
1

CCTTAGGCTTTTAATACGCATACGGAGCACTTCTTGACCTTTTTTAGTTTTGGGTCGCAG

__N__P__K__I__M__R__M__P__R__E__E__L__E__K__I__K__T__Q__R__L

GGAATCCGAAAATTATGCGTATGCCTCGTGAAGAACTGGAAAAAATCAAAACCCAGCGTC

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

ACTTTCGGTAACAATTTACCCGTACCCTTGTGTCGCTTAAGATAGCGTTTAAAACCTTTT

__K__A__I__V__K__W__A__W__E__H__S__E__F__Y__R__K__F__W__K__S

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

EcoRI

TGAAAGCCATTGTTAAATGGGCATGGGAACACAGCGAATTCTATCGCAAATTTTGGAAAA

CAAAAGCACTTCTTCCAAAATAAGCATGGCTAATAGGCGGATTTGCACTACTTCAAGACA

__F__R__E__E__G__F__I__R__T__D__Y__P__P__K__R__D__E__V__L__W

GTTTTCGTGAAGAAGGTTTTATTCGTACCGATTATCCGCCTAAACGTGATGAAGTTCTGT

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

ACGCCCCAAGAGTAGTAGTAGTAGTAGTACCATACCGATCGCAAGACTCGCCAGCACGTC

V__L__S__G__R__A__V

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

NheI

TGCGGGGTTCTCATCATCATCATCATCATGGTATGGCTAGCGTTCTGAGCGGTCGTGCAG

AACAAAAACTTGCAATATCGGCACGTTGTGGCGACCCACGTATAGACCTTCTCCCAGCAG

__V__F__E__R__Y__S__R__A__T__P__L__G__A__Y__L__E__E__G__R__R

TTGTTTTTGAACGTTATAGCCGTGCAACACCGCTGGGTGCATATCTGGAAGAGGGTCGTC

61 ---------+---------+---------+---------+---------+---------+
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AAGGCCTTGACCGGTTTATATAGGTAAAACAACCACGTTGGTCGCCATCGTGGCCATACG

__P__E__L__A__K__Y__I__H__F__V__G__A__T__S__G__S__T__G__M__P

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

AgeI

TTCCGGAACTGGCCAAATATATCCATTTTGTTGGTGCAACCAGCGGTAGCACCGGTATGC

GCTGGAAAGTCCCAACCCCAGCACAACTTGACCTAATAAAACTTCTTGTCGTCCGTGCAA

__T__F__Q__G__W__G__R__V__E__L__D__Y__F__E__E__Q__Q__A__R__Y

CGACCTTTCAGGGTTGGGGTCGTGTTGAACTGGATTATTTTGAAGAACAGCAGGCACGTT

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

CGTTTCCGAAAGTGGGCCTGTACTAATTTTGGGTACTTCTACAACAATTTTAGGGCCACG

__K__G__F__H__P__D__M__I__K__T__H__E__D__V__V__K__I__P__V__L

GCAAAGGCTTTCACCCGGACATGATTAAAACCCATGAAGATGTTGTTAAAATCCCGGTGC

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

ACTGGTTTTTTCTAGACGCACGGCTAGACGTCTTTTTAGGCGGAATACCGTGGTAATACC

__T__K__K__D__L__R__A__D__L__Q__K__N__P__P__Y__G__T__I__M__V

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

BglII           PstI

TGACCAAAAAAGATCTGCGTGCCGATCTGCAGAAAAATCCGCCTTATGGCACCATTATGG

TAGACACCTGGAAACGGCCACAATTTGGCCCACAACAAATACGGTTAATAGACTTATACT

__L__W__T__F__A__G__V__K__P__G__V__V__Y__A__N__Y__L__N__M__S

ATCTGTGGACCTTTGCCGGTGTTAAACCGGGTGTTGTTTATGCCAATTATCTGAATATGA

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

CGCCGAAAATATCGACCCCAGGCGGAGACCAACTTTGGCGTTACACCGCAACACCACGTT

__G__F__Y__S__W__G__P__P__L__V__E__T__A__M__W__R__C__G__A__T

GCGGCTTTTATAGCTGGGGTCCGCCTCTGGTTGAAACCGCAATGTGGCGTTGTGGTGCAA

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

GGCGTTAACGGCCACCACCACTTTGGAAAAAATGGACCTTTCTAGCAGTATACGACTAAT

__A__I__A__G__G__G__E__T__F__F__T__W__K__D__R__H__M__L__I__M

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

NdeI

CCGCAATTGCCGGTGGTGGTGAAACCTTTTTTACCTGGAAAGATCGTCATATGCTGATTA
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GTCGTCGGCTTTTTTGGTTTCTTTTTGACTACCTTCAAGTGGGCTTACAGCTTTTTCAAT

