
100

pUNO1-mFCGRT
(4322 bp)

BsrS2
SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mouse FcRn heavy chain (FCGRT)

SgfI (6)
PvuI (7)

Psp1406I (203)
PvuII (239)

HindIII (245)
Bsu36I (291)

NgoMIV (441)
AgeI (552)

BstEII (555)
NcoI (560)

Bsp120I (581)

XcmI (701)

SapI (843)
PstI (898)
BstAPI (900)

BspEI (1107)

NheI (1278)
Bsu36I (1283)

BglII (1444)
MscI (1496)

NcoI (1552)
BstEII (1582)

EcoRI (1673)
NheI (1679)

HpaI (1842)
EcoRI (1938)

SapI (2120)
SspI (2177)

SwaI (2191)

StuI (2616)

XmnI (2758)
BbsI (2762)

AseI (2824)

SpeI (2979)

SnaBI (3107)

NdeI (3212)

SdaI (3390)
PstI (3391)
PacI (3398)

BspLU11I (3408)

ApaLI (3722)

PacI (4138)
SwaI (4147)
NotI (4157)
EagI (4158)

17G27v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGGATGCCACTGCCCTGGGCCCTCAGCCTCTTGTT

GGTCCTCCTGCCTCAGACCTGGGGCTCAGAGACCCGCCCCCCACTGATGTATCATCTCACGGCTGTGTCAAACCCATCTACGGGGCTTCCCTCTTTCTGG

GCCACAGGCTGGTTGGGTCCTCAGCAGTATCTGACCTACAACAGCCTGCGGCAGGAAGCTGACCCCTGTGGGGCCTGGATGTGGGAAAATCAGGTGTCTT

GGTATTGGGAGAAGGAGACCACAGACCTCAAAAGCAAAGAACAGCTCTTCTTGGAGGCCCTCAAGACCCTGGAGAAGATATTAAATGGGACCTACACACT

GCAGGGCCTGCTGGGCTGTGAACTGGCCTCGGATAATTCCTCAGTGCCCACGGCTGTGTTTGCCCTCAATGGTGAGGAGTTTATGAAATTCAACCCAAGA

ATCGGCAATTGGACTGGGGAGTGGCCTGAGACGGAAATCGTTGCTAATCTGTGGATGAAGCAGCCTGATGCGGCAAGGAAGGAGAGCGAGTTCCTGCTAA

ACTCTTGTCCGGAGCGACTGCTAGGCCACCTGGAGAGGGGCCGACGGAACCTGGAGTGGAAGGAGCCGCCGTCTATGCGCCTGAAGGCCCGTCCTGGCAA

CTCTGGCTCCTCCGTGCTGACCTGTGCTGCTTTCTCCTTCTACCCACCGGAGCTCAAGTTCCGATTCCTGCGCAATGGGCTAGCCTCAGGCTCCGGGAAT

TGCAGCACTGGTCCCAATGGAGATGGCTCTTTCCACGCATGGTCATTGCTGGAGGTCAAACGTGGAGATGAGCACCATTATCAATGTCAAGTGGAGCATG

AGGGGCTGGCACAGCCTCTCACTGTGGACCTAGATTCATCAGCCAGATCTTCTGTGCCTGTGGTTGGAATCGTTCTTGGTTTATTGCTGGTGGTAGTGGC

CATCGCAGGCGGTGTGCTGCTGTGGGGCAGGATGCGCAGCGGTCTGCCAGCCCCATGGCTTTCTCTCAGCGGCGATGACTCTGGTGACCTGTTGCCTGGT

GGGAACTTGCCCCCAGAAGCTGAACCTCAAGGTGCAAATGCCTTTCCAGCCACTTCCTGATGCAGACTCGGGCGAATTCGCTAGCTCGACATGATAAGAT

ACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTGAAATTTGTGAT

GCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGG

TTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTT

TTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTA

TTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATA

CATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAA

AGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCA
 •   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   G   M   P   L   P   W   A   L   S   L   L   L

  V   L   L   P   Q   T   W   G   S   E   T   R   P   P   L   M   Y   H   L   T   A   V   S   N   P   S   T   G   L   P   S   F   W  

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

W   Y   W   E   K   E   T   T   D   L   K   S   K   E   Q   L   F   L   E   A   L   K   T   L   E   K   I   L   N   G   T   Y   T   L

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

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

N   S   C   P   E   R   L   L   G   H   L   E   R   G   R   R   N   L   E   W   K   E   P   P   S   M   R   L   K   A   R   P   G   N

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

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

E   G   L   A   Q   P   L   T   V   D   L   D   S   S   A   R   S   S   V   P   V   V   G   I   V   L   G   L   L   L   V   V   V   A

  I   A   G   G   V   L   L   W   G   R   M   R   S   G   L   P   A   P   W   L   S   L   S   G   D   D   S   G   D   L   L   P   G  

 G   N   L   P   P   E   A   E   P   Q   G   A   N   A   F   P   A   T   S   •  
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Psp1406I (203) PvuII (239)
HindIII (245)

Bsu36I (291)

NgoMIV (441)
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NcoI (560) Bsp120I (581)
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EcoRI (1938)
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501

601
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901
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1101
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1301
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1601
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1801
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2001
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2201
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47
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180

213

247

280

313

347



GCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTC

CACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACA

GTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGA

GCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATA

CTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGAC

CTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCA

TTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGA

TGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGG

GGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTT

ACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT

AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCAT

CACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTC

CGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGT

CGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACAC

GACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCT

ACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGG

TAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGG

AACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGT

TGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGT
GCCAGAACATTTCTCTATCGAA

 •   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  
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  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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NdeI (3212)
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PacI (4138) SwaI (4147) NotI (4157)
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