Pvul (7)

Sefl (6) Mfel (82)
EcoNI (96)
Psp14061 (203)
Eagl (4338) Pvull (239)
Notl (4337) HindIII (245)
EcoNI (287)
Swal (4327) Bsu36l (291)
Pacl (4318) Nael (441)
— NgoMI (441)
NgoMIV (441)

KasI (535)
Agel (552)
BstEII (555)
Ncol (560)
Sphl (616)
Pstl (635)
Pvull (700)

/

ApaLlI (3902)

hEF1-HTLV prom

ori pMB1

Pcil (3588)
BspLU11I (3588)
Pacl (3578)

Pstl (3571)

Sdal (3570)

hTANK (ITRAF) long isoform

Sphl (1019)
Nhel (1023)

Afel (1134)
Eco47IIT  (1134)
-Bsu36I (1147)
ApaLl (1175)

Ndel (3392) pUNOl-hTANKa
(4502 bp)

SnaBI (3287)

Ecol051 (3287)

hCMV prom

Spel (3159)

Sacl (3061)

Vspl (3004)
Asel (3004)
BspHI (2946) Smal (1632)
Xmal (1632)

SV40 p(A) mod

Stul (2796) (h) Bglobin p(A)

Ecol471 (2796)

Xhol (1739)

BstXI (2661) Spel (1853)

Sacl (2632)

Hpal (2022)
EcoO1091 (2432) Mfel (2033)

Swal (2371)
Sspl  (2357)

100

InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36l (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV  (441)

NgoMI (441)

Nael (441)
401

Neol (560)
BStEII (555)
KasI (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGATAAAAACATTGGCGAGCAACTCAATAAAGCGTA
> 1*M D K N1 G E QL N K A Y
Sphl (616) Pstl (635)
601 TGAAGCCTTCCGGCAGGCATGCATGGATAGAGATTCTGCAGTAAAAGAATTACAGCAAAAGACTGAGAACTATGAGCAGAGAATACGTGAACAACAGGAA
13 E A F R QACMUDU RIDSAVKTETLG QQKTTENYTETI QRTI REQAQE

Pvull (700)
701 CAGCTGTCACTTCAACAGACTATTATTGACAAGCTAAAATCTCAGTTACTTCTTGTGAATTCCACTCAAGATAACAATTATGGCTGTGTTCCTCTGCTTG
47 Q L S L Q Q T 1 I DKULIKSOQLULLVNSTIOQDNNYGTCVZPLIL
801 AAGACAGTGAAACAAGAAAGAATAATTTGACTCTTGATCAGCCACAAGATAAAGTGATTTCAGGAATAGCAAGAGAAAAACTACCAAAGGTAAGAAGACA

80FE D S E T R K N NL T LD QP QDJ KV I SGI ARETZKTLTPZEKVRTR RAQ
901 AGAGGTTTCTTCTCCTAGAAAAGAAACTTCAGCAAGGAGTCTTGGCAGTCCTTTGCTCCATGAAAGGGGTAATATAGAGAAGACTTTCTGGGATCTGAAA
113 E VS S P R K E T S AR SLGSU®PLTULU HET RSGNIETZ KTTFWDTL K
Nhel (1023)
Sphl (1019)
1001 GAAGAATTTCATAAAATATGCATGCTAGCAAAAGCACAGAAAGACCACTTAAGCAAACTTAATATACCAGACACTGCAACTGAAACACAGTGCTCTGTGC

147" E E F H K I CM LA KA AOQIKTUDUHTLSIKTLNIPDTATTETAOQTCS V
Ecod7IIl (1134)
Afel (1134) Bsu36l (1147) ApaLl (1175)
1101 CTATACAGTGTACGGATAAAACAGATAAACAAGAAGCGCTGTTTAAGCCTCAGGCTAAAGATGATATAAATAGAGGTGCACCATCCATCACATCTGTCAC
180kP | Q C T D K T D K Q E ALTF KUPQAIKTUDUDTINRGAPSI TSVT