__A__A__E__K__T__K__E__K__L__M__E__V__H__P__N__V__E__K__V__I

CAGCAGCCGAAAAAACCAAAGAAAAACTGATGGAAGTTCACCCGAATGTCGAAAAAGTTA

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

TTGTCCGTTTTGACCTTCCAACCCAATGGGGCAAATTTCAAGACGACGACGTACCACCAC

__Q__A__K__L__E__G__W__V__T__P__F__K__V__L__L__L__H__G__G__A

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

BstEII

AACAGGCAAAACTGGAAGGTTGGGTTACCCCGTTTAAAGTTCTGCTGCTGCATGGTGGTG

ACTTTGACACCTTTCAACTACAAAAACGTTGGTGGGGCACCGACGTAGCAACCTAACCAC

__K__L__W__K__V__D__V__F__A__T__T__P__W__L__H__R__W__I__G__E

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

PflMI

TGAAACTGTGGAAAGTTGATGTTTTTGCAACCACCCCGTGGCTGCATCGTTGGATTGGTG

TTGCAGGCCTTCCACTTGGCCGTCCAGTCCCACTTGCACCACTTGACTAACGTTGGGACG

__R__P__E__G__E__P__A__G__Q__G__E__R__G__E__L__I__A__T__L__L

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

BspMI

AACGTCCGGAAGGTGAACCGGCAGGTCAGGGTGAACGTGGTGAACTGATTGCAACCCTGC

GTGACCAAAAAACCCTTCTATGGGTCTAAAAGCTATAACAACAAGGCCCATCGATACTTC

__L__V__F__W__E__D__T__Q__I__F__D__I__V__V__P__G__S__Y__E__E

CACTGGTTTTTTGGGAAGATACCCAGATTTTCGATATTGTTGTTCCGGGTAGCTATGAAG

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

AATCGCAAACCCCGTGGTGGCTACCAGTATACCGTTAACTTGGCGGACTACGTGGCCCAT

__S__V__W__G__T__T__D__G__H__M__A__I__E__P__P__D__A__P__G__T

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

NdeI

TTAGCGTTTGGGGCACCACCGATGGTCATATGGCAATTGAACCGCCTGATGCACCGGGTA
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TTATACTATTTCTTCGTGCGCTTTAATAACGTGCACTTGACCCAGACTCAGGCCTTCTAC

__Y__D__K__E__A__R__E__I__I__A__R__E__L__G__L__S__P__E__D__V

AATATGATAAAGAAGCACGCGAAATTATTGCACGTGAACTGGGTCTGAGTCCGGAAGATG

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

TATTATACCTATTTGACTTTTAGTTTCACCTTTGGGCGTTTGGCTAAGGCGGAGGCGGAC

__N__M__D__K__L__K__I__K__V__E__T__R__K__P__I__P__P__P__P__E

ATAATATGGATAAACTGAAAATCAAAGTGGAAACCCGCAAACCGATTCCGCCTCCGCCTG

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

AATAGACACTAGGCTGTGGCCTTGACCCATAATGGGTAACAGCAAAACGTCTTGACTAAG

__I__C__D__P__T__P__E__L__G__I__T__H__C__R__F__A__E__L__I__P

TTATCTGTGATCCGACACCGGAACTGGGTATTACCCATTGTCGTTTTGCAGAACTGATTC

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

ACTGGGTGATATGGTACGGCGACTAAGCAATATCGGACCCACTAATACACTTTTTGCTTA

__T__H__Y__T__M__P__L__I__R__Y__S__L__G__D__Y__V__K__N__E__F

TGACCCACTATACCATGCCGCTGATTCGTTATAGCCTGGGTGATTATGTGAAAAACGAAT

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

TTTTACGTCAATCGGTCTAAGGCCTATGGTGGCCACGTATATTATAACACCACATACTAC

__N__A__V__S__Q__I__P__D__T__T__G__A__Y__N__I__V__V__Y__D__D

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

AgeI

AAAATGCAGTTAGCCAGATTCCGGATACCACCGGTGCATATAATATTGTGGTGTATGATG

GCCCAGCACACCTTACCTACAAATTTCAATTTCCGTTTGACGACAAAGGCTAGCAACAAC

__G__R__V__E__W__M__F__K__V__K__G__K__L__L__F__P__I__V__V__E

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

PvuI

CGGGTCGTGTGGAATGGATGTTTAAAGTTAAAGGCAAACTGCTGTTTCCGATCGTTGTTG
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GGGC

CCCG

1561 ----

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

AAGACCTACTTGCGTTTTTTACTGGTACCTTAAGCTTCGAACTAGGCCGACGATTGTTTC

__L__D__E__R__K__K__*__

EcoRI  HindIII

NcoI    BstBI

TTCTGGATGAACGCAAAAAATGACCATGGAATTCGAAGCTTGATCCGGCTGCTAACAAAG

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

AACTTTAACTTACCTAAGCAGGCCCACTTAGTCAAACCTTTCCAATATTTGACGTCCAGA

__E__I__E__W__I__R__P__G__E__S__V__W__K__G__Y__K__L__Q__V__F

PstI

BspMI

TTGAAATTGAATGGATTCGTCCGGGTGAATCAGTTTGGAAAGGTTATAAACTGCAGGTCT


