
 (Circular) MAP of: Peaw127.Seq  check: 8385  from: 1  to: 7978

PBR322 with the amp.R region reversed

 With 212 enzymes: *

 MaxCuts: 2
                           July 15, 1999 17:04  ..

                                C
                                l
                                a
                                I
         TTCTCATGTTTGACAGCTTATCATCGATAAGCTTGGATCAATTCCTGTAACAATAGCAAT
       1 ---------+---------+---------+---------+---------+---------+ 60
         AAGAGTACAAACTGTCGAATAGTAGCTATTCGAACCTAGTTAAGGACATTGTTATCGTTA

         ACCCCAAATACCTAATGTAGTTCCAGCAAGCAAGCTAAAAAGTAAAGCAACAACATAACC
      61 ---------+---------+---------+---------+---------+---------+ 120
         TGGGGTTTATGGATTACATCAAGGTCGTTCGTTCGATTTTTCATTTCGTTGTTGTATTGG

                                                           B
                                                           a
                                                           m
                                                           H
                                                           I
         TGACTCTTATACACAAGTAGCGTCCTGAACGGAACCTTTCCCGTTTTCCAGGATCCcgga
     121 ---------+---------+---------+---------+---------+---------+ 180
         ACTGAGAATATGTGTTCATCGCAGGACTTGCCTTGGAAAGGGCAAAAGGTCCTAGGgcct

                    X                  N                     N
                    b                  s                     o
                    a                  p                     t
                    I                  V                     I
         agttcctattctctagaaagtataggaacttcgaattggtcgaaattcgttgcggccgca
     181 ---------+---------+---------+---------+---------+---------+ 240
         tcaaggataagagatctttcatatccttgaagcttaaccagctttaagcaacgccggcgt

                                        D
                                        r
               K S                      a
               p m                      I
               n a                      I
               I I                      I
         acggtacccgggggatcggggAAAGCCACGTTGTGTCTCAAAATCTCTGATGTTACATTG
     241 ---------+---------+---------+---------+---------+---------+ 300
         tgccatgggccccctagccccTTTCGGTGCAACACAGAGTTTTAGAGACTACAATGTAAC

         CACAAGATAAAAATATATCATCATGAACAATAAAACTGTCTGCTTACATAAACAGTAATA
     301 ---------+---------+---------+---------+---------+---------+ 360
         GTGTTCTATTTTTATATAGTAGTACTTGTTATTTTGACAGACGAATGTATTTGTCATTAT

                                                 X
                                                 h
                                                 o



                                                 I
         CAAGGGGTGTTATGAGCCATATTCAACGGGAAACGTCTTGCTCGAGGCCGCGATTAAATT
     361 ---------+---------+---------+---------+---------+---------+ 420
         GTTCCCCACAATACTCGGTATAAGTTGCCCTTTGCAGAACGAGCTCCGGCGCTAATTTAA

                                                N
                                                r
                                                u
                                                I
         CCAACATGGATGCTGATTTATATGGGTATAAATGGGCTCGCGATAATGTCGGGCAATCAG
     421 ---------+---------+---------+---------+---------+---------+ 480
         GGTTGTACCTACGACTAAATATACCCATATTTACCCGAGCGCTATTACAGCCCGTTAGTC

                      C
                      l
                      a
                      I
         GTGCGACAATCTATCGATTGTATGGGAAGCCCGATGCGCCAGAGTTGTTTCTGAAACATG
     481 ---------+---------+---------+---------+---------+---------+ 540
         CACGCTGTTAGATAGCTAACATACCCTTCGGGCTACGCGGTCTCAACAAAGACTTTGTAC

         GCAAAGGTAGCGTTGCCAATGATGTTACAGATGAGATGGTCAGACTAAACTGGCTGACGG
     541 ---------+---------+---------+---------+---------+---------+ 600
         CGTTTCCATCGCAACGGTTACTACAATGTCTACTCTACCAGTCTGATTTGACCGACTGCC

                                                             N
                                                             s
                                                             i
                                                             I
         AATTTATGCCTCTTCCGACCATCAAGCATTTTATCCGTACTCCTGATGATGCATGGTTAC
     601 ---------+---------+---------+---------+---------+---------+ 660
         TTAAATACGGAGAAGGCTGGTAGTTCGTAAAATAGGCATGAGGACTACTACGTACCAATG

                                                               E
                         S                                     c
                         m                                     o
                         a                                     N
                         I                                     I
         TCACCACTGCGATCCCCGGGAAAACAGCATTCCAGGTATTAGAAGAATATCCTGATTCAG
     661 ---------+---------+---------+---------+---------+---------+ 720
         AGTGGTGACGCTAGGGGCCCTTTTGTCGTAAGGTCCATAATCTTCTTATAGGACTAAGTC

         GTGAAAATATTGTTGATGCGCTGGCAGTGTTCCTGCGCCGGTTGCATTCGATTCCTGTTT
     721 ---------+---------+---------+---------+---------+---------+ 780
         CACTTTTATAACAACTACGCGACCGTCACAAGGACGCGGCCAACGTAAGCTAAGGACAAA

                               PS
                               vg
                               uf
                               II
                                /
         GTAATTGTCCTTTTAACAGCGATCGCGTATTTCGTCTCGCTCAGGCGCAATCACGAATGA
     781 ---------+---------+---------+---------+---------+---------+ 840
         CATTAACAGGAAAATTGTCGCTAGCGCATAAAGCAGAGCGAGTCCGCGTTAGTGCTTACT

         ATAACGGTTTGGTTGATGCGAGTGATTTTGATGACGAGCGTAATGGCTGGCCTGTTGAAC
     841 ---------+---------+---------+---------+---------+---------+ 900



         TATTGCCAAACCAACTACGCTCACTAAAACTACTGCTCGCATTACCGACCGGACAACTTG

                           N
                           s
                           i
                           I
         AAGTCTGGAAAGAAATGCATAAGCTTTTGCCATTCTCACCGGATTCAGTCGTCACTCATG
     901 ---------+---------+---------+---------+---------+---------+ 960
         TTCAGACCTTTCTTTACGTATTCGAAAACGGTAAGAGTGGCCTAAGTCAGCAGTGAGTAC

