
1

TCCAACCCAATTTGCACCATAACAACTAGCAGACGCACTTTAAGACCCATTTCTACAAGG

_G__W__V__K__R__G__I__V__D__R__L__R__E__I__L__G__K__D__V__P_

AGGTTGGGTTAAACGTGGTATTGTTGATCGTCTGCGTGAAATTCTGGGTAAAGATGTTCC

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

CATAACCCTACCACAACTTGGCCTTGGCTCGCGTCTTTCGCAACTTCTTCGTCGTTTTCG

_Y__W__D__G__V__E__P__E__P__S__A__E__S__V__E__E__A__A__K__A_

GTATTGGGATGGTGTTGAACCGGAACCGAGCGCAGAAAGCGTTGAAGAAGCAGCAAAAGC

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

ACTTGACTTTCAACTAGACCTTGCAGACGCACAACTTTTTGGCAAAGACTAATGGTGGTT

_E__L__K__V__D__L__E__R__L__R__V__E__K__P__F__L__I__T__T__K_

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

PflMI

TGAACTGAAAGTTGATCTGGAACGTCTGCGTGTTGAAAAACCGTTTCTGATTACCACCAA

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

GTGATATCCCGCTTAACTTCCTTCCGGCAGTTCCGGCGTACGATCGCACATATTAGGCAA

V__Y__N__P__F_

SphI

NheI

CACTATAGGGCGAATTGAAGGAAGGCCGTCAAGGCCGCATGCTAGCGTGTATAATCCGTT

ACCACTAATACAAACCCTTAAAGCATCAGGCGCATCGTTTAAACCAGGCCCACGTGACTT

_G__D__Y__V__W__E__F__R__S__P__R__S__K__F__G__P__G__A__L__N_

TGGTGATTATGTTTGGGAATTTCGTAGTCCGCGTAGCAAATTTGGTCCGGGTGCACTGAA

61 ---------+---------+---------+---------+---------+---------+
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CGGAATACCACTTCCATTTGGCCAAGGCCCAGGCCAATTTGGCTACCAACGTCAAGGCTG

_P__Y__G__E__G__K__P__V__P__G__P__V__K__P__M__V__A__V__P__T_

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

AgeI

GCCTTATGGTGAAGGTAAACCGGTTCCGGGTCCGGTTAAACCGATGGTTGCAGTTCCGAC

GTGGCGTCCGTGGCCATCGCTTCAATGGTCGCAACGTCAACAATGGGACTTTCTACAACC

_T__A__G__T__G__S__E__V__T__S__V__A__V__V__T__L__K__D__V__G_

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

AgeI

CACCGCAGGCACCGGTAGCGAAGTTACCAGCGTTGCAGTTGTTACCCTGAAAGATGTTGG

TGACCGTCTTTCGCCACGTCTATCGCAATAACGTTAACCACCACCATCGCGTGACCTATG

_L__A__E__S__G__A__D__S__V__I__A__I__G__G__G__S__A__L__D__T_

ACTGGCAGAAAGCGGTGCAGATAGCGTTATTGCAATTGGTGGTGGTAGCGCACTGGATAC

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

GCGTTTTTAACGTTTAGACGACCGTTGGATACCACCAGCACAAGCACTAATACAACGTGG

_A__K__I__A__N__L__L__A__T__Y__G__G__R__V__R__D__Y__V__A__P_

CGCAAAAATTGCAAATCTGCTGGCAACCTATGGTGGTCGTGTTCGTGATTATGTTGCACC

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

ACAATTTCAACCATAGTCGTCGCTAAAAGACGCAGGCTCGGACCGTGACGACCTGGGCCT

_V__K__V__G__I__S__S__D__F__L__R__P__S__L__A__L__L__D__P__E_

TGTTAAAGTTGGTATCAGCAGCGATTTTCTGCGTCCGAGCCTGGCACTGCTGGACCCGGA

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

TGACTGGTACTGGCAAGGCGGATTTCAATGGCGTCTATGGCCATACCTACGTGACTGGGT

_L__T__M__T__V__P__P__K__V__T__A__D__T__G__M__D__A__L__T__H_

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

AgeI

ACTGACCATGACCGTTCCGCCTAAAGTTACCGCAGATACCGGTATGGATGCACTGACCCA

ACGTCAACTTTCGATATAGCGTTTTGGCATAACCCGTGCACTTGCAGGCCTTCTAGGCCG

_A__V__E__S__Y__I__A__K__P__Y__W__A__R__E__R__P__E__D__P__A_

TGCAGTTGAAAGCTATATCGCAAAACCGTATTGGGCACGTGAACGTCCGGAAGATCCGGC

661 ---------+---------+---------+---------+---------+---------+
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TCGGTTTGCACAACCGCTTGACGACTGGCCACTTTTTACAGGCCTTGCACTAGGACGTTT

