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ACCAACTAATACTTCCATTTCGGTGGGGCATATTAGTCTACGCACTATAATAACTTCTCC

__V__D__Y__E__G__K__A__T__P__Y__N__Q__M__R__D__I__I__E__E__V

TGGTTGATTATGAAGGTAAAGCCACCCCGTATAATCAGATGCGTGATATTATTGAAGAGG

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

ACGCGTTTATACTACAACAAGGCCCACTTCTAAAAGACTAATGTGGCGCACAAGGCTTAG

__R__K__Y__D__V__V__P__G__E__D__F__L__I__T__P__R__V__P__N__P

TGCGCAAATATGATGTTGTTCCGGGTGAAGATTTTCTGATTACACCGCGTGTTCCGAATC

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

TTCTCCGTTAAGTCCTACAAGACGGCGACCTAGTCCCACCAGCACCAACACTACTTTTTT

__E__A__I__Q__D__V__L__P__L__D__Q__G__G__R__G__C__D__E__K__M

AAGAGGCAATTCAGGATGTTCTGCCGCTGGATCAGGGTGGTCGTGGTTGTGATGAAAAAA

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

CCCTAGACATGCTGCTACTGCTATTCCTAGCTACCCCTAGGGTATACCACTTTCAAGGCT

M__V__K__V__P__K

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

ClaI    BamHI NdeI

GGGATCTGTACGACGATGACGATAAGGATCGATGGGGATCCCATATGGTGAAAGTTCCGA

TTGACTACCGTTGGGTCGTAGGCCTATCGTGGCAACAAGACTACGGCGTCCTACTTCAAC

__L__M__A__T__Q__H__P__D__S__T__V__V__L__M__P__Q__D__E__V__E

AACTGATGGCAACCCAGCATCCGGATAGCACCGTTGTTCTGATGCCGCAGGATGAAGTTG

61 ---------+---------+---------+---------+---------+---------+
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GGTCGTGGGACCTTGACCGTCTTCAAGTCGCAGCATAAGACTTTCAACTTGCAGACCAAT

__S__T__L__E__L__A__E__V__Q__R__R__I__L__K__V__E__R__L__V__S

CCAGCACCCTGGAACTGGCAGAAGTTCAGCGTCGTATTCTGAAAGTTGAACGTCTGGTTA

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

CGCTTCTTAAATCGGACGCATAACTTCTTACCTAATTTGACTAAGGCGACAAGCTTTGGC

__E__E__F__S__L__R__I__E__E__W__I__K__L__I__P__L__F__E__T__A

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

BstBI

GCGAAGAATTTAGCCTGCGTATTGAAGAATGGATTAAACTGATTCCGCTGTTCGAAACCG

GCTTTGACCTTCTATTTCTAGCAGTAGACGACCGTTAATGGCGTCGTCAATGGCGTTTAT

__K__L__E__D__K__D__R__H__L__L__A__I__T__A__A__V__T__A__N__M

CGAAACTGGAAGATAAAGATCGTCATCTGCTGGCAATTACCGCAGCAGTTACCGCAAATA

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

ACATATCGGTCTACATAAAGTTGTGGCTACGGTAGTTTATATAGTAAGACGGCTACTCGT

__Y__S__Q__M__Y__F__N__T__D__A__I__K__Y__I__I__L__P__M__S__T

TGTATAGCCAGATGTATTTCAACACCGATGCCATCAAATATATCATTCTGCCGATGAGCA

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

GTCTTTCGGTGTACGTATAACTACTTTAACAACTTCCAGACGCGTAACGGAAGTAATTTC

__E__S__H__M__H__I__D__E__I__V__E__G__L__R__I__A__F__I__K__E

CAGAAAGCCACATGCATATTGATGAAATTGTTGAAGGTCTGCGCATTGCCTTCATTAAAG

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

TTTAACCGTACAAACTCTTGCTTAAAGCGTAGAAATACCCGTTTTCGCTATCGCCATAAG

__I__G__M__F__E__N__E__F__R__I__F__M__G__K__S__D__S__G__I__H

AAATTGGCATGTTTGAGAACGAATTTCGCATCTTTATGGGCAAAAGCGATAGCGGTATTC

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

TATCGCCAGTATAACGTTCGTCGTAACCACAAGCATACCCAGACGACTTTGACACCTTAA

__S__G__H__I__A__S__S__I__G__V__R__M__G__L__L__K__L__W__N__W

ATAGCGGTCATATTGCAAGCAGCATTGGTGTTCGTATGGGTCTGCTGAAACTGTGGAATT

661 ---------+---------+---------+---------+---------+---------+
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CGATATTTGCAGCACGTTTTTGGCCATTTCTTTACGGAGCACGTTAAGCAAAAACACGTT

