTG

         GATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTC
    6481 ---------+---------+---------+---------+---------+---------+ 6540
         CTAGTTCCGCTCAATGTACTAGGGGGTACAACACGTTTTTTCGCCAATCGAGGAAGCCAG

               P
               v
               u
               I
         CTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCAC
    6541 ---------+---------+---------+---------+---------+---------+ 6600
         GAGGCTAGCAACAGTCTTCATTCAACCGGCGTCACAATAGTGAGTACCAATACCGTCGTG

                                                                 S
                                                                 c
                                                                 a
                                                                 I
         TGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACT
    6601 ---------+---------+---------+---------+---------+---------+ 6660
         ACGTATTAAGAGAATGACAGTACGGTAGGCATTCTACGAAAAGACACTGACCACTCATGA

                                                                    B
                                                                    s
                                                                    b
                                                                    I
         CAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAA
    6661 ---------+---------+---------+---------+---------+---------+ 6720
         GTTGGTTCAGTAAGACTCTTATCACATACGCCGCTGGCTCAACGAGAACGGGCCGCAGTT

                                                                X
                                                                m
                                                                n
                                                                I
         CACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTT
    6721 ---------+---------+---------+---------+---------+---------+ 6780



         GTGCCCTATTATGGCGCGGTGTATCGTCTTGAAATTTTCACGAGTAGTAACCTTTTGCAA

         CTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCA
    6781 ---------+---------+---------+---------+---------+---------+ 6840
         GAAGCCCCGCTTTTGAGAGTTCCTAGAATGGCGACAACTCTAGGTCAAGCTACATTGGGT

            A
            l
         B  w
         s  4
         i  4
         I  I
         CTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAA
    6841 ---------+---------+---------+---------+---------+---------+ 6900
         GAGCACGTGGGTTGACTAGAAGTCGTAGAAAATGAAAGTGGTCGCAAAGACCCACTCGTT

         AAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATAC
    6901 ---------+---------+---------+---------+---------+---------+ 6960
         TTTGTCCTTCCGTTTTACGGCGTTTTTTCCCTTATTCCCGCTGTGCCTTTACAACTTATG

                                                                  B
                    E        S                                    s
                    a        s                                    r
                    r        p                                    B
                    I        I                                    I
         TCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCG
    6961 ---------+---------+---------+---------+---------+---------+ 7020
         AGTATGAGAAGGAAAAAGTTATAATAACTTCGTAAATAGTCCCAATAACAGAGTACTCGC

         GATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCC
    7021 ---------+---------+---------+---------+---------+---------+ 7080
         CTATGTATAAACTTACATAAATCTTTTTATTTGTTTATCCCCAAGGCGCGTGTAAAGGGG

                           A
                           a
                           t
                           I
                           I
         GAAAAGTGCCACCTGACGTCTAAGAAACCATTATTATCATGACATTAACCTATAAAAATA
    7081 ---------+---------+---------+---------+---------+---------+ 7140
         CTTTTCACGGTGGACTGCAGATTCTTTGGTAATAATAGTACTGTAATTGGATATTTTTAT

                B
                s
                i
                I
         GGCGTATCACGAGGCCCTTTCGTCTTCAA
    7141 ---------+---------+--------- 7169
         CCGCATAGTGCTCCGGGAAAGCAGAAGTT

 Enzymes that do cut:

    AatII     AccI     AciI   AflIII     AgeI     AluI     AlwI   Alw21I
   Alw44I    AlwNI    ApaBI     ApoI     AvaI    AvaII     BaeI    BamHI
     BanI    BanII     BbsI     BbvI     BccI   Bce83I    BcefI     BcgI
     BcgI     BclI     BfaI     BglI    BglII     BpmI   Bpu10I Bpu1102I
     BsaI    BsaAI    BsaBI    BsaHI    BsaJI    BsaWI     BsbI    BscGI



     BsgI     BsiI    BsiEI     BslI     BsmI    BsmAI    BsmBI    BsmFI
    BsoFI   Bsp24I   Bsp24I Bsp1286I    BspGI    BspMI     BsrI    BsrBI
    BsrDI    BsrFI   BssHII Bst1107I   BstEII    BstXI    BstYI   Bsu36I
    Cac8I     CjeI     CjeI    CjePI    CjePI     ClaI    CviJI    CviRI
     DdeI     DpnI     DraI   DraIII     DrdI    DrdII     DsaI     EaeI
     EagI Eam1105I     EarI     EciI Eco47III   Eco57I    EcoNI EcoO109I
    EcoRI   EcoRII    EcoRV     FauI     FokI     FspI    GdiII     HaeI
    HaeII   HaeIII     HgaI   HgiEII     HhaI   HincII  HindIII    HinfI
     HpaI     HphI     KpnI    MaeII   MaeIII    MboII     MluI     MmeI
     MnlI     MseI     MslI     MspI   MspA1I     MunI     MwoI     NarI
     NciI     NcoI     NdeI   NgoAIV   NlaIII    NlaIV     NruI     NsiI
     NspI     NspV Pfl1108I    PflMI     PleI     PmeI     PmlI    PshAI
   Psp5II Psp1406I     PstI     PvuI    PvuII     RcaI    RleAI     RsaI
    RsrII    SacII     SalI   Sau96I   Sau3AI     ScaI    ScrFI    SexAI
    SfaNI     SfcI    SgrAI    SnaBI     SphI     SspI     StyI     TaqI
    TaqII    TaqII     TfiI     ThaI     TseI   Tsp45I  Tsp509I Tth111II
     VspI     XbaI     XcmI     XhoI     XmnI

 Enzymes that do not cut:

    AflII     ApaI     AscI    AvrII    BseRI    BspEI BspLU11I    BsrGI
     FseI     MscI     NheI     NotI     PacI     SacI     SapI     SfiI
     SgfI     SmaI     SpeI     SrfI Sse8387I     StuI     SunI     SwaI
  Tth111I

 Enzymes excluded; MinCuts: 1  MaxCuts: 3

    AccI     AciI     AluI     AlwI   Alw21I    ApaBI     ApoI    AvaII
    BanI     BbsI     BbvI     BccI   Bce83I    BcefI     BcgI     BcgI
    BfaI     BglI    BsaAI    BsaHI    BsaJI    BsaWI    BscGI    BsiEI
    BslI     BsmI    BsmAI    BsmFI    BsoFI   Bsp24I   Bsp24I Bsp1286I
   BspMI     BsrI    BsrDI    BsrFI   BstEII    BstYI    Cac8I     CjeI
    CjeI    CjePI    CjePI    CviJI    CviRI     DdeI     DpnI     DraI
    DsaI     EaeI     EciI Eco47III   Eco57I EcoO109I   EcoRII     FauI
    FokI    GdiII     HaeI    HaeII   HaeIII     HgaI     HhaI   HincII
   HinfI     HphI    MaeII   MaeIII    MboII     MmeI     MnlI     MseI
    MslI     MspI   MspA1I     MwoI     NarI     NciI   NgoAIV   NlaIII
   NlaIV     NspI     PleI Psp1406I     RcaI     RsaI   Sau96I   Sau3AI
   ScrFI    SfaNI     SfcI     StyI     TaqI    TaqII    TaqII     TfiI
    ThaI     TseI   Tsp45I  Tsp509I Tth111II     VspI


