
100

pUNO1-hFPR1
(4258 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

hFPR1 (FMLP)

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)
NaeI (441)
NgoMIV (441)

KasI (535)
AgeI (552)
BstEII (555)
NcoI (560)

EcoRV (637)

BspEI (719)

NcoI (818)

MscI (983)
Bsp120I (1003)

BsrGI (1385)

PvuII (1440)

Bsp120I (1526)

PstI (1586)
NheI (1640)

MscI (1646)
HpaI (1778)

MfeI (1789)
EcoRI (1874)

SspI (2113)
SwaI (2127)

SacI (2388)
BstXI (2417)

StuI (2552)

XmnI (2694)
BspHI (2702)

AseI (2760)
SacI (2817)

SpeI (2915)

SnaBI (3043)

NdeI (3148)

SdaI (3326)
PstI (3327)
PacI (3334)

BspLU11I (3344)

ApaLI (3658)

PacI (4074)
SwaI (4083)

NotI (4093)
EagI (4094)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAGACAAATTCCTCTCTCCCCACGAACACCTCTGG

AGGGACACCTGCTGTATCTGCTGGCTATCTCTTCCTGGATATCATCACTTATCTGGTATTTGCAGTCACCTTTGTCCTCGGGGTCCTGGGCAACGGGCTT

GTGATCTGGGTGGCTGGATTCCGGATGACACACACAGTCACCACCATCAGTTACCTGAACCTGGCCGTGGCTGACTTCTGTTTCACCTCCACTTTGCCAT

TCTTCATGGTCAGGAAGGCCATGGGAGGACATTGGCCTTTCGGCTGGTTCCTGTGCAAATTCGTCTTTACCATAGTGGACATCAACTTGTTCGGAAGTGT

CTTCCTGATCGCCCTCATTGCTCTGGACCGCTGTGTTTGCGTCCTGCATCCAGTCTGGACCCAGAACCACCGCACCGTGAGCCTGGCCAAGAAGGTGATC

ATTGGGCCCTGGGTGATGGCTCTGCTCCTCACATTGCCAGTTATCATTCGTGTGACTACAGTACCTGGTAAAACGGGGACAGTAGCCTGCACTTTTAACT

TTTCGCCCTGGACCAACGACCCTAAAGAGTGGATAAACGTGGCCGTTGCCATGTTGACGGTGAGAGGCATCATCCGGTTCATCATTGGCTTCAGCGCACC

CATGTCCATCGTTGCTGTCAGTTATGGGCTTATTGCCACCAAGATCCACAAGCAAGGCTTGATTAAGTCCAGTCGTCCCTTACGGGTCCTCTCCTTTGTC

GCAGCAGCCTTTTTTCTCTGCTGGTCCCCATATCAGGTGGTGGCCCTTATAGCCACAGTCAGAATCCGTGAGTTATTGCAAGGCATGTACAAAGAAATTG

GTATTGCAGTGGATGTGACAAGTGCCCTGGCCTTCTTCAACAGCTGCCTCAACCCCATGCTCTATGTCTTCATGGGCCAGGACTTCCGGGAGAGGCTGAT

CCACGCCCTTCCCGCCAGTCTGGAGAGGGCCCTGACCGAGGACTCAACCCAAACCAGTGACACAGCTACCAATTCTACTTTACCTTCTGCAGAGGTGGCG

TTACAGGCAAAGTGAGGAGGGAGCTGGGGGACACTTTCGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATG

CAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTC

ATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAA

CTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAG

CCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATT

CCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATA

ATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACT

TGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCA

CATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTC

 •  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   
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  G  T   P   A   V  S   A   G  Y   L   F   L   D  I   I   T   Y   L   V  F   A   V  T   F   V  L   G  V  L   G  N  G  L  

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

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

  F   L   I   A   L   I   A   L   D  R   C   V  C  V  L   H  P   V  W  T   Q  N  H  R   T   V  S   L   A   K  K  V  I  

 I   G  P   W  V  M  A   L   L   L   T   L   P   V  I   I   R   V  T   T   V  P   G  K  T   G  T   V  A   C  T   F   N  

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

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

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) PvuII (239)
HindIII (245)

Bsu36I (291)

NaeI (441)
NgoMIV (441)

KasI (535) AgeI (552)
BstEII (555)

NcoI (560)

EcoRV (637)

BspEI (719)

NcoI (818)

MscI (983)

Bsp120I (1003)

BsrGI (1385)

PvuII (1440)

Bsp120I (1526) PstI (1586)

NheI (1640)
MscI (1646)

HpaI (1778) MfeI (1789)

EcoRI (1874)

SspI (2113) SwaI (2127)

SacI (2388)

BstXI (2417)
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101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

141

135

102

1

13

47

80

113

147

180

213

247

280

313

347



ACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGA

TGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGT

CTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TA

TCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGG

AAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATT

GATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAA

TGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACT

CCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGG

CGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTT

GCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAG

GCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTT

CTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTT

ATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGC

GGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAA

GAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGA

AGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCG

GCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAA
CAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

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 

StuI (2552)

XmnI (2694)

BspHI (2702) AseI (2760)

SacI (2817)

SpeI (2915)

SnaBI (3043)

NdeI (3148)

SdaI (3326)
PstI (3327)

PacI (3334) BspLU11I (3344)

ApaLI (3658)

PacI (4074) SwaI (4083) NotI (4093)
EagI (4094)

2501

2601

2701

2800

2900

2999

3099

3199

3299

3397

3497

3597

3697

3797

3897

3997

4097
4197

68

35

2
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