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pUNO1-mSLAMF6a
(4251 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)

pMB1 ori
hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

hSLAMF6 (LY108) isoform 1 (SwP)

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)
NaeI (441)

NgoMI (441)
KasI (535)

AgeI (552)
BstEII (555)

NcoI (560)
XcmI (678)

HindIII (724)
SdaI (730)

BspHI (833)

NcoI (902)
FspI (927)

SandI (1154)
EcoRI (1164)
BstEII (1171)

PshAI (1179)

BspLU11I (1347)
XmnI (1361)

XcmI (1404)

HpaI (1588)
NheI (1633)

MscI (1639)

HpaI (1771)
MfeI (1782)

EcoRI (1867)
SspI (2106)

SwaI (2120)

SacI (2381)
BstXI (2410)

Eco147I (2545)
StuI (2545)

XmnI (2687)
BspHI (2695)

AseI (2753)
VspI (2753)

SacI (2810)

SpeI (2908)

Eco105I (3036)
SnaBI (3036)

NdeI (3141)

SdaI (3319)
PacI (3327)

BspLU11I (3337)

ApaLI (3651)

PacI (4067)
SwaI (4076)

NotI (4086)
EagI (4087)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCTGTCTCAAGGGCTCCAGCACCCGACTCCGCCTG

TCAGAGGATGGTCTGGCTCTTTCCACTTGTCTTCTGCCTCGGCTCAGGGAGTGAAGTTTCACAGAGCAGCTCAGACCCCCAGCTAATGAATGGCGTTCTA

GGAGAGTCTGCAGTTCTTCCTCTAAAGCTTCCTGCAGGGAAGATAGCCAATATCATCATCTGGAATTATGAATGGGAAGCGTCACAAGTCACTGCCCTCG

TTATCAACCTAAGTAATCCTGAAAGTCCACAAATCATGAACACTGATGTAAAGAAGAGACTGAACATCACCCAGTCCTACTCCCTGCAAATCAGCAACCT

TACCATGGCAGACACAGGATCATACACTGCGCAGATAACCACAAAGGACTCTGAAGTGATCACCTTCAAATATATTCTGAGGGTCTTTGAACGATTGGGT

AACTTAGAAACTACCAACTATACTCTCCTGCTAGAGAATGGGACCTGCCAGATACACCTGGCCTGTGTTTTGAAGAATCAAAGTCAAACTGTCTCAGTTG

AGTGGCAAGCCACAGGAAACATCTCTTTAGGAGGACCAAATGTCACTATCTTTTGGGACCCGAGGAATTCTGGTGACCAGACTTACGTCTGCAGAGCCAA

GAATGCTGTCAGCAATTTGTCAGTCTCTGTTTCGACCCAGAGTCTCTGCAAAGGGGTTCTAACTAATCCACCCTGGAATGCAGTATGGTTTATGACTACA

ATTTCAATAATCAGTGCAGTCATACTCATCTTTGTGTGCTGGAGCATACATGTTTGGAAGAGAAGAGGTTCTCTTCCTTTGACTAGCCAACATCCAGAGT

CCTCCCAGAGCACAGATGGCCCAGGCTCTCCAGGGAACACTGTGTATGCACAAGTCACTCGTCCAATGCAGGAAATGAAAATCCCAAAACCTATCAAAAA

TGACTCCATGACAATTTACTCCATAGTTAATCATTCCAGAGAGGAAACAGTGGCTTTAACCGGCTATAACCAACCCATTACCCTGAAGGTTAACACTTTA

ATCAACTATAACTCCTGAAGGAAGAGCACTGCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAA

AAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTAT

GTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAAC

CTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACC

TTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTT

TAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCC

CCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGG

GATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCA

 •  N  R   T   Y   K  L   P  
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SgfI (6)
PvuI (7)

MfeI (82)

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

Bsu36I (291)

NaeI (441)
NgoMI (441)

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

NcoI (560)

XcmI (678)

HindIII (724)
SdaI (730)

BspHI (833)

NcoI (902) FspI (927)

SandI (1154)
EcoRI (1164)

BstEII (1171)
PshAI (1179)

BspLU11I (1347) XmnI (1361)

XcmI (1404)

HpaI (1588)

NheI (1633)
MscI (1639)

HpaI (1771) MfeI (1782)

EcoRI (1867)

SspI (2106) SwaI (2120)

SacI (2381)
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501
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1101
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1301
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2001
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1

13

47

80

113

147

180

213

247

280

313
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CAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAG

ACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGC

CCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATG

ATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGG

TTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCC

GTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACT

GCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGC

GGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCAT

TGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCAT

TTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGT

TTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCC

CCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGC

TCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTA

ACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTAC

AGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGT

AGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTT

TGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAAT

AAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAG
CAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

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 
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Eco147I (2545)
StuI (2545)

XmnI (2687)
BspHI (2695)

AseI (2753)
VspI (2753)

SacI (2810)

SpeI (2908)

Eco105I (3036)
SnaBI (3036)

NdeI (3141)

SdaI (3319) PacI (3327) BspLU11I (3337)

ApaLI (3651)

PacI (4067) SwaI (4076) NotI (4086)
EagI (4087)

2401

2501

2601

2701

2801

2901

3000

3100

3200

3300

3398

3498

3598

3698

3798

3898

3998

4098
4198
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