         GTGATTTCTCACTTGATAACCTTATTTTTGACGAGGGGAAATTAATAGGTTGTATTGATG
     961 ---------+---------+---------+---------+---------+---------+ 1020
         CACTAAAGAGTGAACTATTGGAATAAAAACTGCTCCCCTTTAATTATCCAACATAACTAC

         TTGGACGAGTCGGAATCGCAGACCGATACCAGGATCTTGCCATCCTATGGAACTGCCTCG
    1021 ---------+---------+---------+---------+---------+---------+ 1080
         AACCTGCTCAGCCTTAGCGTCTGGCTATGGTCCTAGAACGGTAGGATACCTTGACGGAGC

         GTGAGTTTTCTCCTTCATTACAGAAACGGCTTTTTCAAAAATATGGTATTGATAATCCTG
    1081 ---------+---------+---------+---------+---------+---------+ 1140
         CACTCAAAAGAGGAAGTAATGTCTTTGCCGAAAAAGTTTTTATACCATAACTATTAGGAC

         ATATGAATAAATTGCAGTTTCATTTGATGCTCGATGAGTTTTTCTAATCAGAATTGGTTA
    1141 ---------+---------+---------+---------+---------+---------+ 1200
         TATACTTATTTAACGTCAAAGTAAACTACGAGCTACTCAAAAAGATTAGTCTTAACCAAT

         ATTGGTTGTAACACTGGCAGAGCATTACGCTGACTTGACGGGACGGCGGCTTTGTTGAAT
    1201 ---------+---------+---------+---------+---------+---------+ 1260
         TAACCAACATTGTGACCGTCTCGTAATGCGACTGAACTGCCCTGCCGCCGAAACAACTTA

         AAATCGAACTTTTGCTGAGTTGAAGGATCAGATCACGCATCTTCCCGACAACGCAGACCG
    1261 ---------+---------+---------+---------+---------+---------+ 1320
         TTTAGCTTGAAAACGACTCAACTTCCTAGTCTAGTGCGTAGAAGGGCTGTTGCGTCTGGC

         TTCCGTGGCAAAGCAAAAGTTCAAAATCACCAACTGGTCCACCTACAACAAAGCTCTCAT
    1321 ---------+---------+---------+---------+---------+---------+ 1380
         AAGGCACCGTTTCGTTTTCAAGTTTTAGTGGTTGACCAGGTGGATGTTGTTTCGAGAGTA

               B
               s                                       S
               a                                       t
               X                                       u
               I                                       I
         CAACCGTGGCTCCCTCACTTTCTGGCTGGATGATGGGGCGATTCAGGCCTGGTATGAGTC
    1381 ---------+---------+---------+---------+---------+---------+ 1440
         GTTGGCACCGAGGGAGTGAAAGACCGACCTACTACCCCGCTAAGTCCGGACCATACTCAG

                                                              B
                                                   X          a
                                                   b          m
                                                   a          H
                                                   I          I
         AGCAACACCTTCTTCACGAGGCAGACCTCAGCGCTAcgatcctctagagtcgaggatccT
    1441 ---------+---------+---------+---------+---------+---------+ 1500
         TCGTTGTGGAAGAAGTGCTCCGTCTGGAGTCGCGATgctaggagatctcagctcctaggA

         GGAAAACGGGAAAGGTTCCGTTCAGGACGCTACTTGTGTATAAGAGTCAGGTTATGTTGT



    1501 ---------+---------+---------+---------+---------+---------+ 1560
         CCTTTTGCCCTTTCCAAGGCAAGTCCTGCGATGAACACATATTCTCAGTCCAATACAACA

         TGCTTTACTTTTTAGCTTGCTTGCTGGAACTACATTAGGTATTTGGGGTATTGCTATTGT
    1561 ---------+---------+---------+---------+---------+---------+ 1620
         ACGAAATGAAAAATCGAACGAACGACCTTGATGTAATCCATAAACCCCATAACGATAACA

         TACAGGAATTGATCCTCGACCGATGCCCTTGAGAGCCTTCAACCCAGTCAGCTCCTTCCG
    1621 ---------+---------+---------+---------+---------+---------+ 1680
         ATGTCCTTAACTAGGAGCTGGCTACGGGAACTCTCGGAAGTTGGGTCAGTCGAGGAAGGC

                            P
                            s
                            h
                            A
                            I
         GTGGGCGCGGGGCATGACTATCGTCGCCGCACTTATGACTGTCTTCTTTATCATGCAACT
    1681 ---------+---------+---------+---------+---------+---------+ 1740
         CACCCGCGCCCCGTACTGATAGCAGCGGCGTGAATACTGACAGAAGAAATAGTACGTTGA

         CGTAGGACAGGTGCCGGCAGCGCTCTGGGTCATTTTCGGCGAGGACCGCTTTCGCTGGAG
    1741 ---------+---------+---------+---------+---------+---------+ 1800
         GCATCCTGTCCACGGCCGTCGCGAGACCCAGTAAAAGCCGCTCCTGGCGAAAGCGACCTC

         CGCGACGATGATCGGCCTGTCGCTTGCGGTATTCGGAATCTTGCACGCCCTCGCTCAAGC
    1801 ---------+---------+---------+---------+---------+---------+ 1860
         GCGCTGCTACTAGCCGGACAGCGAACGCCATAAGCCTTAGAACGTGCGGGAGCGAGTTCG

         CTTCGTCACTGGTCCCGCCACCAAACGTTTCGGCGAGAAGCAGGCCATTATCGCCGGCAT
    1861 ---------+---------+---------+---------+---------+---------+ 1920
         GAAGCAGTGACCAGGGCGGTGGTTTGCAAAGCCGCTCTTCGTCCGGTAATAGCGGCCGTA

                                              N
                                              r
                                              u
                                              I
         GGCGGCCGACGCGCTGGGCTACGTCTTGCTGGCGTTCGCGACGCGAGGCTGGATGGCCTT
    1921 ---------+---------+---------+---------+---------+---------+ 1980
         CCGCCGGCTGCGCGACCCGATGCAGAACGACCGCAAGCGCTGCGCTCCGACCTACCGGAA