__Y__K__R__R__A__K__T__G__K__E__M__P__R__A__I__R__F__C__A__S

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

AgeI

GCTATAAACGTCGTGCAAAAACCGGTAAAGAAATGCCTCGTGCAATTCGTTTTTGTGCAA

GGCGTTGGCAAGTCTCGCGTGACGCAAAATTATGGCTAGCATTTCTAATACACGTATGGT

__A__T__V__Q__S__A__L__R__F__N__T__D__R__K__D__Y__V__H__T__I

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

PvuI

CCGCAACCGTTCAGAGCGCACTGCGTTTTAATACCGATCGTAAAGATTATGTGCATACCA

CACCAGTGTACCGTCTTACCCAATAACTTCTAACCCAACTTCGTACCGCACCAATAATAT

__G__H__M__A__E__W__V__I__E__D__W__V__E__A__W__R__G__Y__Y__T

GTGGTCACATGGCAGAATGGGTTATTGAAGATTGGGTTGAAGCATGGCGTGGTTATTATA

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

CCGTCTTTCTATGGTACAAGTTTCACATAGGCTAATAGCCATACCCATTTGGCGGAGACG

__Q__K__D__T__M__F__K__V__Y__P__I__I__G__M__G__K__P__P__L__R

GGCAGAAAGATACCATGTTCAAAGTGTATCCGATTATCGGTATGGGTAAACCGCCTCTGC

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

ACCGTCTATACTAATCGAAATACCGGTTTAAACAATGGGCATGGGCACGTGCAGACCTAT

__A__D__M__I__S__F__M__A__K__F__V__T__R__T__R__A__R__L__D__S

TGGCAGATATGATTAGCTTTATGGCCAAATTTGTTACCCGTACCCGTGCACGTCTGGATA

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

TTCTTTACCAATTACAACGTACCGCACGTTCGCTTCAAATAGACTCGGCAGACCTTGCAG

__E__M__V__N__V__A__W__R__A__S__E__V__Y__L__S__R__L__E__R__L

AAGAAATGGTTAATGTTGCATGGCGTGCAAGCGAAGTTTATCTGAGCCGTCTGGAACGTC

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

AATGGCACCACTGGTTTTTATCGCCATTTGTCGGAGGCGACCTTGACGACCCAATACGTT

__T__V__V__T__K__N__S__G__K__Q__P__P__L__E__L__L__G__Y__A__K

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

BstEII

TTACCGTGGTGACCAAAAATAGCGGTAAACAGCCTCCGCTGGAACTGCTGGGTTATGCAA
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TTGGCGGATTTTCGGGAGGCCTTCCAATAAAACTTTTTGACGCGCTTGACGCACCACGTG

__P__P__K__S__P__P__E__G__Y__F__E__K__L__R__E__L__R__G__A__L

AACCGCCTAAAAGCCCTCCGGAAGGTTATTTTGAAAAACTGCGCGAACTGCGTGGTGCAC

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

ACCTACTTCGGCTTCAATCGGCACGTTTTCGTTAACAATACCTTGACCGGCTTTACGCAC

__D__E__A__E__V__S__R__A__K__A__I__V__M__E__L__A__E__M__R__G

TGGATGAAGCCGAAGTTAGCCGTGCAAAAGCAATTGTTATGGAACTGGCCGAAATGCGTG

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

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

CAAAAGACCCAATTGGTACCTTAAGCTTCGAACTAGGCCGACGATTGTTTCGGGC

__F__L__G__*__

NcoI EcoRI  HindIII

HincII       BstBI

GTTTTCTGGGTTAACCATGGAATTCGAAGCTTGATCCGGCTGCTAACAAAGCCCG

TTTGGAAACTTTAATAGTTTTTTCTACACCTACACCACTTTCTTATGAAGCGGTTACAAC

__T__F__E__I__I__K__K__D__V__D__V__V__K__E__Y__F__A__N__V__E

AAACCTTTGAAATTATCAAAAAAGATGTGGATGTGGTGAAAGAATACTTCGCCAATGTTG

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

CGGACATATCGTACCCAGACCCAGGCTGGGACTAACCACGGCCACAATAACTTCTTGACC

__L__Y__S__M__G__L__G__P__T__L__I__G__A__G__V__I__E__E__L__A

GCCTGTATAGCATGGGTCTGGGTCCGACCCTGATTGGTGCCGGTGTTATTGAAGAACTGG

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

GTTCGCCGTGGCGTCTTTTTGACCTTGTAGACGACTTTAAACAAGGCGACGACGGCTTTC

__S__G__T__A__E__K__L__E__H__L__L__K__F__V__P__L__L__P__K__D

CAAGCGGCACCGCAGAAAAACTGGAACATCTGCTGAAATTTGTTCCGCTGCTGCCGAAAG

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

TAAAACGTAAACTAATACGTAAGTGGCTAGACCTTCACAAGTTTGCAATACACCTACTTT

__F__A__F__D__Y__A__F__T__D__L__E__V__F__K__R__Y__V__D__E__K

ATTTTGCATTTGATTATGCATTCACCGATCTGGAAGTGTTCAAACGTTATGTGGATGAAA

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


