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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAGTGGCCGGCGCGGCTCTGCGGGCTGTGGGCGCT

GCTGCTCTGCGCCGGCGGCGGGGGCGGGGGCGGGGGCGCCGCGCCTACGGAAACTCAGCCACCTGTGACAAATTTGAGTGTCTCTGTTGAAAACCTCTGC

ACAGTAATATGGACATGGAATCCACCCGAGGGAGCCAGCTCAAATTGTAGTCTATGGTATTTTAGTCATTTTGGCGACAAACAAGATAAGAAAATAGCTC

CGGAAACTCGTCGTTCAATAGAAGTACCCCTGAATGAGAGGATTTGTCTGCAAGTGGGGTCCCAGTGTAGCACCAATGAGAGTGAGAAGCCTAGCATTTT

GGTTGAAAAATGCATCTCACCCCCAGAAGGTGATCCTGAGTCTGCTGTGACTGAGCTTCAATGCATTTGGCACAACCTGAGCTACATGAAGTGTTCTTGG

CTCCCTGGAAGGAATACCAGTCCCGACACTAACTATACTCTCTACTATTGGCACAGAAGCCTGGAAAAAATTCATCAATGTGAAAACATCTTTAGAGAAG

GCCAATACTTTGGTTGTTCCTTTGATCTGACCAAAGTGAAGGATTCCAGTTTTGAACAACACAGTGTCCAAATAATGGTCAAGGATAATGCAGGAAAAAT

TAAACCATCCTTCAATATAGTGCCTTTAACTTCCCGTGTGAAACCTGATCCTCCACATATTAAAAACCTCTCCTTCCACAATGATGACCTATATGTGCAA

TGGGAGAATCCACAGAATTTTATTAGCAGATGCCTATTTTATGAAGTAGAAGTCAATAACAGCCAAACTGAGACACATAATGTTTTCTACGTCCAAGAGG

CTAAATGTGAGAATCCAGAATTTGAGAGAAATGTGGAGAATACATCTTGTTTCATGGTCCCTGGTGTTCTTCCTGATACTTTGAACACAGTCAGAATAAG

AGTCAAAACAAATAAGTTATGCTATGAGGATGACAAACTCTGGAGTAATTGGAGCCAAGAAATGAGTATAGGTAAGAAGCGCAATTCCACACTCTACATA

ACCATGTTACTCATTGTTCCAGTCATCGTCGCAGGTGCAATCATAGTACTCCTGCTTTACCTAAAAAGGCTCAAGATTATTATATTCCCTCCAATTCCTG

ATCCTGGCAAGATTTTTAAAGAAATGTTTGGAGACCAGAATGATGATACTCTGCACTGGAAGAAGTACGACATCTATGAGAAGCAAACTAAGGAGGAAAC

CGACTCTGTAGTGCTGATAGAAAACCTGAAGAAAGCCTCTCAGTGATGGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCAC

AACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAAC

AATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAG

CATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAG

CTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGAC

CTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAG

GCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTC
 •   N   

R   T   Y   K   L   P   I   L   E   E   I   T   T   K   V   L   K   G   N   M   E   I   L   V   F   C   D   P   A   Y   D   S   I   L

  E   R   C   M   G   C   P   S   V   V   R   I   S   R   D   V   E   D   S   Y   P   H   R   V   A   V   I   T   D   F   D   K   Q  

 G   N   S   V   A   S   G   I   A   I   A   E   A   C   V   T   V   R   G   I   Y   A   E   I   H   V   A   S   I   I   E   G   T   

K   T   R   I   A   A   G   V   H   H   K   N   D   E   Y   L   M   T   I   K   E   T   A   V   E   V   L   E   L   D   Q   Q   S   I

  N   F   T   K   M  

 M   E   W   P   A   R   L   C   G   L   W   A   L

  L   L   C   A   G   G   G   G   G   G   G   G   A   A   P   T   E   T   Q   P   P   V   T   N   L   S   V   S   V   E   N   L   C  

 T   V   I   W   T   W   N   P   P   E   G   A   S   S   N   C   S   L   W   Y   F   S   H   F   G   D   K   Q   D   K   K   I   A   

P   E   T   R   R   S   I   E   V   P   L   N   E   R   I   C   L   Q   V   G   S   Q   C   S   T   N   E   S   E   K   P   S   I   L

  V   E   K   C   I   S   P   P   E   G   D   P   E   S   A   V   T   E   L   Q   C   I   W   H   N   L   S   Y   M   K   C   S   W  

 L   P   G   R   N   T   S   P   D   T   N   Y   T   L   Y   Y   W   H   R   S   L   E   K   I   H   Q   C   E   N   I   F   R   E   

G   Q   Y   F   G   C   S   F   D   L   T   K   V   K   D   S   S   F   E   Q   H   S   V   Q   I   M   V   K   D   N   A   G   K   I

  K   P   S   F   N   I   V   P   L   T   S   R   V   K   P   D   P   P   H   I   K   N   L   S   F   H   N   D   D   L   Y   V   Q  

 W   E   N   P   Q   N   F   I   S   R   C   L   F   Y   E   V   E   V   N   N   S   Q   T   E   T   H   N   V   F   Y   V   Q   E   

A   K   C   E   N   P   E   F   E   R   N   V   E   N   T   S   C   F   M   V   P   G   V   L   P   D   T   L   N   T   V   R   I   R

  V   K   T   N   K   L   C   Y   E   D   D   K   L   W   S   N   W   S   Q   E   M   S   I   G   K   K   R   N   S   T   L   Y   I  

 T   M   L   L   I   V   P   V   I   V   A   G   A   I   I   V   L   L   L   Y   L   K   R   L   K   I   I   I   F   P   P   I   P   

D   P   G   K   I   F   K   E   M   F   G   D   Q   N   D   D   T   L   H   W   K   K   Y   D   I   Y   E   K   Q   T   K   E   E   T

  D   S   V   V   L   I   E   N   L   K   K   A   S   Q   •  

SgfI (6)
PvuI (7)
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Psp1406I (203) PvuII (239)
HindIII (245)
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AgeI (552)
BstEII (555)

NcoI (560)

SgrAI (609)

BspEI (798)

EcoO109I (856)
SandI (856)

XmnI (1063)

BstXI (1101)
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HpaI (1988) MfeI (1999)

EcoRI (2084)

SapI (2266)

SspI (2323) SwaI (2337) EcoO109I (2398)
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CTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGA

GCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTG

CCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTC

TTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGA

TGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTC

TCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACG

ACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCA

CGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACT

GGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCG

TAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGT

CAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGC

CGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGA

TACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGG

CGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTG

CGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTAT

GTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCG

GAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATC

TCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAA

TCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAA
ACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

R   T   Y   K   L   P   I   L   E   E   I   T   T   K   V   L   K   G   N   M   E   I   L   V   F   C   D   P   A   Y   D   S   I   L
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 G   N   S   V   A   S   G   I   A   I   A   E   A   C   V   T   V   R   G   I   Y   A   E   I   H   V   A   S   I   I   E   G   T   

K   T   R   I   A   A   G   V   H   H   K   N   D   E   Y   L   M   T   I   K   E   T   A   V   E   V   L   E   L   D   Q   Q   S   I

  N   F   T   K   M  
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