
NheI

TGCGGGGTTCTCATCATCATCATCATCATGGTATGGCTAGCGTTTATCATGATCCGGGTA

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

ACGCCCCAAGAGTAGTAGTAGTAGTAGTACCATACCGATCGCAAATAGTACTAGGCCCAT

V__Y__H__D__P__G__K

AgeI

AACCGGTTCATAAAATCATTGAAGAACGTGCACGTGAGAGTCCGGATAAAGTTGCACTGG

61 ---------+---------+---------+---------+---------+---------+

TTGGCCAAGTATTTTAGTAACTTCTTGCACGTGCACTCTCAGGCCTATTTCAACGTGACC

__P__V__H__K__I__I__E__E__R__A__R__E__S__P__D__K__V__A__L__V

BglII

TTTATGAAGATGGCACCGAACTGACCTATAAAGATCTGATTAGCAAAGCAAAAGCCGTTG

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

AAATACTTCTACCGTGGCTTGACTGGATATTTCTAGACTAATCGTTTCGTTTTCGGCAAC

__Y__E__D__G__T__E__L__T__Y__K__D__L__I__S__K__A__K__A__V__A

CCAATCTGCTGTATGAAAATAAAGTTCGCAAATGCGATACCGTGTTCCTGATTATGTTTA

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

GGTTAGACGACATACTTTTATTTCAAGCGTTTACGCTATGGCACAAGGACTAATACAAAT

__N__L__L__Y__E__N__K__V__R__K__C__D__T__V__F__L__I__M__F__N

ACCGTCCGGAATTTGTTACCAGCCTGCTGGGTGCACTGTATGCCGGTGCACGTGTTGTTA

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

TGGCAGGCCTTAAACAATGGTCGGACGACCCACGTGACATACGGCCACGTGCACAACAAT

__R__P__E__F__V__T__S__L__L__G__A__L__Y__A__G__A__R__V__V__I
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BglII        PvuII