                                                                  B
                                                                  s
                                                                  p
                                                                  M
                                                                  I
         CCCCATTATGATTCTTCTCGCTTCCGGCGGCATCGGGATGCCCGCGTTGCAGGCCATGCT
    1981 ---------+---------+---------+---------+---------+---------+ 2040
         GGGGTAATACTAAGAAGAGCGAAGGCCGCCGTAGCCCTACGGGCGCAACGTCCGGTACGA

         GTCCAGGCAGGTAGATGACGACCATCAGGGACAGCTTCAAGGATCGCTCGCGGCTCTTAC
    2041 ---------+---------+---------+---------+---------+---------+ 2100
         CAGGTCCGTCCATCTACTGCTGGTAGTCCCTGTCGAAGTTCCTAGCGAGCGCCGAGAATG

         CAGCCTAACTTCGATCACTGGACCGCTGATCGTCACGGCGATTTATGCCGCCTCGGCGAG
    2101 ---------+---------+---------+---------+---------+---------+ 2160
         GTCGGATTGAAGCTAGTGACCTGGCGACTAGCAGTGCCGCTAAATACGGCGGAGCCGCTC



         CACATGGAACGGGTTGGCATGGATTGTAGGCGCCGCCCTATACCTTGTCTGCCTCCCCGC
    2161 ---------+---------+---------+---------+---------+---------+ 2220
         GTGTACCTTGCCCAACCGTACCTAACATCCGCGGCGGGATATGGAACAGACGGAGGGGCG

         GTTGCGTCGCGGTGCATGGAGCCGGGCCACCTCGACCTGAATGGAAGCCGGCGGCACCTC
    2221 ---------+---------+---------+---------+---------+---------+ 2280
         CAACGCAGCGCCACGTACCTCGGCCCGGTGGAGCTGGACTTACCTTCGGCCGCCGTGGAG

         GCTAACGGATTCACCACTCCAAGAATTGGAGCCAATCAATTCTTGCGGAGAACTGTGAAT
    2281 ---------+---------+---------+---------+---------+---------+ 2340
         CGATTGCCTAAGTGGTGAGGTTCTTAACCTCGGTTAGTTAAGAACGCCTCTTGACACTTA

         GCGCAAACCAACCCTTGGCAGAACATATCCATCGCGTCCGCCATCTCCAGCAGCCGCACG
    2341 ---------+---------+---------+---------+---------+---------+ 2400
         CGCGTTTGGTTGGGAACCGTCTTGTATAGGTAGCGCAGGCGGTAGAGGTCGTCGGCGTGC

                               P
                               p      M
                               u      s
                               M      c
                               I      I
         CGGCGCATCTCGGGCAGCGTTGGGTCCTGGCCACGGGTGCGCATGATCGTGCTCCTGTCG
    2401 ---------+---------+---------+---------+---------+---------+ 2460
         GCCGCGTAGAGCCCGTCGCAACCCAGGACCGGTGCCCACGCGTACTAGCACGAGGACAGC

             P
             p
             u
             M
             I
         TTGAGGACCCGGCTAGGCTGGCGGGGTTGCCTTACTGGTTAGCAGAATGAATCACCGATA
    2461 ---------+---------+---------+---------+---------+---------+ 2520
         AACTCCTGGGCCGATCCGACCGCCCCAACGGAATGACCAATCGTCTTACTTAGTGGCTAT

         CGCGAGCGAACGTGAAGCGACTGCTGCTGCAAAACGTCTGCGACCTGAGCAACAACATGA
    2521 ---------+---------+---------+---------+---------+---------+ 2580
         GCGCTCGCTTGCACTTCGCTGACGACGACGTTTTGCAGACGCTGGACTCGTTGTTGTACT

         ATGGTCTTCGGTTTCCGTGTTTCGTAAAGTCTGGAAACGCGGAAGTCAGCGCCCTGCACC
    2581 ---------+---------+---------+---------+---------+---------+ 2640
         TACCAGAAGCCAAAGGCACAAAGCATTTCAGACCTTTGCGCCTTCAGTCGCGGGACGTGG

                B       B
                s       s
                p       a
                E       B
                I       I
         ATTATGTTCCGGATCTGCATCGCAGGATGCTGCTGGCTACCCTGTGGAACACCTACATCT
    2641 ---------+---------+---------+---------+---------+---------+ 2700
         TAATACAAGGCCTAGACGTAGCGTCCTACGACGACCGATGGGACACCTTGTGGATGTAGA

         GTATTAACGAAGCGCTGGCATTGACCCTGAGTGATTTTTCTCTGGTCCCGCCGCATCCAT
    2701 ---------+---------+---------+---------+---------+---------+ 2760
         CATAATTGCTTCGCGACCGTAACTGGGACTCACTAAAAAGAGACCAGGGCGGCGTAGGTA



         ACCGCCAGTTGTTTACCCTCACAACGTTCCAGTAACCGGGCATGTTCATCATCAGTAACC
    2761 ---------+---------+---------+---------+---------+---------+ 2820
         TGGCGGTCAACAAATGGGAGTGTTGCAAGGTCATTGGCCCGTACAAGTAGTAGTCATTGG

                                                             U
                                                             b
                                                             a
                                                             D
                                                             I
         CGTATCGTGAGCATCCTCTCTCGTTTCATCGGTATCATTACCCCCATGAACAGAAATTCC
    2821 ---------+---------+---------+---------+---------+---------+ 2880
         GCATAGCACTCGTAGGAGAGAGCAAAGTAGCCATAGTAATGGGGGTACTTGTCTTTAAGG

         CCCTTACACGGAGGCATCAAGTGACCAAACAGGAAAAAACCGCCCTTAACATGGCCCGCT
    2881 ---------+---------+---------+---------+---------+---------+ 2940
         GGGAATGTGCCTCCGTAGTTCACTGGTTTGTCCTTTTTTGGCGGGAATTGTACCGGGCGA

