Pvul (7)

Sefl (6) Mfel (82)

EcoNI (96)
Psp14061

Eagl (3755)
NotI (3754)
Swal (3744)
Pacl (3735)

ApaLI (3319) hEFI-HTLV prom

pMBI ori
hTNFRSF18 (GITR)
BspLU11I (3005)
Pacl (2995)
Pstl (2988)
Sdal (2987) pUNOl-hTNFRSF18

(3919 bp)

Ndel (2809)

SnaBI (2704)

SV40 p(A)
Spel (2576)

Sacl (2478)
Asel (2421)

BbsI (2359)
XmnI (2355)

Stul (2213)

(h) Bglobin p(A)

100 Sapl (1717)
Sspl (1774)
Swal (1788)

BstXI (2078)
Sacl (2049)

(203)

HindIII (245)
EcoNI (287)
pBSUSGI (291)

Agel (552)
BstEII (555)
Ncol (560)

Bsp120I (593)
BssHII (620)
Sandl (651)
-Xmal (655)
BssHII (700)

Xmal (744)

EcoRI (793)
BstAPI (818)

Sfil  (928)

SandI (1027)
PshAI (1059)

Sall (1191)
Bbsl (1198)
Sapl (1228)
BsrBI (1231)
Pvul (1243)
Nhel (1301)
Mscl (1307)

Hpal (1439)
Mfel (1450)

EcoRI (1535)
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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36l (291)
Psp14061 (203) HindIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Neol (560)
BStEII (555)
Agel (552) Bsp120I (593)
501 CTGAGATCACCGGTCACCATGGCACAGCACGGGGCGATGGGCGCGTTTCGGGCCCT
= 1*M A Q HGAMGATFRAL
Xmal (655)

BssHII (620) SandI (651)
601 GTGCGGCCTGGCGCTGCTGTGCGCGCTCAGCCTGGGTCAGCGCCCCACCGGGGGTCCCGGGTGCGGCCCTGGGCGCCTCCTGCTTGGGACGGGAACGGAC
13 ¢ G L ALLCALSLGQQR?®PTSGSG®P G CG®PGRILULLSGTSGTTD
BssHII (700) Xmal (744) EcoRI (793)
701 GCGCGCTGCTGCCGGGTTCACACGACGCGCTGCTGCCGCGATTACCCGGGCGAGGAGTGCTGTTCCGAGTGGGACTGCATGTGTGTCCAGCCTGAATTCC
47 AR C C R V HTTH RTZ CT CRUDYU P GETET CTCSEMWDT CMTCVQPTETF
BstAPI (818)
801 ACTGCGGAGACCCTTGCTGCACGACCTGCCGGCACCACCCTTGTCCCCCAGGCCAGGGGGTACAGTCCCAGGGGAAATTCAGTTTTGGCTTCCAGTGTAT
80kH C G D P C CTTU CIRMHHZPTCPZPGOQGVY QS QGIKTF S F GF QcC I
SHI (928)
901 CGACTGTGCCTCGGGGACCTTCTCCGGGGGCCACGAAGGCCACTGCAAACCTTGGACAGACTGCACCCAGTTCGGGTTTCTCACTGTGTTCCCTGGGAAC
113k DCASGTU FSGGHEGHT CIKW®PWTDT GCTAQFGF L TV F P G N
SandI (1027) PshAI (1059)
1001 AAGACCCACAACGCTGTGTGCGTCCCAGGGTCCCCGCCGGCAGAGCCGCTTGGGTGGCTGACCGTCGTCCTCCTGGCCGTGGCCGCCTGCGTCCTCCTCC
147 K T H NA V CVPGSPPAEZ PLGWLTVVLLAVAATCVL.L
BbslI (1198)
Sall (1191)
1101 TGACCTCGGCCCAGCTTGGACTGCACATCTGGCAGCTGAGGAGTCAGTGCATGTGGCCCCGAGAGACCCAGCTGCTGCTGGAGGTGCCGCCGTCGACCGA

180FL T S A Q L G L HI WQULU RS SOQCMMWTPR RETA QLTLTLTEVZPTPSTE
BsrBI (1231)
Sapl (1228) Pvul (1243)

1201 AGACGCCAGAAGCTGCCAGTTCCCCGAGGAAGAGCGGGGCGAGCGATCGGCAGAGGAGAAGGGGCGGCTGGGAGACCTGTGGGTGTGAGCCTGGCCGTCC
213 D A R S C Q F P E E ERGEWI RSATETEIZ K GRLGDILWV e
Mscl (1307)
Nhel (1301)
1301 TGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCT

Hpal (1439) Mfel (1450)
1401 ATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTT

EcoRI (1535)
1501 TTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTC
e

1601 TGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTT

Sapl (1717) Sspl  (1774) Swal (1788)
1701 TCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACAT

1801 CATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGG

1901 AACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCT
+494 ¢« N R T Y K L P I L E E I T T K V L K
Sacl (2049) BstXI (2078)
2001 TGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCAC
1224 G NM E I L VF CDPAYDJSILERT CMGT CT®PSVVRI SRDYV
2101 CTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTG
894 E D S Y P HR VAV I TDTFUDZ KU QGNSVASGI A Il AEATCVT
Stul (2213)
2201 ACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCA
ss4v R G | Y A E I HV A S 1 | EGTI KT RI AAGVHUHTIKNDTETY LM
Bbsl (2359)
XmnI (2355)
2301 TGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTA
224 T I K E T AV EVLETLUDG QQSTI NTFTI KM=




Asel (2421) Sacl (2478)
2401 TGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTC
-

Spel (2576)
2501 CCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTG
-

2601 ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

SnaBI (2704)
2701 CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG

Ndel (2809)
2801 CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

Pacl (2995)
PstI (2988)
Sdal (2987)
2901 ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAAT

BspLUI1I (3005)
3001 TAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCAC
-

3101 AAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGA

3201 CCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGT

ApaLI (3319)
3301 TCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGAC

3401 TTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACA

3501 CTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAG

3601 CGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAAC

Eagl (3755)
Pacl (3735) Swal (3744) Notl (3754)
3701 GAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGG

3801 TTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCC
3901 AGAACATTTCTCTATCGAA
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