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(4077 bp)
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pMB1 ori
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NdeI (2967)
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ApaLI (3477)

PacI (3893)
SwaI (3902)
NotI (3912)
EagI (3913)

17A16v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTAGGAGGGCCACCATGGCGACCACCGTCAGCACGCAGCGCGGG

CCGGTGTACATTGGTGAACTCCCCCAGGACTTCCTCCGTATAACACCCACACAACAGCAGCAGCAGATCCAGCTGGATGCCCAGGCAGCCCAGCAGCTGC

AGTATGGAGGAACAGTTGGTACCGTGGGTCGCCTCAGCATCACTGTGGTACAGGCAAAATTGGCAAAGAATTATGGCATGACTCGTATGGACCCTTACTG

CCGTCTGCGTCTGGGCTATGCTGTTTATGAAACTCCCACAGCACACAATGGGGCCAAGAACCCTCGCTGGAACAAAGTCATTCAGTGCACAGTGCCCCCA

GGTGTGGACTCGTTCTACCTTGAGATCTTCGATGAGCGCGCCTTCTCCATGGATGACCGCATAGCTTGGACCCACATCACCATCCCCGAGTCCCTGAAGC

AGGGCCAAGTGGAGGACGAGTGGTATAGCCTGAGTGGGAGGCAGGGCGATGACAAGGAGGGCATGATTAACCTGGTCATGTCCTACACGTCCCTCCCAGC

TGCCATGATGATGCCTCCTCAGCCTGTGGTCCTGATGCCAACTGTGTACCAGCAGGGTGTTGGCTATGTGCCCATTGCAGGGATGCCTGCTGTCTGCAGC

CCTGGCATGGTGCCGATGGCCATGCCCCCACCAGCTGTGGCTCCTCAGCCCCGCTGTAATGAAGAGGACCTCAAAGCTATCCAGGACATGTTTCCCAACA

TGGACAGGGAAGTAATCCGTTCTGTGCTTGAAGCCCAGAGAGGGAACAAAGATGCTGCCATCAATTCCTTGCTGCAAATGGGTGAAGAGTCCTAGACCCG

CCTGTGGCCCTTGGCTTCACACCACTGACCCTTGGACTTGTCCACCCAGGGCTCCCCAGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGG

ACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTT

AACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCT

AAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAAT

GTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAA

TGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAG

ATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAG

CTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGT

CAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAA

GTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATC

 •   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   A   T   T   V   S   T   Q   R   G  

 P   V   Y   I   G   E   L   P   Q   D   F   L   R   I   T   P   T   Q   Q   Q   Q   Q   I   Q   L   D   A   Q   A   A   Q   Q   L   

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

  R   L   R   L   G   Y   A   V   Y   E   T   P   T   A   H   N   G   A   K   N   P   R   W   N   K   V   I   Q   C   T   V   P   P  

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

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

  A   M   M   M   P   P   Q   P   V   V   L   M   P   T   V   Y   Q   Q   G   V   G   Y   V   P   I   A   G   M   P   A   V   C   S  

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

M   D   R   E   V   I   R   S   V   L   E   A   Q   R   G   N   K   D   A   A   I   N   S   L   L   Q   M   G   E   E   S   •  

SgfI (6)
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MfeI (82)
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PshAI (575)
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BglII (922) BssHII (935) NcoI (946)

XcmI (1148)

MscI (1216) EcoO109I (1264) BspLU11I (1285)

NheI (1459)
MscI (1465)

HpaI (1597)

MfeI (1608) EcoRI (1693)

SapI (1875)
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EcoO109I (2007)
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401

501

601

701
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1101

1201

1301

1401

1501

1601

1701
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1901

2001

2101

2201
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1

11

44

77

111

144

177

211

244



TCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCT

GCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTG

GATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGA

GTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAAC

CGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGG

TCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGC

AGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCG

TTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCG

TAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGA

CTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGG

GAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCC

CGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGA

GCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAG

TTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAA

AAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTA

ACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAA
CAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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  

XmnI (2513)
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SacI (2636)

SpeI (2734)
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NdeI (2967)
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ApaLI (3477)

PacI (3893)

SwaI (3902) NotI (3912)
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