         TTATCAGAAGCCAGACATTAACGCTTCTGGAGAAACTCAACGAGCTGGACGCGGATGAAC
    2941 ---------+---------+---------+---------+---------+---------+ 3000
         AATAGTCTTCGGTCTGTAATTGCGAAGACCTCTTTGAGTTGCTCGACCTGCGCCTACTTG

                                                            B    B
                           X                                g    s
                           m                                l    a
                           n                                I    B
                           I                                I    I
         AGGCAGACATCTGTGAATCGCTTCACGACCACGCTGATGAGCTTTACCGCAAGATCTTGA
    3001 ---------+---------+---------+---------+---------+---------+ 3060
         TCCGTCTGTAGACACTTAGCGAAGTGCTGGTGCGACTACTCGAAATGGCGTTCTAGAACT

         TCCCCTGCGCCATCAGATCCTTGGCGGCAAGAAAGCCATCCAGTTTACTTTGCAGGGCTT
    3061 ---------+---------+---------+---------+---------+---------+ 3120
         AGGGGACGCGGTAGTCTAGGAACCGCCGTTCTTTCGGTAGGTCAAATGAAACGTCCCGAA

         CCCAACCTTACCAGAGGGCGCCCCAGCTGGCAATTCCGGTTCGCTTGCTGTCCATAAAAC
    3121 ---------+---------+---------+---------+---------+---------+ 3180
         GGGTTGGAATGGTCTCCCGCGGGGTCGACCGTTAAGGCCAAGCGAACGACAGGTATTTTG

                                                          B
                                                          s
                                                          p
                                                          M
                                                          I
         CGCCCAGTCTAGCTATCGCCATGTAAGCCCACTGCAAGCTACCTGCTTTCTCTTTGCGCT
    3181 ---------+---------+---------+---------+---------+---------+ 3240
         GCGGGTCAGATCGATAGCGGTACATTCGGGTGACGTTCGATGGACGAAAGAGAAACGCGA

                                       A
                                       l
                                       w
                                       N
                                       I
         TGCGTTTTCCCTTGTCCAGATAGCCCAGTAGCTGACATTCATCCGGGGTCAGCACCGTTT
    3241 ---------+---------+---------+---------+---------+---------+ 3300
         ACGCAAAAGGGAACAGGTCTATCGGGTCATCGACTGTAAGTAGGCCCCAGTCGTGGCAAA



                           B
                           s
                           a
                           A
                           I
         CTGCGGACTGGCTTTCTACGTGTTCCGCTTCCTTTAGCAGCCCTTGCGCCCTGAGTGCTT
    3301 ---------+---------+---------+---------+---------+---------+ 3360
         GACGCCTGACCGAAAGATGCACAAGGCGAAGGAAATCGTCGGGAACGCGGGACTCACGAA

         GCGGCAGCGTGAAGCTTTCTCTGAGCTGTAACAGCCTGACCGCAACAAACGAGAGGATCG
    3361 ---------+---------+---------+---------+---------+---------+ 3420
         CGCCGTCGCACTTCGAAAGAGACTCGACATTGTCGGACTGGCGTTGTTTGCTCTCCTAGC

         AGACCATCCGCTCCAGATTATCCGGCTCCTCCATGCGTTGCCTCTCGGCTCCTGCTCCGG
    3421 ---------+---------+---------+---------+---------+---------+ 3480
         TCTGGTAGGCGAGGTCTAATAGGCCGAGGAGGTACGCAACGGAGAGCCGAGGACGAGGCC

         TTTTCCATGCCTTATGGAACTCCTCGATCCGCCAGCGATGGGTATAAATGTCGATGACGC
    3481 ---------+---------+---------+---------+---------+---------+ 3540
         AAAAGGTACGGAATACCTTGAGGAGCTAGGCGGTCGCTACCCATATTTACAGCTACTGCG

                                P
                    N           i
                    h           n
                    e           A
                    I           I
         GCAAGGCTTGGGCTAGCGACTCGACCGGTTCGCCGGTCAGCAACAACCATTTCAACGGGG
    3541 ---------+---------+---------+---------+---------+---------+ 3600
         CGTTCCGAACCCGATCGCTGAGCTGGCCAAGCGGCCAGTCGTTGTTGGTAAAGTTGCCCC

         TCTCACCCTTGGGCGGGTTAATCTCCTCGGCCAGCACCGCGTTGAGCGTGATATTCCCCT
    3601 ---------+---------+---------+---------+---------+---------+ 3660
         AGAGTGGGAACCCGCCCAATTAGAGGAGCCGGTCGTGGCGCAACTCGCACTATAAGGGGA

         GTTTTAGCGTGATGCGCCCACTGCGCAGGCTCAAGCTCGCCTTGCGGGCTGGTCGATTTT
    3661 ---------+---------+---------+---------+---------+---------+ 3720
         CAAAATCGCACTACGCGGGTGACGCGTCCGAGTTCGAGCGGAACGCCCGACCAGCTAAAA

         TACGTTTACCGCGTTTATCCACCACGCCCTTTTGCGGAATGCTGATCTGATAGCCACCCA
    3721 ---------+---------+---------+---------+---------+---------+ 3780
         ATGCAAATGGCGCAAATAGGTGGTGCGGGAAAACGCCTTACGACTAGACTATCGGTGGGT

                   D
                   r                                   A
                   d                                   h
                   I                                   d
                   I                                   I
         ACTCCGGTTGGTTCTTCAGATGGTCGATCAGATACAACCCAGACTCTACGTCCTTGCGTG
    3781 ---------+---------+---------+---------+---------+---------+ 3840
         TGAGGCCAACCAAGAAGTCTACCAGCTAGTCTATGTTGGGTCTGAGATGCAGGAACGCAC

                                                           P
                                                           s
                                                           t



                                                           I
         GGTGCTTGGAGCGCACCACGAAGCGCTCGTTATGCGCCAGCCTGTCCTGCAGATAAGCAT
    3841 ---------+---------+---------+---------+---------+---------+ 3900
         CCACGAACCTCGCGTGGTGCTTCGCGAGCAATACGCGGTCGGACAGGACGTCTATTCGTA