_A__K__R__V__G__E__L__L__T__G__E__K__C__P__E__R__D__P__A__K_

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

AgeI

AGCCAAACGTGTTGGCGAACTGCTGACCGGTGAAAAATGTCCGGAACGTGATCCTGCAAA

ACTTGACTAACCATTTATAGACGCAGCACGTCAAATAGTCCCAGCATGGCTAGACCTTCG

_E__L__I__G__K__Y__L__R__R__A__V__Y__Q__G__R__T__D__L__E__A_

TGAACTGATTGGTAAATATCTGCGTCGTGCAGTTTATCAGGGTCGTACCGATCTGGAAGC

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

TTTTGCAGGCCAAATACAACCATCGAAATGGCAATGGCTACGTGACCGGCTTGCACGTTA

_K__R__P__V__Y__V__G__S__F__T__V__T__D__A__L__A__E__R__A__I_

AAAACGTCCGGTTTATGTTGGTAGCTTTACCGTTACCGATGCACTGGCCGAACGTGCAAT

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

TGCATCGCCATACGACTAACGTTCGATAGACCGTCCAGACCGTAAACCATTACGGCCACA

_R__S__G__M__L__I__A__S__Y__L__A__G__L__A__F__G__N__A__G__V_

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

BspMI

ACGTAGCGGTATGCTGATTGCAAGCTATCTGGCAGGTCTGGCATTTGGTAATGCCGGTGT

TCGTCAACCATAAGACGACGGACGTCAAGACCTTAAATTACGTGGCCGTTTAATACTTTT

_A__V__G__I__L__L__P__A__V__L__E__F__N__A__P__A__N__Y__E__K_

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

PstI

AGCAGTTGGTATTCTGCTGCCTGCAGTTCTGGAATTTAATGCACCGGCAAATTATGAAAA

ACCAGACCGTGTACGTCGTTCGATAGGCGACCCACCAGCAATATTTCAATGTGTACCACT

_G__L__A__H__A__A__S__Y__P__L__G__G__R__Y__K__V__T__H__G__E_

TGGTCTGGCACATGCAGCAAGCTATCCGCTGGGTGGTCGTTATAAAGTTACACATGGTGA

901 ---------+---------+---------+---------+---------+---------+
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CCAAATATTTGCATCGTACGCGTTGATAATTGGTACCGACCCGGAGTACCCGGAAGGAAA

_V__Y__K__R__S__M__R__N__Y__*__

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

SphI             NcoI

GGTTTATAAACGTAGCATGCGCAACTATTAACCATGGCTGGGCCTCATGGGCCTTCCTTT

GTGACGGGCGAAAGGTC

CACTGCCCGCTTTCCAG

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

CTTAGTCTTTGCAGACGACCGGTGGTTAGGCGCAGGCCAATGGCTTCTTCTACAAATAAC

_N__Q__K__R__L__L__A__T__N__P__R__P__V__T__E__E__D__V__Y__W_

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

BstEII

GAATCAGAAACGTCTGCTGGCCACCAATCCGCGTCCGGTTACCGAAGAAGATGTTTATTG

TACACGTCTTACCCGTCGTTTACGTTAAGCACTTGACGTCGCACTATAGTTTAAATGTGG

_C__A__E__W__A__A__N__A__I__R__E__L__Q__R__D__I__K__F__T__P_

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

PstI     EcoRV

ATGTGCAGAATGGGCAGCAAATGCAATTCGTGAACTGCAGCGTGATATCAAATTTACACC

CCCAGACCTTCGTCACCCACAATTTCTTCTCCTAGACTACCTTTACCGTTTTCTTTGGGA

_G__L__E__A__V__G__V__K__E__E__D__L__M__E__M__A__K__E__T__L_

GGGTCTGGAAGCAGTGGGTGTTAAAGAAGAGGATCTGATGGAAATGGCAAAAGAAACCCT

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


