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CACTACTGCCCACCTCCCCGATCGAGCTCCGTCCCGACCACCCCGGACTCCGGTCACTCC

181 ---------+---------+---------+---------+---------+---------+

NheI XhoI

GTGATGACGGGTGGAGGGGCTAGCTCGAGGCAGGGCTGGTGGGGCCTGAGGCCAGTGAGG

241 ---------+---------+---------+---------+---------+---------+

TCACACCTCATCCGCGGGTCCGTAGCACGTCTGTCCCGCTGTAGTCGACCCCTGCTACCC

NarI

KasI                            PvuII

AGTGTGGAGTAGGCGCCCAGGCATCGTGCAGACAGGGCGACATCAGCTGGGGACGATGGG

CACGACCTCCTCTCGAACACCCTCGGTTCCTCGTGGAACCTGTAGACCTCAGACCGTCCT

GTGCTGGAGGAGAGCTTGTGGGAGCCAAGGAGCACCTTGGACATCTGGAGTCTGGCAGGA

121 ---------+---------+---------+---------+---------+---------+

1 ---------+---------+---------+---------+---------+---------+

ATATCCCTCTGGGTTCGACCGATCGCAAATTTGAATTCGAACCCTCCCCCACCCTACCCA

HindIII

BsaI         NheI  PmeI   AflII

TATAGGGAGACCCAAGCTGGCTAGCGTTTAAACTTAAGCTTGGGAGGGGGTGGGATGGGT

CCCCCCATTGCCCCCTTTGACCCCTTCACCCCTTGGCTCCCCGTTGGTCCCCTTCTACCC

GGGGGGTAACGGGGGAAACTGGGGAAGTGGGGAACCGAGGGGCAACCAGGGGAAGATGGG

61 ---------+---------+---------+---------+---------+---------+
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421 ---------+---------+---------+---------+---------+---------+

CCGTTGCCTCCACATCGACCGTCGTCGCCCGTCCACTCCTGGGGTAGACGGCCCGTCCAC

BspMI                   BspMI

AarI                    AarI

GGCAACGGAGGTGTAGCTGGCAGCAGCGGGCAGGTGAGGACCCCATCTGCCGGGCAGGTG

TCAGGGAAGGGAGGGGTCCGGAGCGAAGGGGTCGGAAGACTTTCTTCCTCCAAATCCCCT

481 ---------+---------+---------+---------+---------+---------+

StuI

AGTCCCTTCCCTCCCCAGGCCTCGCTTCCCCAGCCTTCTGAAAGAAGGAGGTTTAGGGGA

GGACTCGATCCCGACCTTTCTTCCCCCTCGGTCCGTAAGTAGGGCCAGTGAAAACCAATG

CCTGAGCTAGGGCTGGAAAGAAGGGGGAGCCAGGCATTCATCCCGGTCACTTTTGGTTAC

301 ---------+---------+---------+---------+---------+---------+

TCCTGCACCGTCGACCAACCTGCTCCCCTCGACCACCCGTCCCAAACTAGGGTCCCGGAC

361 ---------+---------+---------+---------+---------+---------+

PvuII                                    PflMI

AGGACGTGGCAGCTGGTTGGACGAGGGGAGCTGGTGGGCAGGGTTTGATCCCAGGGCCTG

AGCTCCCGACCGCCCCTCTTCGTCTGTGGGAGGGTCGTCTCCCCGTCCTACCCCCGTCCT

TCGAGGGCTGGCGGGGAGAAGCAGACACCCTCCCAGCAGAGGGGCAGGATGGGGGCAGGA

541 ---------+---------+---------+---------+---------+---------+

CTCAATCGTTTCCACTGTAGAAGAGCCCCCCTCGGCTCTGACGCGTTCCGACCCCCCAAT

GAGTTAGCAAAGGTGACATCTTCTCGGGGGGAGCCGAGACTGCGCAAGGCTGGGGGGTTA

601 ---------+---------+---------+---------+---------+---------+

ACCCGGGCAAGGTCCGTCTTTCTCGTTCTCCCGTCCCTCCCTCGTGTCCCCACCGGTCGC

661 ---------+---------+---------+---------+---------+---------+

ApaI

TGGGCCCGTTCCAGGCAGAAAGAGCAAGAGGGCAGGGAGGGAGCACAGGGGTGGCCAGCG
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AACCACTGCGACATACGGGAGTGGCGAGTCGGGGACCCCGACCGAACCGTCTGTCATGTC

