Pvul (7)

Sefl (6) Mfel (82)
Nagl ((5533;’)) Psp14061 (203)
Swal (4997) HindIIT (245)
Pacl (4988) \\ NgoMIV35(441)
asl (5
— [ e
BStEIl (555)

Ncol (560)
ApaLl (4572) ECXIEXG(SGIZS)(678)
hEFI-HTLV prom

Sacll (842)
EcoRV (877)
Bglll (896)
Xmnl (913)

Spel (1009)

pMBI1 ori
BspLU11I (4258)
Pacl (4248)
Pstl (4241)

Sdal (4240) hELF4 (MEF)

Ndel (4062) BspEI (1094)

SnaBI (3957)

pUNO1-hELF4

(5172 bp)

Spel (3829)

hCMYV prom
-Mscl (1394)

BstXI (1442)
Sfil (1506)
Sfil (1515)

Bglll (1570)

Asel (3674)

Xmnl (3608)

Avrll (1776)
Pstl (1816)
cal (1864)

(h) Bglobin p(A)

BstXI (3331)

SV40 p(A)
Kasl (2058)
Bsp1201 (2092)
Avrll (2161)
Bsp1201 (2219)
EcoRI (27 col (2225)
€ I\(,[fef?2)7o3) Tth1111 (2352)
Hpal (2692) Sandl (2425)
Mscl (2560) Nhel (2554)

125 Swal (3041)
SspI  (3027)

C?) InvivoGen

14E29v35



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Neol (560)
BstEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGCTATTACCCTACAGCCCAGTGACCTGATCTTTGA

- i*M A I T L QP S DL I F E

EcoRV (625) Acc651 (678)

601 GTTCGCAAGCAACGGGATGGATGATGATATCCACCAGCTGGAAGACCCCTCTGTGTTCCCAGCTGTGATCGTGGAGCAGGTACCCTACCCTGATTTACTG
13 F A S NGM DODUD I HQLEWDZPSVFPAVI VEOQV®PYPDTLL
701 CATCTGTACTCGGGACTGGAGTTGGACGACGTTCACAATGGCATCATAACAGACGGGACCTTGTGCATGACGCAGGATCAGATCCTGGAAGGCAGTTTTT
47 H L Y S G L E L DDVUHNGI I TDGTULT CMTAOQDA QI L E G S F

Sacll (842) EcoRV (877) BglII (896)
801 TGCTGACAGATGACAATGAGGCCACCTCGCACACCATGTCAACCGCGGAAGTCTTACTCAATATGGAGTCTCCCAGCGATATCCTGGATGAGAAGCAGAT
8okL L T DDNZEATSHTMSTAEVLILNMESU®PSDI L DEK QI

Xmnl (913)
901 CTTCAGTACCTCCGAAATGCTTCCAGACTCGGACCCTGCACCAGCTGTCACTCTGCCCAACTACCTGTTTCCTGCCTCTGAGCCCGATGCCCTGAACAGG
113 F S T S EM L P DS DUPAPA AV TULUPNYLFUPASTEUZPUDATLNTR
Spel (1009) BspEI (1094)
1001 GCGGGTGACACTAGTGACCAGGAGGGGCATTCTCTGGAGGAGAAGGCCTCCAGAGAGGAAAGTGCCAAGAAGACTGGGAAATCAAAGAAGAGAATCCGGA
147 A G D T S D Q E G H S L EE KA S REESAIKIKTSGK S K KR I R
1101 AGACCAAGGGCAACCGAAGTACCTCACCTGTCACTGACCCCAGCATCCCCATTAGGAAGAAATCAAAGGATGGCAAAGGCAGCACCATCTATCTGTGGGA
180K T K G N R S T S PV TDUWPS 1 P |l RKJIKSKWDGI KT GST I Y L WE
1201 GTTCCTCCTGGCTCTTCTGCAAGACAGAAACACCTGTCCCAAGTACATCAAGTGGACCCAGCGAGAGAAAGGCATCTTCAAACTGGTGGACTCCAAAGCT
213 F L L AL L QDRNTZ C®PIKY 1l KWTIOQRTEIZ KTGI F KLVDS KA
Mscl (1394)
1301 GTGTCCAAGCTGTGGGGGAAGCAGAAAAACAAGCCTGACATGAACTATGAGACAATGGGGCGGGCACTAAGATACTACTACCAAAGAGGCATACTGGCCA
247 V. S K L WG K Q K NK P DMNYETMG G RALI RY Y Y QRG I L A
BstXI (1442)
1401 AAGTGGAAGGGCAGAGGCTGGTGTACCAGTTTAAGGAGATGCCCAAGGACCTGGTGGTCATTGAAGATGAGGATGAGAGCAGCGAAGCCACAGCAGCCCC
280K V E G Q R L VY QF K EMU®PIKDULV VI EDEUDTESSEATAAP
Sfil (1506)  Sfil (1515) BglIl (1570)
1501 ACCTCAGGCCTCCACGGCCTCTGTGGCCTCTGCCAGTACCACCCGGCGAACCAGCTCCAGGGTCTCATCCAGATCTGCCCCCCAGGGCAAGGGCAGCTCT
313 P Q AS T A SVASASTTI RI RTSSURVSSRSAPOQGTIKG S S
1601 TCTTGGGAGAAGCCAAAAATTCAGCATGTCGGTCTCCAGCCATCTGCGAGTCTGGAATTGGGACCGTCGCTAGACGAGGAGATCCCCACTACCTCCACCA
347 S W E K P K1 Q HV GLQPSASLETLSG®PSULDTETETI P TTST
Avrll (1776)
1701 TGCTCGTCTCTCCAGCAGAGGGCCAGGTCAAGCTCACCAAAGCTGTGAGTGCATCTTCAGTGCCCAGCAACATCCACCTAGGAGTGGCCCCCGTGGGGTC
380kM L V S P A E G QV KL TIKAVSASSVPSNIHLGVAUPVSGS
PstI (1816) Scal (1864)
1801 GGGCTCGGCCCTGACCCTGCAGACGATCCCACTGACCACGGTGCTGACCAATGGGCCTCCTGCCAGTACTACTGCTCCCACTCAGCTCGTTCTCCAGAGT
413 G S A L T LQTI PLTTUVLTNSGZPZPASTTAPTI QL VL QS
1901 GTTCCAGCGGCCTCTACTTTCAAGGACACCTTCACTTTGCAGGCCTCTTTCCCCCTGAACGCCAGTTTCCAAGACAGCCAGGTGGCAGCCCCAGGGGCTC
447V P A A S T F K DT F TL QASTFUPLNASTFQDSQVAAUZPGA

