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pUNO1-mAIM2-HA3x
(4339 bp)

BsrS2 SV40 p(A)
(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom
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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAGAGTGAGTACCGGGAAATGCTGTTGTTGACCGG

CCTGGACCACATCACGGAGGAAGAACTGAAACGGTTCAAGTACTTTGCTTTGACTGAGTTTCAGATTGCCAGGAGCACACTCGACGTCGCAGATAGGACA

GAATTAGCTGACCACCTGATTCAAAGTGCAGGTGCGGCGTCTGCAGTGACCAAGGCCATTAATATTTTCCAGAAGTTGAATTATATGCATATTGCAAATG

CTCTTGAAGAGAAAAAGAAAGAAGCTGAACGTAAACTCATGACCAATACAAAGAAGAGAGGAACACAGAAGGTAGAAAATAGAAGTCAAGCTGAAAACTG

CTCTGCTGCCTCTGCCACCCGCAGTGACAATGACTTTAAGGAACAGGCTGCTACAGAAGTCTGTCCTCAAGCTAAGCCTCAGAAGAAACAGATGGTGGCA

GAACAGGAAGCCATCAGAGAAGATTTACAGAAAGATCCACTTGTTGTCACGGTGCTGAAAGCTATAAATCCCTTTGAGTGTGAGACTCAGGAAGGAAGAC

AAGAGATATTTCATGCAACAGTGGCCACCGAGACAGATTTTTTCTTTGTAAAAGTTTTAAACGCACAGTTTAAAGATAAATTTATCCCAAAGAGAACAAT

TAAAATATCAAACTACCTTTGGCACAGTAACTTCATGGAGGTCACCAGTTCCTCAGTTGTGGTTGATGTTGAATCTAACCACGAAGTCCCAAATAACGTT

GTTAAGAGAGCCAGGGAAACTCCCAGGATTAGTAAACTGAAGATTCAGCCATGTGGAACAATTGTGAATGGGCTGTTTAAAGTCCAGAAGATAACAGAGG

AAAAAGATAGAGTACTATATGGTATACATGATAAAACAGGGACAATGGAGGTGTTGGTGCTGGGAAACCCAAGCAAAACAAAGTGCGAGGAAGGAGACAA

GATTAGACTCACGTTCTTTGAGGTGTCAAAAAATGGAGTGAAAATTCAGTTGAAATCTGGACCTTGTAGCTTTTTTAAGGTTATTAAGGCTGCAAAGCCA

AAAACTGACATGAAAAGTGTGGAGGGATCCTATCCCTATGATGTGCCAGACTATGCTGGCTATCCATATGATGTTCCTGATTATGCTGGATACCCTTATG

ATGTGCCAGACTATGCCTAAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTA

TTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCA

GGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAG

CCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGA

GTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATT

CAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAG

TTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTC

AATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACC

ACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAA

 •   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   S   E   Y   R   E   M  L   L   L   T   G

  L   D   H   I   T   E   E   E   L   K   R   F   K   Y   F   A   L   T   E   F   Q  I   A   R   S   T   L   D   V   A   D   R   T  

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

A   L   E   E   K   K   K   E   A   E   R   K   L   M  T   N   T   K   K   R   G   T   Q  K   V   E   N   R   S   Q  A   E   N   C

  S   A   A   S   A   T   R   S   D   N   D   F   K   E   Q  A   A   T   E   V   C   P   Q  A   K   P   Q  K   K   Q  M  V   A  

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

Q  E   I   F   H   A   T   V   A   T   E   T   D   F   F   F   V   K   V   L   N   A   Q  F   K   D   K   F   I   P   K   R   T   I

  K   I   S   N   Y   L   W  H   S   N   F   M  E   V   T   S   S   S   V   V   V   D   V   E   S   N   H   E   V   P   N   N   V  

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

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

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

 K   T   D   M  K   S   V   E   G   S   Y   P   Y   D   V   P   D   Y   A   G   Y   P   Y   D   V   P   D   Y   A   G   Y   P   Y   

D   V   P   D   Y   A   •  
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TGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTG

CTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTA

TAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGA

GCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTA

GTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCAT

CATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCG

TCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGA

AAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTA

TGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCC

GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCT

CGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTAT

CTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGT

CCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTG

GTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGC

AAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGG

GGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTT

TCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCC
CCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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
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 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 

StuI (2633)

XmnI (2775)
BbsI (2779)
BpuAI (2779)

BspHI (2783)

AseI (2841) Ecl136II (2898)
SacI (2898)

SpeI (2996)

SnaBI (3124)

NdeI (3229)

SbfI (3407)
SdaI (3407)

PstI (3408)
PacI (3415)

BspLU11I (3425)
PciI (3425)

ApaLI (3739)

PacI (4155) SwaI (4164) NotI (4174)
EagI (4175)

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201
4301

95

62

29


	Map
	Sequence