TTGGTGACGCTGTATGCCCTCACCGCTCAGCCCCTGGGGCTGGCTTGGCAGACAGTACAG

1081 ---------+---------+---------+---------+---------+---------+

TGTCCCCGTCGAGGCCGTGCCGAAAGAGTCCGGATACGGCCTCGGAGCTCCCGACCTCTC

841 ---------+---------+---------+---------+---------+---------+

StuI            XhoI

ACAGGGGCAGCTCCGGCACGGCTTTCTCAGGCCTATGCCGGAGCCTCGAGGGCTGGAGAG

GTGTCCTGTCTCCCCAGGGGTCGACGGTGGAGTGGGTGGCGTTAAGTAAATCATCGTCCG

781 ---------+---------+---------+---------+---------+---------+

PvuII

CACAGGACAGAGGGGTCCCCAGCTGCCACCTCACCCACCGCAATTCATTTAGTAGCAGGC

ATCCCAGGTCGTGCACCCCACCATGGGGTCCGGACCCAGTCTGTCCCTGTACCGTCCCCT

721 ---------+---------+---------+---------+---------+---------+

PflMI         KpnI    StuI

TAGGGTCCAGCACGTGGGGTGGTACCCCAGGCCTGGGTCAGACAGGGACATGGCAGGGGA

CGCGGCCAGGGTGCTCCGTGACGCCGGGTCCCAGACCACGCCTCTCCCGGGTGTCACCTG

1021 ---------+---------+---------+---------+---------+---------+

PflMI              ApaI

GCGCCGGTCCCACGAGGCACTGCGGCCCAGGGTCTGGTGCGGAGAGGGCCCACAGTGGAC

961 ---------+---------+---------+---------+---------+---------+

GTGCCCTCCCCCCGGGGCCCTGTAACGCGTCGTTCCTCCGACGTCCCCGAGCCGGACGCC

SmaI                                         NarI

ApaI                         PstI                KasI

CACGGGAGGGGGGCCCCGGGACATTGCGCAGCAAGGAGGCTGCAGGGGCTCGGCCTGCGG

GCCCTTCTGTCCGTCACGAGCCCCTCAACGTCGTCCTGCAGTGGTCCTCCCGCTTCGCCG

901 ---------+---------+---------+---------+---------+---------+

BbsI                            AatII

CGGGAAGACAGGCAGTGCTCGGGGAGTTGCAGCAGGACGTCACCAGGAGGGCGAAGCGGC
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AATCCGACCACCCCGACGCCGTTCTTCGCCCAGACAAAGAAATGAAGGAGGTGCCTCAGC

TTAGGCTGGTGGGGCTGCGGCAAGAAGCGGGTCTGTTTCTTTACTTCCTCCACGGAGTCG

1501 ---------+---------+---------+---------+---------+---------+

TCGCCCTCCGTGACCGGAGGTCTCGGGCACCGGTTCCGCCCGGAGCGCCCGCCGCTGCCT

AGCGGGAGGCACTGGCCTCCAGAGCCCGTGGCCAAGGCGGGCCTCGCGGGCGGCGACGGA

1261 ---------+---------+---------+---------+---------+---------+

ACTTACTCGAGAGTCCTCCCTCCTACCACGTCCGTCCCCACTCCTCGCGTCGCCCGCCGC

1201 ---------+---------+---------+---------+---------+---------+

SacI

TGAATGAGCTCTCAGGAGGGAGGATGGTGCAGGCAGGGGTGAGGAGCGCAGCGGGCGGCG

GTAGGTCCCCTCAGTTCCCGTACCCCGCTCTGGTCTGATCCGCTCCGCCCGCCCCGCCTC

1141 ---------+---------+---------+---------+---------+---------+

BsaI

CATCCAGGGGAGTCAAGGGCATGGGGCGAGACCAGACTAGGCGAGGCGGGCGGGGCGGAG

TACTGTACCAGGCCACACTGCCGCTCCTGTCTCCTCCGCGCAGGCCGGAAGGACTTGTGG

ATGACATGGTCCGGTGTGACGGCGAGGACAGAGGAGGCGCGTCCGGCCTTCCTGAACACC

1441 ---------+---------+---------+---------+---------+---------+

TGCACGGGTGGTCGACGGCTTCCGGTTCTGCGGTCCAGGCCACCTGCACTGTTCGTCCTG

1381 ---------+---------+---------+---------+---------+---------+

PvuII

ACGTGCCCACCAGCTGCCGAAGGCCAAGACGCCAGGTCCGGTGGACGTGACAAGCAGGAC

CGGCCCTAGCCACGGAGTCGCAAGCCCGACCTCTGCTCCGGTCCAGAGGTCGACCCCACC

1321 ---------+---------+---------+---------+---------+---------+

BsmBI       BsaI  PvuII

GCCGGGATCGGTGCCTCAGCGTTCGGGCTGGAGACGAGGCCAGGTCTCCAGCTGGGGTGG
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AAAAAGACTCTCTAAGTTTCGGAGGTGCTGAGACAAAGGGGGCAGGGAAGACTTAAATTA