Kasl (2058) Bsp1201 (2092)
2001 CACTGATTCTCAGTGGCCTCCCCCAACTTCTGGCTGGGGCCAACCGTCCGACCAACCCGGCGCCACCCACGGTCACAGGGGCTGGACCAGCAGGGCCCAG
48P L | L S G L P QLLAGANRZPTNPAPZPTVTGATGTPATGTP S

Avrll (2161)

2101 CTCTCAGCCCCCTGGGACTGTCATTGCTGCCTTCATCAGGACTTCTGGCACTACAGCAGCCCCTAGGGTCAAGGAGGGGCCACTGAGGTCCTCCTCCTAT
513 S Q PP G T VI AATF I RTSGTTAAPI RV KTETGPLI RS S SY

Ncol (2225)

Bsp120I (2219)
2201 GTTCAGGGTATGGTGACGGGGGCCCCCATGGAGGGGCTGCTGGTTCCTGAAGAGACCCTGAGGGAGCTCCTGAGAGATCAGGCTCATCTTCAGCCACTTC
547 V. Q G M V T GA PME G L L VPETETTULI RTETLILIR RIDI QQAMHTLQ®PL
Tth111I (2352)

2301 CAACCCAGGTGGTTTCCAGGGGTTCCCACAATCCGAGCCTTCTGGGCAACCAGACTTTGTCTCCTCCCAGCCGCCCCACTGTTGGGCTGACCCCAGTGGC
580k P T Q V.V S R G S HNUP S LULGNOQTL SPPSRPTVSGLTZ®PVA

SandI (2425)
2401 TGAACTTGAGCTCTCCTCAGGCTCAGGGTCCCTGCTGATGGCTGAGCCTAGTGTGACCACATCTGGGAGCCTTCTGACAAGATCCCCCACCCCAGCCCCT
613 E L E L S S G S G S L LMAE®PSVTTSGSLL TR RSU®PTU®PATFP



Mscl (2560)
Nhel (2554)
2501 TTCTCCCCATTCAACCCTACTTCCCTCATTAAGATGGAGCCCCATGACATATAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAA
647 F S P F NP T S L I KM E P H D | e

Hpal (2692)
2601 CCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAA

Mfel (2703) EcoRI (2788)
2701 CAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAAT
- R I—

2801 ACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCA

2901 TTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCAC

SspI  (3027) Swal (3041)
3001 TGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCT

3101 CAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTA

4419
L L4

3201 GTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAG
1404 N R T Y K L P I L E E I T T K VL K GNWME I L VF CDUPAY DS
BstXI (3331)

3301 ATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCT
10641 L E R CM G C P SV VR I SRDVEDSYU®PHRVAV I TDTFDK
3401 TCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCC
734 Q G NS VA SGI A1 A EACVTVZRGI YATEI HVAS 1 I EG
3501 AGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGA
404 T K T R I A A GV HHIKNDTEYLMT Il KETAVEVLETLDAOQRQ

Xmnl (3608) Asel (3674)
3601 GAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGG
64S I N F T K M = <
3701 CGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGT

Spel (3829)
3801 TACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTA
-

SnaBI (3957)
3901 TCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATG

Ndel (4062)
4001 TACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTT

4101 ACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGG

Pacl (4248)
Pstl (4241)

Sdal (4240) BspLU11I (4258)
4201 CGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAA
e

4301 AGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATA

4401 AAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGC

ApaLl (4572)
4501 GTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACC

4601 GCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAG

4701 GTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACC

4801 TTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAG

Pacl (4988) Swal (4997)
4901 GATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATT

Eagl (5008)
NotI (5007)
5001 TAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAA
5101 CGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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