1201 ACCAAGAGGACTGTGCAGAGATGAGGAAGACACCTCTTTTGAATCACTTTCTAAATTCAATGTCAAGTTTCCACCTATGGACAATGACTCAACTTTCTTA
213 P R G L C R D E E DT S F E SL S KTFNVIEKTEFZPPMDNTDTSTTFE L
1301 CATAGCACTCCAGAGAGACCCGGCATCCTTAGTCCTGCCACGTCTGAGGCAGTGTGCCAAGAGAAATTTAATATGGAGTTCAGAGACAACCCAGGGAACT
247 H' S T P E R P G 1 L S PATSEAVT CAOQETZKTFNMETFT RTUDNTPGN
1401 TTGTTAAAACAGAAGAAACTTTATTTGAAATTCAGGGAATTGACCCCATAGCTTCAGCTATACAAAACCTTAAAACAACTGACAAAACAAAGCCCTCAAA
280kF V K T E E T L F E I Q G I DP I A SA 1 QNLJKTTDTEKTZKT®P SN
1501 TCTCGTAAACACTTGTATCAGGACAACTCTGGATAGAGCTGCGTGTTTGCCACCTGGAGACCATAATGCATTATATGTAAATAGCTTCCCACTTCTGGAC
313 L VN T C I R T TLUDU RAATCLU PZPGD U HNALYVNSTFEFTZPTLTLTD

Xmal (1632)

Smal (1632)
1601 CCATCTGATGCACCTTTTCCCTCACTCGATTCCCCGGGAAAAGCAATCCGAGGACCACAGCAGCCCATTTGGAAGCCCTTTCCTAATCAAGACAGTGACT
347 P S DA P F P S LDSZPGIKATIRGPIQQP 1 WKZPTFZPNAO QDTS STD

Xhol (1739)
1701 CGGTGGTACTAAGTGGCACAGACTCAGAACTGCATATACCTCGAGTATGTGAATTCTGTCAAGCAGTTTTCCCACCATCCATTACATCCAGGGGGGATTT
380S V V L S G T D S E L H I PRV CETFCQAVTF®P®PSI TSRGTUDTF
Spel (1853)

1801 CCTTCGGCATCTTAATTCACACTTCAATGGAGAGACTTAAGACACATTTGAAAACTAGTCCTAGCTCGACATGATAAGATACATTGATGAGTTTGGACAA
413 L R H L NS HF NGE T e
1901 ACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAAC

Hpal (2022) Mrfel (2033)
2001 CATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAAC

2101 CTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGC
L e

2201 ATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTA

Sspl  (2357) Swal (2371)
2301 GCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAA

EcoO109T (2432)
2401 ATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATT

2501 GGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATG
414 ¢ N R T Y K L P I L E E I T T K V L K G N M E




Sacl (2632) BstXI (2661)

2601 AGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGT

116¢dL V F C D P A Y D S I L ERCMGC®PSV VU R I SRDVETDTSY P H
Stul (2796)
Eco1471 (2796)

2701 GCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGC

834 R VA V I T DF DK QGNSVASGI A Il AEACVTUVRGI YA

2801 CTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTG

504 E I HV A S | I E GT K TR I A AGVHHIKNDTEYLMTI I KET

BspHI (2946)
2901 GCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCC

164A V E V L E L D Q Q S I N F T K M-
Vspl (3004)
Asel (3004) Sacl (3061)
3001 GATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTAC
e

Spel (3159)
3101 CGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGA
-

SnaBI (3287)
Ecol05I (3287)
3200 GACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGTAGATGTA

Ndel (3392)
3300 CTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGA

3400 TACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCA

Pstl (3571) Pcil (3588)

Sdal (3570)Pacl (3578) BspLU11I (3588)
3500 TTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAG
-

3598 CAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTC

3698 AAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACC

3798 GGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGG

ApaLl (3902)
3898 GCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGC

3998 AGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTA

4098 TTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTG

4198 TTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTA

Eagl (4338)
Pacl (4318) Swal (4327) Notl (4337)
4298 AGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAAT

4398 CGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTA
4498 TCGAA
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