TTTTTCTGAGAGATTCAAAGCCTCCACGACTCTGTTTCCCCCGTCCCTTCTGAATTTAAT

1981 ---------+---------+---------+---------+---------+---------+

GACGTGAAATGTTGGTGACGTGATGGACTGAGTCCTTAGCCGAGACCTTCCACTTCGATC

CTGCACTTTACAACCACTGCACTACCTGACTCAGGAATCGGCTCTGGAAGGTGAAGCTAG

1681 ---------+---------+---------+---------+---------+---------+

GTCGAGTTCGGACCCGGAAACTTAGGCCTGTGTTTTGGGAGATCGAACCTTTACTTATAC

CAGCTCAAGCCTGGGCCTTTGAATCCGGACACAAAACCCTCTAGCTTGGAAATGAATATG

1621 ---------+---------+---------+---------+---------+---------+

CGTGTGATACCGACGGGAGACCCGAGGGTCTTGGGTGTTGTACTTTCTTTACCACGATGG

GCACACTATGGCTGCCCTCTGGGCTCCCAGAACCCACAACATGAAAGAAATGGTGCTACC

1561 ---------+---------+---------+---------+---------+---------+

TCCTTGGTCTGGAGTAGTCGGGTTGTAGTTTCTGTGGTAGCCTTGTCGTCGCGGGCGTCG

AGGAACCAGACCTCATCAGCCCAACATCAAAGACACCATCGGAACAGCAGCGCCCGCAGC

1741 ---------+---------+---------+---------+---------+---------+

GAGGGAGAAGAAGAAAAAGTAGGAAGACAGAGAAACAAAGACTCGAAAGGACAGAAAGGA

CTCCCTCTTCTTCTTTTTCATCCTTCTGTCTCTTTGTTTCTGAGCTTTCCTGTCTTTCCT

1921 ---------+---------+---------+---------+---------+---------+

GGTCGGTGGTGTAGTAGGGTCTCGACTCGAGGAGGTCGCCCTACTGCGGCAGGGGTGGTG

1861 ---------+---------+---------+---------+---------+---------+

SacI

CCAGCCACCACATCATCCCAGAGCTGAGCTCCTCCAGCGGGATGACGCCGTCCCCACCAC

TGGGTGGGGCGTGGCCGCTGAGGTAGAAGTACCGGTGGGGGACGCCGCCTGCCAACTGGT

1801 ---------+---------+---------+---------+---------+---------+

HincII

ACCCACCCCGCACCGGCGACTCCATCTTCATGGCCACCCCCTGCGGCGGACGGTTGACCA
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GACACGGGGAGGGGTGGTCCCGAAGTCGTCCTCGGGACCTGAGTAGTAGTTATTTGTGAC

CTGTGCCCCTCCCCACCAGGGCTTCAGCAGGAGCCCTGGACTCATCATCAATAAACACTG

2281 ---------+---------+---------+---------+---------+---------+

AATGTCGTTTTTTTTTTTTTTTTAGATCTCCCGGGCAAATTTGGGCGACTAGTCGGAGCT

2341 ---------+---------+---------+---------+---------+---------+

XbaI  ApaI  PmeI        BclI

TTACAGCAAAAAAAAAAAAAAAATCTAGAGGGCCCGTTTAAACCCGCTGATCAGCCTCGA

GACA

CTGT

2401 ----

CCTTCGAGGCTGGCTGTAGTGCCTCGTCGGAAGTTCGTAAGGTAATGCGGGGTAGAGCGA

GGAAGCTCCGACCGACATCACGGAGCAGCCTTCAAGCATTCCATTACGCCCCATCTCGCT

2221 ---------+---------+---------+---------+---------+---------+

AACGTGATTCAGTAAACGTGACCAACCTCAACACCTCTGCCGGAACTCAGAGTCATGCTC

2041 ---------+---------+---------+---------+---------+---------+

BsmBI

TTGCACTAAGTCATTTGCACTGGTTGGAGTTGTGGAGACGGCCTTGAGTCTCAGTACGAG

ACACGCACTCACACTCGGTGGAACCGTTCACGGACACGTCCCGGGCCGGCGGGAGGTAGA

2101 ---------+---------+---------+---------+---------+---------+

ApaI EagI

TGTGCGTGAGTGTGAGCCACCTTGGCAAGTGCCTGTGCAGGGCCCGGCCGCCCTCCATCT

2161 ---------+---------+---------+---------+---------+---------+

CCCGGCCCACTGACCCGCGGCCGACACACGGGCTCCGGAGTGGGACGGGAGCGGATCAGA

NarI

KasI               StuI

GGGCCGGGTGACTGGGCGCCGGCTGTGTGCCCGAGGCCTCACCCTGCCCTCGCCTAGTCT