         GAATATCGGCTTCGCGGTCACAGACCGCAATCACGTTGCTCATCATGCTGCCCATGCGTA
    3901 ---------+---------+---------+---------+---------+---------+ 3960
         CTTATAGCCGAAGCGCCAGTGTCTGGCGTTAGTGCAACGAGTAGTACGACGGGTACGCAT

                     N
                     o
                     t
                     I
         ACCGGCTAGTTGCGGCCGCTGCCAGCCATTTGCCACTCTCCTTTTCATCCGCATCGGCAG
    3961 ---------+---------+---------+---------+---------+---------+ 4020
         TGGCCGATCAACGCCGGCGACGGTCGGTAAACGGTGAGAGGAAAAGTAGGCGTAGCCGTC

         GGTCATCCGGGCGCATCCACCACTCCTGATGCAGTAATCCTACGGTGCGGAATGTGGTGG
    4021 ---------+---------+---------+---------+---------+---------+ 4080
         CCAGTAGGCCCGCGTAGGTGGTGAGGACTACGTCATTAGGATGCCACGCCTTACACCACC

                                   U        S
          X                        b        a
          h                        a        c
          o                        D        I
          I                        I        I
         CCTCGAGCAAGAGAACGGAGTGAACCCACCATCCGCGGGATTTATCCTGAATAGAGCCCA
    4081 ---------+---------+---------+---------+---------+---------+ 4140
         GGAGCTCGTTCTCTTGCCTCACTTGGGTGGTAGGCGCCCTAAATAGGACTTATCTCGGGT

                             S
                             e                                      M
                             x                                      s
                             A                                      c
                             I                                      I
         GCTTGCCAAGCTCTTCGGCGACCTGGTGGCGATAACTCAAAGAGGTGGTGTCCTCAATGG
    4141 ---------+---------+---------+---------+---------+---------+ 4200
         CGAACGGTTCGAGAAGCCGCTGGACCACCGCTATTGAGTTTCTCCACCACAGGAGTTACC

         CCAGCAGTTCGGGAAACTCCTGAGCCAACTTGACTGTTTGCATGGCGCCAGCCTTTCTGA
    4201 ---------+---------+---------+---------+---------+---------+ 4260
         GGTCGTCAAGCCCTTTGAGGACTCGGTTGAACTGACAAACGTACCGCGGTCGGAAAGACT

         TCGCCTCGGCAGAAACGTTGGGATTGCGGTAAAATCGGTAAGCGCCTTCCTGCATGGCTT
    4261 ---------+---------+---------+---------+---------+---------+ 4320
         AGCGGAGCCGTCTTTGCAACCCTAACGCCATTTTAGCCATTCGCGGAAGGACGTACCGAA

                                                       M
                                                       u
                                                       n
                                                       I
         CACTACCCTCTGATGAGATGGTTATTGATTTACCAGAATATTTTGCCAATTGGGCGGCGA
    4321 ---------+---------+---------+---------+---------+---------+ 4380
         GTGATGGGAGACTACTCTACCAATAACTAAATGGTCTTATAAAACGGTTAACCCGCCGCT

            H
            p



            a
            I
         CGTTAACCAAGCGGGCAGTACGGCGAGGATCACCCAGCGCCGCCGAAGAGAACACAGATT
    4381 ---------+---------+---------+---------+---------+---------+ 4440
         GCAATTGGTTCGCCCGTCATGCCGCTCCTAGTGGGTCGCGGCGGCTTCTCTTGTGTCTAA

         TAGCCCAGTCGGCCGCACGATGAAGAGCAGAAGTTATCATGCTGCCTCGCGCGTTTCGGT
    4441 ---------+---------+---------+---------+---------+---------+ 4500
         ATCGGGTCAGCCGGCGTGCTACTTCTCGTCTTCAATAGTACGACGGAGCGCGCAAAGCCA

         GATGACGGTGAAAACCTCTGACACATGCAGCTCCCGGAGACGGTCACAGCTTGTCTGTAA
    4501 ---------+---------+---------+---------+---------+---------+ 4560
         CTACTGCCACTTTTGGAGACTGTGTACGTCGAGGGCCTCTGCCAGTGTCGAACAGACATT

                               D
                               r
                               d
                               I
         GCGGATGCCGGGAGCAGACAAGCCCGTCAGGGCGCGTCAGCGGGTGTTGGCGGGTGTCGG
    4561 ---------+---------+---------+---------+---------+---------+ 4620
         CGCCTACGGCCCTCGTCTGTTCGGGCAGTCCCGCGCAGTCGCCCACAACCGCCCACAGCC

                       T
                       t
                       h      B
                       1      s
                       1      a
                       1      A
                       I      I
         GGCGCAGCCATGACCCAGTCACGTAGCGATAGCGGAGTGCACCATCGAATGGCGCAAAAC
    4621 ---------+---------+---------+---------+---------+---------+ 4680
         CCGCGTCGGTACTGGGTCAGTGCATCGCTATCGCCTCACGTGGTAGCTTACCGCGTTTTG

            H
            g
            i
            E
            I
            I
         CTTTCGCGGTATGGCATGATAGCGCCCGGAAGAGAGTCAATTCAGGGTGGTGAATGTGAA
    4681 ---------+---------+---------+---------+---------+---------+ 4740
         GAAAGCGCCATACCGTACTATCGCGGGCCTTCTCTCAGTTAAGTCCCACCACTTACACTT

         ACCAGTAACGTTATACGATGTCGCAGAGTATGCCGGTGTCTCTTATCAGACCGTTTCCCG
    4741 ---------+---------+---------+---------+---------+---------+ 4800
         TGGTCATTGCAATATGCTACAGCGTCTCATACGGCCACAGAGAATAGTCTGGCAAAGGGC

                 D
                 r
                 d
                 I
                 I
         CGTGGTGAACCAGGCCAGCCACGTTTCTGCGAAAACGCGGGAAAAAGTGGAAGCGGCGAT
    4801 ---------+---------+---------+---------+---------+---------+ 4860
         GCACCACTTGGTCCGGTCGGTGCAAAGACGCTTTTGCGCCCTTTTTCACCTTCGCCGCTA

