
SphI    

NheI

CACTATAGGGCGAATTGAAGGAAGGCCGTCAAGGCCGCATGCTAGCGTTTATCATGATCC

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

GTGATATCCCGCTTAACTTCCTTCCGGCAGTTCCGGCGTACGATCGCAAATAGTACTAGG

V__Y__H__D__P_

AgeI

GGGTAAACCGGTTCATAAAATCATTGAAGAACGTGCACGTGAGAGTCCGGATAAAGTTGC

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

CCCATTTGGCCAAGTATTTTAGTAACTTCTTGCACGTGCACTCTCAGGCCTATTTCAACG

_G__K__P__V__H__K__I__I__E__E__R__A__R__E__S__P__D__K__V__A_

BglII

ACTGGTTTATGAAGATGGCACCGAACTGACCTATAAAGATCTGATTAGCAAAGCAAAAGC

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

TGACCAAATACTTCTACCGTGGCTTGACTGGATATTTCTAGACTAATCGTTTCGTTTTCG

_L__V__Y__E__D__G__T__E__L__T__Y__K__D__L__I__S__K__A__K__A_

CGTTGCCAATCTGCTGTATGAAAATAAAGTTCGCAAATGCGATACCGTGTTCCTGATTAT

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

GCAACGGTTAGACGACATACTTTTATTTCAAGCGTTTACGCTATGGCACAAGGACTAATA

_V__A__N__L__L__Y__E__N__K__V__R__K__C__D__T__V__F__L__I__M_

GTTTAACCGTCCGGAATTTGTTACCAGCCTGCTGGGTGCACTGTATGCCGGTGCACGTGT

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

CAAATTGGCAGGCCTTAAACAATGGTCGGACGACCCACGTGACATACGGCCACGTGCACA

_F__N__R__P__E__F__V__T__S__L__L__G__A__L__Y__A__G__A__R__V_
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BglII        PvuII

TGTTATTGTTGATGCACTGACCCAGAAAGAAGATCTGGCATTTCAGCTGAATGATAGCGC

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

ACAATAACAACTACGTGACTGGGTCTTTCTTCTAGACCGTAAAGTCGACTTACTATCGCG

_V__I__V__D__A__L__T__Q__K__E__D__L__A__F__Q__L__N__D__S__A_

PstI

ACCGAAAGTTGTTCTGGCAGATGAAGAAGTTCTGCAGCGCGAAAGCGAAACCCTGAAAGG

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

TGGCTTTCAACAAGACCGTCTACTTCTTCAAGACGTCGCGCTTTCGCTTTGGGACTTTCC

_P__K__V__V__L__A__D__E__E__V__L__Q__R__E__S__E__T__L__K__G_

BglII

TTATGCAGTTCTGACCGAAAAAGATCTGAGCAGCGCAAGCGGTGAACATGAAGTTGTTGT

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

AATACGTCAAGACTGGCTTTTTCTAGACTCGTCGCGTTCGCCACTTGTACTTCAACAACA

_Y__A__V__L__T__E__K__D__L__S__S__A__S__G__E__H__E__V__V__V_

BspMI    BspMI         BspMI

TGGTTATGAAGATGATGCCCGTGTTTTCTATTATGCAGGTATTGCAGGTCGTACCATGCA

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

ACCAATACTTCTACTACGGGCACAAAAGATAATACGTCCATAACGTCCAGCATGGTACGT

_G__Y__E__D__D__A__R__V__F__Y__Y__A__G__I__A__G__R__T__M__Q_

AgeI

GGTTATTCATAGCCATCGTAGCTTTACCGGTGCAATTATGCCGCTGGTTCAGGCCGAAGG

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

CCAATAAGTATCGGTAGCATCGAAATGGCCACGTTAATACGGCGACCAAGTCCGGCTTCC

_V__I__H__S__H__R__S__F__T__G__A__I__M__P__L__V__Q__A__E__G_

BstEII            PflMI

TATTAATGCAAATGATGTTAGCCTGGTTACCGTTCCGCTGACCCATGTTCTGGGTCTGGA

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

ATAATTACGTTTACTACAATCGGACCAATGGCAAGGCGACTGGGTACAAGACCCAGACCT

_I__N__A__N__D__V__S__L__V__T__V__P__L__T__H__V__L__G__L__D_

TGCAGCACTGCTGAGCGCACTGGTTAGCGGTGCAACCGCACTGCTGCTGAAAAAGTTCAA

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

ACGTCGTGACGACTCGCGTGACCAATCGCCACGTTGGCGTGACGACGACTTTTTCAAGTT

_A__A__L__L__S__A__L__V__S__G__A__T__A__L__L__L__K__K__F__N_
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TATGGATAAAATCAAAGAGATGGTTGCACGTCGTAGCCCGACCTATCTGGTTGCAGTTCC