TTGTTGATGCACTGACCCAGAAAGAAGATCTGGCATTTCAGCTGAATGATAGCGCACCGA

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

AACAACTACGTGACTGGGTCTTTCTTCTAGACCGTAAAGTCGACTTACTATCGCGTGGCT

__V__D__A__L__T__Q__K__E__D__L__A__F__Q__L__N__D__S__A__P__K

PstI

AAGTTGTTCTGGCAGATGAAGAAGTTCTGCAGCGCGAAAGCGAAACCCTGAAAGGTTATG

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

TTCAACAAGACCGTCTACTTCTTCAAGACGTCGCGCTTTCGCTTTGGGACTTTCCAATAC

__V__V__L__A__D__E__E__V__L__Q__R__E__S__E__T__L__K__G__Y__A

BglII

CAGTTCTGACCGAAAAAGATCTGAGCAGCGCAAGCGGTGAACATGAAGTTGTTGTTGGTT

421 ---------+---------+---------+---------+---------+---------+

GTCAAGACTGGCTTTTTCTAGACTCGTCGCGTTCGCCACTTGTACTTCAACAACAACCAA

__V__L__T__E__K__D__L__S__S__A__S__G__E__H__E__V__V__V__G__Y

BspMI    BspMI         BspMI

ATGAAGATGATGCCCGTGTTTTCTATTATGCAGGTATTGCAGGTCGTACCATGCAGGTTA

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

TACTTCTACTACGGGCACAAAAGATAATACGTCCATAACGTCCAGCATGGTACGTCCAAT

__E__D__D__A__R__V__F__Y__Y__A__G__I__A__G__R__T__M__Q__V__I

AgeI

TTCATAGCCATCGTAGCTTTACCGGTGCAATTATGCCGCTGGTTCAGGCCGAAGGTATTA

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

AAGTATCGGTAGCATCGAAATGGCCACGTTAATACGGCGACCAAGTCCGGCTTCCATAAT

__H__S__H__R__S__F__T__G__A__I__M__P__L__V__Q__A__E__G__I__N

BstEII            PflMI

ATGCAAATGATGTTAGCCTGGTTACCGTTCCGCTGACCCATGTTCTGGGTCTGGATGCAG

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

TACGTTTACTACAATCGGACCAATGGCAAGGCGACTGGGTACAAGACCCAGACCTACGTC

__A__N__D__V__S__L__V__T__V__P__L__T__H__V__L__G__L__D__A__A

CACTGCTGAGCGCACTGGTTAGCGGTGCAACCGCACTGCTGCTGAAAAAGTTCAATATGG

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

GTGACGACTCGCGTGACCAATCGCCACGTTGGCGTGACGACGACTTTTTCAAGTTATACC

__L__L__S__A__L__V__S__G__A__T__A__L__L__L__K__K__F__N__M__D

2



ATAAAATCAAAGAGATGGTTGCACGTCGTAGCCCGACCTATCTGGTTGCAGTTCCGCTGG

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

TATTTTAGTTTCTCTACCAACGTGCAGCATCGGGCTGGATAGACCAACGTCAAGGCGACC

__K__I__K__E__M__V__A__R__R__S__P__T__Y__L__V__A__V__P__L__V

TTTTTCAGACCCTGATGAAAGAAGATGAAGAATTTGTTAAAAGCCTGGGTCAGAGCCTGC

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

AAAAAGTCTGGGACTACTTTCTTCTACTTCTTAAACAATTTTCGGACCCAGTCTCGGACG

__F__Q__T__L__M__K__E__D__E__E__F__V__K__S__L__G__Q__S__L__R

BclI

GTTGGGCAATGAGCGGTGGTGCATATCTGCCTCCGGATGATCAGCGTCGTTGGGAAGAAC

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

CAACCCGTTACTCGCCACCACGTATAGACGGAGGCCTACTAGTCGCAGCAACCCTTCTTG

__W__A__M__S__G__G__A__Y__L__P__P__D__D__Q__R__R__W__E__E__L

PstI   

AgeI             BspMI

TGACCGGTAAACCGCTGCTGCAGGTTTATGGTATGACCGAAGCACCGCAGATTTTTGCAA

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

ACTGGCCATTTGGCGACGACGTCCAAATACCATACTGGCTTCGTGGCGTCTAAAAACGTT

__T__G__K__P__L__L__Q__V__Y__G__M__T__E__A__P__Q__I__F__A__T

CCACACCCGAAAAACATAAAATTGGTAGCCTGGGTTTTCCGCTGCCTGGTGTTGAAGCAC

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

GGTGTGGGCTTTTTGTATTTTAACCATCGGACCCAAAAGGCGACGGACCACAACTTCGTG

__T__P__E__K__H__K__I__G__S__L__G__F__P__L__P__G__V__E__A__L

AgeI

TGCTGGTTAATCCGGAAACCCTGGAACCGGTTGAAGATCAGGGTGAACTGCTGGTTCGTG

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

ACGACCAATTAGGCCTTTGGGACCTTGGCCAACTTCTAGTCCCACTTGACGACCAAGCAC

__L__V__N__P__E__T__L__E__P__V__E__D__Q__G__E__L__L__V__R__G

BspMI                BamHI

GTCCGCAGGTTATGAAATGTTATCCGGATCCTGAAGAAAACAGCAAAGCCTTTGTTGAAG

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

CAGGCGTCCAATACTTTACAATAGGCCTAGGACTTCTTTTGTCGTTTCGGAAACAACTTC

__P__Q__V__M__K__C__Y__P__D__P__E__E__N__S__K__A__F__V__E__V
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AgeI

TGAATGGTAAAGTTTGGATGCGCACCGGTGATATTCTGGCAAAAGATGAAGAAGGCTTCT

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

ACTTACCATTTCAAACCTACGCGTGGCCACTATAAGACCGTTTTCTACTTCTTCCGAAGA

__N__G__K__V__W__M__R__T__G__D__I__L__A__K__D__E__E__G__F__Y

ATTATTTCCGTGGTGTTCGTAAACGTATGCTGAAATACAAAGGCTATCCGATCTTTCCGA

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

TAATAAAGGCACCACAAGCATTTGCATACGACTTTATGTTTCCGATAGGCTAGAAAGGCT

__Y__F__R__G__V__R__K__R__M__L__K__Y__K__G__Y__P__I__F__P__K

AAGACCTGGAACTGATTCTGCTGAAACATCCGTGTGTTGCCGAAGCCGAAGTTGTTGGTG

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

TTCTGGACCTTGACTAAGACGACTTTGTAGGCACACAACGGCTTCGGCTTCAACAACCAC

__D__L__E__L__I__L__L__K__H__P__C__V__A__E__A__E__V__V__G__E

AACCGGCAGGCGAAGTTGGTCAGATTCCGGTTGCAAAAGTTAAACTGAAAGAAGGTTGTA

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

TTGGCCGTCCGCTTCAACCAGTCTAAGGCCAACGTTTTCAATTTGACTTTCTTCCAACAT

__P__A__G__E__V__G__Q__I__P__V__A__K__V__K__L__K__E__G__C__K

AAGCCACACCGGAAGAAATCATGGATTTTGTGAATAAACGTGTGGCAGCCTACAAAAAAG

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

TTCGGTGTGGCCTTCTTTAGTACCTAAAACACTTATTTGCACACCGTCGGATGTTTTTTC

__A__T__P__E__E__I__M__D__F__V__N__K__R__V__A__A__Y__K__K__V

EcoRI  HindIII

NcoI    BstBI      

TGCGCAAAGTTATTATCCTGGAATAACCATGGAATTCGAAGCTTGATCCGGCTGCTAACA

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

ACGCGTTTCAATAATAGGACCTTATTGGTACCTTAAGCTTCGAACTAGGCCGACGATTGT

__R__K__V__I__I__L__E__*__      

AAGCCCG

1501 -------

TTCGGGC
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