         GGCGGAGCTGAATTACATTCCCAACCGCGTGGCACAACAACTGGCGGGCAAACAGTCGTT



    4861 ---------+---------+---------+---------+---------+---------+ 4920
         CCGCCTCGACTTAATGTAAGGGTTGGCGCACCGTGTTGTTGACCGCCCGTTTGTCAGCAA

         GCTGATTGGCGTTGCCACCTCCAGTCTGGCCCTGCACGCGCCGTCGCAAATTGTCGCGGC
    4921 ---------+---------+---------+---------+---------+---------+ 4980
         CGACTAACCGCAACGGTGGAGGTCAGACCGGGACGTGCGCGGCAGCGTTTAACAGCGCCG

         GATTAAATCTCGCGCCGATCAACTGGGTGCCAGCGTGGTGGTGTCGATGGTAGAACGAAG
    4981 ---------+---------+---------+---------+---------+---------+ 5040
         CTAATTTAGAGCGCGGCTAGTTGACCCACGGTCGCACCACCACAGCTACCATCTTGCTTC

                                                      M             B
                                                      l             c
                                                      u             l
                                                      I             I
         CGGCGTCGAAGCCTGTAAAGCGGCGGTGCACAATCTTCTCGCGCAACGCGTCAGTGGGCT
    5041 ---------+---------+---------+---------+---------+---------+ 5100
         GCCGCAGCTTCGGACATTTCGCCGCCACGTGTTAGAAGAGCGCGTTGCGCAGTCACCCGA

         GATCATTAACTATCCGCTGGATGACCAGGATGCCATTGCTGTGGAAGCTGCCTGCACTAA
    5101 ---------+---------+---------+---------+---------+---------+ 5160
         CTAGTAATTGATAGGCGACCTACTGGTCCTACGGTAACGACACCTTCGACGGACGTGATT

         TGTTCCGGCGTTATTTCTTGATGTCTCTGACCAGACACCCATCAACAGTATTATTTTCTC
    5161 ---------+---------+---------+---------+---------+---------+ 5220
         ACAAGGCCGCAATAAAGAACTACAGAGACTGGTCTGTGGGTAGTTGTCATAATAAAAGAG

                                                       B
                                                       s
                                                       t
                                                       E
                                                       I
                                                       I
         CCATGAAGACGGTACGCGACTGGGCGTGGAGCATCTGGTCGCATTGGGTCACCAGCAAAT
    5221 ---------+---------+---------+---------+---------+---------+ 5280
         GGTACTTCTGCCATGCGCTGACCCGCACCTCGTAGACCAGCGTAACCCAGTGGTCGTTTA

                       B A
                       m p
                       g a
                       I I
         CGCGCTGTTAGCGGGCCCATTAAGTTCTGTCTCGGCGCGTCTGCGTCTGGCTGGCTGGCA
    5281 ---------+---------+---------+---------+---------+---------+ 5340
         GCGCGACAATCGCCCGGGTAATTCAAGACAGAGCCGCGCAGACGCAGACCGACCGACCGT

         TAAATATCTCACTCGCAATCAAATTCAGCCGATAGCGGAACGGGAAGGCGACTGGAGTGC
    5341 ---------+---------+---------+---------+---------+---------+ 5400
         ATTTATAGAGTGAGCGTTAGTTTAAGTCGGCTATCGCCTTGCCCTTCCGCTGACCTCACG

         CATGTCCGGTTTTCAACAAACCATGCAAATGCTGAATGAGGGCATCGTTCCCACTGCGAT
    5401 ---------+---------+---------+---------+---------+---------+ 5460
         GTACAGGCCAAAAGTTGTTTGGTACGTTTACGACTTACTCCCGTAGCAAGGGTGACGCTA

                                             B
                                             s



                                             s
                                             H
                                             I
                                             I
         GCTGGTTGCCAACGATCAGATGGCGCTGGGCGCAATGCGCGCCATTACCGAGTCCGGGCT
    5461 ---------+---------+---------+---------+---------+---------+ 5520
         CGACCAACGGTTGCTAGTCTACCGCGACCCGCGTTACGCGCGGTAATGGCTCAGGCCCGA

                        E
                        c
                        o
                        R
                        V
         GCGCGTTGGTGCGGATATCTCGGTAGTGGGATACGACGATACCGAAGACAGCTCATGTTA
    5521 ---------+---------+---------+---------+---------+---------+ 5580
         CGCGCAACCACGCCTATAGAGCCATCACCCTATGCTGCTATGGCTTCTGTCGAGTACAAT

                    H
                    p
                    a
                    I
         TATCCCGCCGTTAACCACCATCAAACAGGATTTTCGCCTGCTGGGGCAAACCAGCGTGGA
    5581 ---------+---------+---------+---------+---------+---------+ 5640
         ATAGGGCGGCAATTGGTGGTAGTTTGTCCTAAAAGCGGACGACCCCGTTTGGTCGCACCT

         CCGCTTGCTGCAACTCTCTCAGGGCCAGGCGGTGAAGGGCAATCAGCTGTTGCCCGTCTC
    5641 ---------+---------+---------+---------+---------+---------+ 5700
         GGCGAACGACGTTGAGAGAGTCCCGGTCCGCCACTTCCCGTTAGTCGACAACGGGCAGAG

                                                     B
                                                     s
                                                     a
                                                     X
                                                     I
         ACTGGTGAAAAGAAAAACCACCCTGGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTT
    5701 ---------+---------+---------+---------+---------+---------+ 5760
         TGACCACTTTTCTTTTTGGTGGGACCGCGGGTTATGCGTTTGGCGGAGAGGGGCGCGCAA

         GGCCGATTCATTAATGCAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGC
    5761 ---------+---------+---------+---------+---------+---------+ 5820
         CCGGCTAAGTAATTACGTCGACCGTGCTGTCCAAAGGGCTGACCTTTCGCCCGTCACTCG

         GCAACGCAATTAATGTAAGTTAGCTCACTCATTAGGCTATACTGGCTTAACTATGCGGCA
    5821 ---------+---------+---------+---------+---------+---------+ 5880
         CGTTGCGTTAATTACATTCAATCGAGTGAGTAATCCGATATGACCGAATTGATACGCCGT