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

ATACCTATTTTAGTTTCTCTACCAACGTGCAGCATCGGGCTGGATAGACCAACGTCAAGG

_M__D__K__I__K__E__M__V__A__R__R__S__P__T__Y__L__V__A__V__P_

GCTGGTTTTTCAGACCCTGATGAAAGAAGATGAAGAATTTGTTAAAAGCCTGGGTCAGAG

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

CGACCAAAAAGTCTGGGACTACTTTCTTCTACTTCTTAAACAATTTTCGGACCCAGTCTC

_L__V__F__Q__T__L__M__K__E__D__E__E__F__V__K__S__L__G__Q__S_

BclI

CCTGCGTTGGGCAATGAGCGGTGGTGCATATCTGCCTCCGGATGATCAGCGTCGTTGGGA

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

GGACGCAACCCGTTACTCGCCACCACGTATAGACGGAGGCCTACTAGTCGCAGCAACCCT

_L__R__W__A__M__S__G__G__A__Y__L__P__P__D__D__Q__R__R__W__E_

PstI   

AgeI             BspMI

AGAACTGACCGGTAAACCGCTGCTGCAGGTTTATGGTATGACCGAAGCACCGCAGATTTT

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

TCTTGACTGGCCATTTGGCGACGACGTCCAAATACCATACTGGCTTCGTGGCGTCTAAAA

_E__L__T__G__K__P__L__L__Q__V__Y__G__M__T__E__A__P__Q__I__F_

TGCAACCACACCCGAAAAACATAAAATTGGTAGCCTGGGTTTTCCGCTGCCTGGTGTTGA

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

ACGTTGGTGTGGGCTTTTTGTATTTTAACCATCGGACCCAAAAGGCGACGGACCACAACT

_A__T__T__P__E__K__H__K__I__G__S__L__G__F__P__L__P__G__V__E_

AgeI

AGCACTGCTGGTTAATCCGGAAACCCTGGAACCGGTTGAAGATCAGGGTGAACTGCTGGT

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

TCGTGACGACCAATTAGGCCTTTGGGACCTTGGCCAACTTCTAGTCCCACTTGACGACCA

_A__L__L__V__N__P__E__T__L__E__P__V__E__D__Q__G__E__L__L__V_

BspMI                BamHI

TCGTGGTCCGCAGGTTATGAAATGTTATCCGGATCCTGAAGAAAACAGCAAAGCCTTTGT

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

AGCACCAGGCGTCCAATACTTTACAATAGGCCTAGGACTTCTTTTGTCGTTTCGGAAACA

_R__G__P__Q__V__M__K__C__Y__P__D__P__E__E__N__S__K__A__F__V_
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AgeI

TGAAGTGAATGGTAAAGTTTGGATGCGCACCGGTGATATTCTGGCAAAAGATGAAGAAGG

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

ACTTCACTTACCATTTCAAACCTACGCGTGGCCACTATAAGACCGTTTTCTACTTCTTCC

_E__V__N__G__K__V__W__M__R__T__G__D__I__L__A__K__D__E__E__G_

CTTCTATTATTTCCGTGGTGTTCGTAAACGTATGCTGAAATACAAAGGCTATCCGATCTT

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

GAAGATAATAAAGGCACCACAAGCATTTGCATACGACTTTATGTTTCCGATAGGCTAGAA

_F__Y__Y__F__R__G__V__R__K__R__M__L__K__Y__K__G__Y__P__I__F_

TCCGAAAGACCTGGAACTGATTCTGCTGAAACATCCGTGTGTTGCCGAAGCCGAAGTTGT

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

AGGCTTTCTGGACCTTGACTAAGACGACTTTGTAGGCACACAACGGCTTCGGCTTCAACA

_P__K__D__L__E__L__I__L__L__K__H__P__C__V__A__E__A__E__V__V_

TGGTGAACCGGCAGGCGAAGTTGGTCAGATTCCGGTTGCAAAAGTTAAACTGAAAGAAGG

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

ACCACTTGGCCGTCCGCTTCAACCAGTCTAAGGCCAACGTTTTCAATTTGACTTTCTTCC

_G__E__P__A__G__E__V__G__Q__I__P__V__A__K__V__K__L__K__E__G_

TTGTAAAGCCACACCGGAAGAAATCATGGATTTTGTGAATAAACGTGTGGCAGCCTACAA

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

AACATTTCGGTGTGGCCTTCTTTAGTACCTAAAACACTTATTTGCACACCGTCGGATGTT

_C__K__A__T__P__E__E__I__M__D__F__V__N__K__R__V__A__A__Y__K_

NcoI

AAAAGTGCGCAAAGTTATTATCCTGGAATAACCATGGCTGGGCCTCATGGGCCTTCCTTT

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

TTTTCACGCGTTTCAATAATAGGACCTTATTGGTACCGACCCGGAGTACCCGGAAGGAAA

_K__V__R__K__V__I__I__L__E__*__      

CACTGCCCGCTTTCCAG

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

GTGACGGGCGAAAGGTC
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