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hEF1-HTLV prom
ApaLl (3710) p BspLU11I (560)

hIL2RG (CD132)

BspLU11I (3396)
Pacl (3386)
Sdal (3378)

pUNOI1-hIL2RG

(4310 bp) BstAPI (1113)

Ndel (3200)
hCMYV enh

SnaBI (3095)

hCMV
Spel  (2967) prom Xmnl (1320)

Sacl (2869) EcoRI (1427)

Asel (2812)

Bbsl (2750)
Xmnl (2746) . Bsp1201 (1580)

(h) Bglobin p(A)
100

BstXI (2469)
Sacl (2440)
EcoRI (1926)

Swal (2179)

Sspl  (2165) Sapl (2108)

C?) InvivoGen

14130v35



Pvul (7)
Sgfl (6) Mfel (82)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspLU11I (560)
Agel (552)
501 CTGAGATCACCGGTCAACATGTTGAAGCCATCATTACCATTCACATCCCTCTTATT
- 1M L K P S L P F T S L L F
Bbsl (661)
601 CCTGCAGCTGCCCCTGCTGGGAGTGGGGCTGAACACGACAATTCTGACGCCCAATGGGAATGAAGACACCACAGCTGATTTCTTCCTGACCACTATGCCC
13 L. Q L P LL GV GLNTTI L TPNGNEUDTTADTFTFLTTMZP

701 ACTGACTCCCTCAGTGTTTCCACTCTGCCCCTCCCAGAGGTTCAGTGTTTTGTGTTCAATGTCGAGTACATGAATTGCACTTGGAACAGCAGCTCTGAGC
47 T D S L SV S TLUPULUPEVQCTFVFNVETYMNT CTWNSS SE
801 CCCAGCCTACCAACCTCACTCTGCATTATTGGTACAAGAACTCGGATAATGATAAAGTCCAGAAGTGCAGCCACTATCTATTCTCTGAAGAAATCACTTC
80P Q P T N L T L HY WY KNS SDNUDIKVQKTCSHYLTFSTETET'ITS
901 TGGCTGTCAGTTGCAAAAAAAGGAGATCCACCTCTACCAAACATTTGTTGTTCAGCTCCAGGACCCACGGGAACCCAGGAGACAGGCCACACAGATGCTA
113 G C Q L Q K K E I HL Y QTF VVQLQDZPRTEZ PRI RIOQATA QML
1001 AAACTGCAGAATCTGGTGATCCCCTGGGCTCCAGAGAACCTAACACTTCACAAACTGAGTGAATCCCAGCTAGAACTGAACTGGAACAACAGATTCTTGA
147 K L Q N L VI P WA P ENTULTTLUBHIKTLSESQLTETLNWNNTR RTF L
Dralll (1114)
BStAPI (1113)
1101 ACCACTGTTTGGAGCACTTGGTGCAGTACCGGACTGACTGGGACCACAGCTGGACTGAACAATCAGTGGATTATAGACATAAGTTCTCCTTGCCTAGTGT
180N H C L E HL V QY R T DWWDWHSWTET QS VDYI RUHI KT FSLUP SV
Dralll (1247) BstXI (1288)
1201 GGATGGGCAGAAACGCTACACGTTTCGTGTTCGGAGCCGCTTTAACCCACTCTGTGGAAGTGCTCAGCATTGGAGTGAATGGAGCCACCCAATCCACTGG
213 D G Q K R Y T F R VR SRTFNPTLTZ CGSAQHMWSEWMWSHZP I HW
Xmnl (1320) Ncol (1367)
1301 GGGAGCAATACTTCAAAAGAGAATCCTTTCCTGTTTGCATTGGAAGCCGTGGTTATCTCTGTTGGCTCCATGGGATTGATTATCAGCCTTCTCTGTGTGT
247 G S N T S K E NP F L F A LEAVVI SVGSMGTL I I S L L C V
EcoRI (1427)
1401 ATTTCTGGCTGGAACGGACGATGCCCCGAATTCCCACCCTGAAGAACCTAGAGGATCTTGTTACTGAATACCACGGGAACTTTTCGGCCTGGAGTGGTGT
280k Y F W L E R TMU®PIR 1 P TLIKNWLTEUDLUVTETYHSGNTFSAWS GV
Bspl1201 (1580)
1501 GTCTAAGGGACTGGCTGAGAGTCTGCAGCCAGACTACAGTGAACGACTCTGCCTCGTCAGTGAGATTCCCCCAAAAGGAGGGGCCCTTGGGGAGGGGCCT

313 S K G L A E SLQPUDYSEHRTLTCLVSTETIPPIKG GG GATLTGTEGSTP
Msel (1698)
Bsp1201 (1634) Nhel (1692)

1601 GGGGCCTCCCCATGCAACCAGCATAGCCCCTACTGGGCCCCCCCATGTTACACCCTAAAGCCTGAAACCTGAACCCCAATCCTCTGACAGAAGCTAGCTG
347 G AS P C NQH S P Y WAUPUPCY TLKUPET e
1701 GCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTA

Hpal (1830) Mfel (1841)
1801 TTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCA

EcoRI (1926)
1901 AGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATG
> -

2001 AATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGT

Sapl (2108) SspI  (2165) Swal (2179)
2101 TTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAAT

2201 GAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAA

2301 TAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCA
4494 ¢ N R T Y K L P I L E E I T T K V L K G N M
Sacl (2440) BstXI (2469)

2401 TCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGA
11794 E | L V F ¢ D P A Y DS 1 L ER CMSGT C®PSVVZR Il SRDVEDS
2501 GTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCA
864 Y P H R VA V I T DFDI K QGNZSVASGI A I A EATCVTVRG

Stul (2604)
2601 ATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCT
5241 Y A E | H V A S | Il E G T K T R I A A GV HHIKNDEY L MT I K




BbsI (2750)
Xmnl (2746)
2701 TCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATAT

194 E T A V E V L E L DQQS I NTFTK M-
Asel (2812) Sacl (2869)
2801 ACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTAC
e

Spel (2967)
2901 ACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATG
-

SnaBI (3095)
3001 GGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGT

3101 AGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGG

Ndel (3200)
3201 CATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACA

Pacl (3386)

Sdal (3378) BspLU11I (3396)
3301 TACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACAT
-

3401 GTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGA

3501 CGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGC

3601 TTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA

ApaLI (3710)
3701 GCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCA

3801 CTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAA

3901 CAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTT

4001 TTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCA

Eagl (4146)
Pacl (4126) Swal (4135) Notl (4145)
4101 CGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTG

4201 TGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTT
4301 CTCTATCGAA
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