                                           E
                      T                    c
                      a                    o
                      t                    R
                      I                    I
         TCAGAGCAGATTGTACTGAGAGTGCACCATACCGGAATTCCGGTATGCGGTGTGAAATAC
    5881 ---------+---------+---------+---------+---------+---------+ 5940
         AGTCTCGTCTAACATGACTCTCACGTGGTATGGCCTTAAGGCCATACGCCACACTTTATG

         CGCACAGATGCGTAAGGAGAAAATACCGCATCAGGCGCTCTTCCGCTTCCTCGCTCACTG
    5941 ---------+---------+---------+---------+---------+---------+ 6000



         GCGTGTCTACGCATTCCTCTTTTATGGCGTAGTCCGCGAGAAGGCGAAGGAGCGAGTGAC

         ACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAA
    6001 ---------+---------+---------+---------+---------+---------+ 6060
         TGAGCGACGCGAGCCAGCAAGCCGACGCCGCTCGCCATAGTCGAGTGAGTTTCCGCCATT

                                                B
                                                s
                                                p
                                                L
                                                U
                                                1
                                                1
                                                I
         TACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGC
    6061 ---------+---------+---------+---------+---------+---------+ 6120
         ATGCCAATAGGTGTCTTAGTCCCCTATTGCGTCCTTTCTTGTACACTCGTTTTCCGGTCG

         AAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCC
    6121 ---------+---------+---------+---------+---------+---------+ 6180
         TTTTCCGGTCCTTGGCATTTTTCCGGCGCAACGACCGCAAAAAGGTATCCGAGGCGGGGG

                                    D
                                    r
                                    d
                                    I
         CTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTAT
    6181 ---------+---------+---------+---------+---------+---------+ 6240
         GACTGCTCGTAGTGTTTTTAGCTGCGAGTTCAGTCTCCACCGCTTTGGGCTGTCCTGATA

         AAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGC
    6241 ---------+---------+---------+---------+---------+---------+ 6300
         TTTCTATGGTCCGCAAAGGGGGACCTTCGAGGGAGCACGCGAGAGGACAAGGCTGGGACG

         CGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCT
    6301 ---------+---------+---------+---------+---------+---------+ 6360
         GCGAATGGCCTATGGACAGGCGGAAAGAGGGAAGCCCTTCGCACCGCGAAAGAGTATCGA

         CACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACG
    6361 ---------+---------+---------+---------+---------+---------+ 6420
         GTGCGACATCCATAGAGTCAAGCCACATCCAGCAAGCGAGGTTCGACCCGACACACGTGC

         AACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACC
    6421 ---------+---------+---------+---------+---------+---------+ 6480
         TTGGGGGGCAAGTCGGGCTGGCGACGCGGAATAGGCCATTGATAGCAGAACTCAGGTTGG

                                            A
                                            l
                                            w
                                            N
                                            I
         CGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGA
    6481 ---------+---------+---------+---------+---------+---------+ 6540
         GCCATTCTGTGCTGAATAGCGGTGACCGTCGTCGGTGACCATTGTCCTAATCGTCTCGCT



         GGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAA
    6541 ---------+---------+---------+---------+---------+---------+ 6600
         CCATACATCCGCCACGATGTCTCAAGAACTTCACCACCGGATTGATGCCGATGTGATCTT

         GGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTA
    6601 ---------+---------+---------+---------+---------+---------+ 6660
         CCTGTCATAAACCATAGACGCGAGACGACTTCGGTCAATGGAAGCCTTTTTCTCAACCAT

                                  H
                                  g
                                  i
                                  E
                                  I
                                  I
         GCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGC
    6661 ---------+---------+---------+---------+---------+---------+ 6720
         CGAGAACTAGGCCGTTTGTTTGGTGGCGACCATCGCCACCAAAAAAACAAACGTTCGTCG

         AGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTG
    6721 ---------+---------+---------+---------+---------+---------+ 6780
         TCTAATGCGCGTCTTTTTTTCCTAGAGTTCTTCTAGGAAACTAGAAAAGATGCCCCAGAC

         ACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGA
    6781 ---------+---------+---------+---------+---------+---------+ 6840
         TGCGAGTCACCTTGCTTTTGAGTGCAATTCCCTAAAACCAGTACTCTAATAGTTTTTCCT

                           B   E
                           s   c
                           p   o
                           E   R
                           I   I
         TCTTCACCTAGATCCTTTTCCGGAATTCCAAATCAATCTAAAGTATATATGAGTAAACTT
    6841 ---------+---------+---------+---------+---------+---------+ 6900
         AGAAGTGGATCTAGGAAAAGGCCTTAAGGTTTAGTTAGATTTCATATATACTCATTTGAA

         GGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTC
    6901 ---------+---------+---------+---------+---------+---------+ 6960
         CCAGACTGTCAATGGTTACGAATTAGTCACTCCGTGGATAGAGTCGCTAGACAGATAAAG

                                A
                                h
                                d
                                I
         GTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTAC
    6961 ---------+---------+---------+---------+---------+---------+ 7020
         CAAGTAGGTATCAACGGACTGAGGGGCAGCACATCTATTGATGCTATGCCCTCCCGAATG

         CATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTAT
    7021 ---------+---------+---------+---------+---------+---------+ 7080
         GTAGACCGGGGTCACGACGTTACTATGGCGCTCTGGGTGCGAGTGGCCGAGGTCTAAATA

         CAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCG
    7081 ---------+---------+---------+---------+---------+---------+ 7140
         GTCGTTATTTGGTCGGTCGGCCTTCCCGGCTCGCGTCTTCACCAGGACGTTGAAATAGGC



         CCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATA
    7141 ---------+---------+---------+---------+---------+---------+ 7200
         GGAGGTAGGTCAGATAATTAACAACGGCCCTTCGATCTCATTCATCAAGCGGTCAATTAT

                                     P
                                     s
                                     t
                                     I
         GTTTGCGCAACGTTGTTGCCATTGCTGCAGGCATCGTGGTGTCACGCTCGTCGTTTGGTA
    7201 ---------+---------+---------+---------+---------+---------+ 7260
         CAAACGCGTTGCAACAACGGTAACGACGTCCGTAGCACCACAGTGCGAGCAGCAAACCAT

         TGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGT
    7261 ---------+---------+---------+---------+---------+---------+ 7320
         ACCGAAGTAAGTCGAGGCCAAGGGTTGCTAGTTCCGCTCAATGTACTAGGGGGTACAACA

                                          P
                                          v
                                          u
                                          I
         GCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAG
    7321 ---------+---------+---------+---------+---------+---------+ 7380
         CGTTTTTTCGCCAATCGAGGAAGCCAGGAGGCTAGCAACAGTCTTCATTCAACCGGCGTC

         TGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAA
    7381 ---------+---------+---------+---------+---------+---------+ 7440
         ACAATAGTGAGTACCAATACCGTCGTGACGTATTAAGAGAATGACAGTACGGTAGGCATT

                                ST
                                ca
                                at
                                II
                                 /
         GATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGC
    7441 ---------+---------+---------+---------+---------+---------+ 7500
         CTACGAAAAGACACTGACCACTCATGAGTTGGTTCAGTAAGACTCTTATCACATACGCCG

         GACCGAGTTGCTCTTGCCCGGCGTCAACACGGGATAATACCGCGCCACATAGCAGAACTT
    7501 ---------+---------+---------+---------+---------+---------+ 7560
         CTGGCTCAACGAGAACGGGCCGCAGTTGTGCCCTATTATGGCGCGGTGTATCGTCTTGAA

         D                     X
         r                     m
         a                     n
         I                     I
         TAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGC
    7561 ---------+---------+---------+---------+---------+---------+ 7620
         ATTTTCACGAGTAGTAACCTTTTGCAAGAAGCCCCGCTTTTGAGAGTTCCTAGAATGGCG

         TGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTA
    7621 ---------+---------+---------+---------+---------+---------+ 7680
         ACAACTCTAGGTCAAGCTACATTGGGTGAGCACGTGGGTTGACTAGAAGTCGTAGAAAAT

         CTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAA
    7681 ---------+---------+---------+---------+---------+---------+ 7740
         GAAAGTGGTCGCAAAGACCCACTCGTTTTTGTCCTTCCGTTTTACGGCGTTTTTTCCCTT



         TAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCA
    7741 ---------+---------+---------+---------+---------+---------+ 7800
         ATTCCCGCTGTGCCTTTACAACTTATGAGTATGAGAAGGAAAAAGTTATAATAACTTCGT

         TTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAAC
    7801 ---------+---------+---------+---------+---------+---------+ 7860
         AAATAGTCCCAATAACAGAGTACTCGCCTATGTATAAACTTACATAAATCTTTTTATTTG

                                                      A
                                                      a
                                                      t
                                                      I
                                                      I
         AAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAAACCATTA
    7861 ---------+---------+---------+---------+---------+---------+ 7920
         TTTATCCCCAAGGCGCGTGTAAAGGGGCTTTTCACGGTGGACTGCAGATTCTTTGGTAAT

         TTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCCCTTTCGTCTTCAAGA
    7921 ---------+---------+---------+---------+---------+-------- 7978
         AATAGTACTGTAATTGGATATTTTTATCCGCATAGTGCTCCGGGAAAGCAGAAGTTCT

 Enzymes that do cut and were not excluded:

    AatII     AhdI    AlwNI     ApaI    BamHI     BclI    BglII     BmgI
    BsaAI    BsaBI    BsaXI    BspEI BspLU11I    BspMI   BssHII   BstEII
     ClaI     DraI   DraIII     DrdI    DrdII    EcoNI    EcoRI    EcoRV
   HgiEII     HpaI     KpnI     MluI     MscI     MunI     NheI     NotI
     NruI     NsiI     NspV    PinAI    PpuMI    PshAI     PstI     PvuI
    SacII     ScaI    SexAI     SgfI     SmaI     StuI     TatI  Tth111I
    UbaDI     XbaI     XhoI     XmnI

 Enzymes that do not cut:

     AccI    AflII     AscI    AvrII     BaeI     BplI Bpu1102I    BsrGI
 Bst1107I   Bsu36I     FseI     NcoI     NdeI     PacI     PmeI     PmlI
    RleAI    RsrII     SalI    SanDI     SfiI    SgrAI    SnaBI     SpeI
     SphI     SrfI Sse8387I Sse8647I     SstI     SunI     SwaI

 Enzymes excluded; MinCuts: 1  MaxCuts: 2

  AceIII     AciI   AflIII     AluI     AlwI   Alw26I    ApaBI    ApaLI
    ApoI     AvaI    AvaII     BanI    BanII     BbsI     BbvI     BccI
  Bce83I    BcefI     BcgI     BcgI     BfaI     BfiI     BglI     BpmI
  Bpu10I     BsaI    BsaHI    BsaJI    BsaWI     BsbI    BscGI    BseRI
    BsgI    BsiEI  BsiHKAI     BslI     BsmI    BsmBI    BsmFI   Bsp24I
  Bsp24I Bsp1286I    BspGI     BsrI    BsrBI    BsrDI    BsrFI    BssSI
   BstXI    BstYI    Cac8I     CjeI     CjeI    CjePI    CjePI    CviJI
   CviRI     DdeI     DpnI     DsaI     EaeI     EagI     EarI     EciI
Eco47III   Eco57I EcoO109I   EcoRII     FauI   Fnu4HI     FokI     FspI
   GdiII     HaeI    HaeII   HaeIII     HgaI     HhaI    Hin4I   HincII
 HindIII    HinfI     HphI   MaeIII    MboII     MmeI     MnlI     MseI
    MslI     MspI   MspA1I     MwoI     NarI     NciI   NgoAIV   NlaIII
   NlaIV     NspI Pfl1108I    PflMI     PleI Psp1406I    PvuII     RcaI
    RsaI     SapI   Sau96I   Sau3AI    ScrFI    SfaNI     SfcI     SimI
    SspI     StyI     TaiI     TaqI    TaqII    TaqII     TauI     TfiI
    ThaI     TseI   Tsp45I   Tsp4CI  Tsp509I    TspRI Tth111II     VspI
    XcmI




