Sgfl (6) Psp14061 (203)

Eagl (4679) Pvul (7) Pvull (239)
Notl (4678) Mfel (82) HindIII (245)
Pacl (4659) N NgoMI (441)

Agel (552)

Sphl (560)

BamHI (657)
BamHI (733)

ApaLlI (4243) hEF1-HTLV prom

Pil (3929) PMBI ori Bsp1201 (794)
BspLUI1I (3929) Nael (897)
Pacl (3919) NgoMI (897)
Pstl (3912)
Sdal (3911) L Sril {9(3217)
SbfI (3911) Bsp1201I (970)

hCMYV enh BsiWI (1020)

Ndel (3733) EcoRV (1093)
SnaBI (3628) pUNOl'hCGAS'HA3X BbrPI (1210)
(4843 bp) Pmel (1248)
Spel (3500) hCMV prom heGAS-HA3x

EM?7

Sacl (3402)
Ecl1361I (3402) BspHI (1451)
Asel (3345)
BspHI (3287) Nhel (1555)
BpuAl (3283) Stul (1569)
Bbsl (3283) Fspl (1574)
Xmnl (3279) ) Sphl (1647)
Stul (3137 (h) Bglobin p(A)
ul(3137) SV40 p(A) Pvull (1816)
BstXI (3002)

Sacl (2973)
Ecl136I1 (2973)

Swal (2712) BamHI (2128)
Ndel (2168)
Nhel (2225)

Mscl (2231)

Mfel (2374)
Hpal (2363)

@ InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCC CCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239)
201 GTGAACGTTC CGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMI (441)
Nael (441)
401
SphI (560)
Agel (552)
501 CTGAGATCACCGGTCAGCATGCAGCCTTGGCACGGAAAGGCCATGCAGAGAGCTTC
> 1I*¥ M Q PWHGIKAMOQRAS
BamHI (657)

601 CGAGGCCGGAGCCACTGCCCCCAAGGCTTCCGCACGGAATGCCAGGGGCGCCCCGATGGATCCCACCGAGTCTCCGGCTGCCCCCGAGGLCCGLLCTGLCT
138 EAGATAPKASARNARGAPMDEPTETSPAAPEAALTP
BamHI (733) Bsp1201 (794)
701 AAGGCGGGAAAGTTCGGCCCCGCCAGGAAGTCGGGATCCCGGCAGAAAAAGAGCGCCCCGGACACCCAGGAGAGGCCGCCCGTCCGCGCAACTGGGGLCC
47 K A G K F GPARKS SGSRQKIKS SAPDT QERPPVRATGA
NgoMI (897)
Nael (897)
801 GCGCCAAAAAGGCCCCTCAGCGCGCCCAGGACACGCAGCCGTCTGACGCCACCAGCGCCCCTGGGGCAGAGGGGCTGGAGCCTCCTGCGGCTCGGGAGCC
8R A KK APQRAQDTQPSDATSAPGAEGLTETPPAARTEFP
Bsp1201 (970)
Smal (967)
Srfl (966)
901 GGCTCTTTCCAGGGCTGGTTCTTGCCGCCAGAGGGGCGCGCGCTGCTCCACGAAGCCAAGACCTCCGCCCGGGCCCTGGGACGTGCCCAGCCCCGGLCTG
113 AL SRAGSCRQRGARCSTKPRPPPGPWDVZPSPGL
BsiWI (1020) EcoRYV (1093)
1001 CCGGTCTCGGCCCCCATTCTCGTACGGAGGGATGCGGCGCCTGGGGCCTCGAAGCTCCGGGCGGTTTTGGAGAAGTTGAAGCTCAGCCGCGATGATATCT
147 P VS AP I LVRRDAAPGASKLRAVLEZKLIKLS SR RDTD I
1101 CCACGGCGGCGGGGATGGTGAAAGGGGTTGTGGACCACCTGCTGCTCAGACTGAAGTGCGACTCCGCGTTCAGAGGCGTCGGGCTGCTGAACACCGGGAG
180FS TAAGMVKGVVDHLLLRLKCDSAFRGVGLLNTGS
BbrPI (1210) Pmel (1248)

1201 CTACTATGAGCACGTGAAGATTTCTGCACCTAATGAATTTGATGTCATGTTTAAACTGGAAGTCCCCAGAATTCAACTAGAAGAATATTCCAACACTCGT
213 Y YE HV K I SAPNETFDVMFKLEVPR IQLETEYSNTR R
1301 GCATATTACTTTGTGAAATTTAAAAGAAATCCGAAAGAAAATCCTCTGAGTCAGTTTTTAGAAGGTGAAATATTATCAGCTTCTAAGATGCTGTCAAAGT
247 AY Y F VKFKRNPIKENPLSQFLEGE ILSASKMLSK

BspHI (1451)
1401 TTAGGAAAATCATTAAGGAAGAAATTAACGACATTAAAGATACAGATGTCATCATGAAGAGGAAAAGAGGAGGGAGCCCTGCTGTAACACTTCTTATTAG
280¥F R K I I K EE IND IKDTDV IMKRKRGGSPAVTLTL IS
Fspl (1574)
Nhel (1555) Stul (1569)

1501 TGAAAAAATATCTGTGGATATAACCCTGGCTTTGGAATCAAAAAGTAGCTGGCCTGCTAGCACCCAAGAAGGCCTGCGCATTCAAAACTGGCTTTCAGCA
313 EK I'SVD ITLALES SKSSWPASTQEGLRIQNWTLSA
Sphl (1647)
1601 AAAGTTAGGAAGCAACTACGACTAAAGCCATTTTACCTTGTACCCAAGCATGCAAAGGAAGGAAATGGTTTCCAAGAAGAAACATGGCGGCTATCCTTCT
347 K VR KQLRLKPFYLVPKHAKEGNGTFOQETETWRTLSTF
1701 CTCACATCGAAAAGGAAATTTTGAACAATCATGGAAAATCTAAAACGTGCTGTGAAAACAAAGAAGAGAAATGTTGCAGGAAAGATTGTTTAAAACTAAT
380S H | E K E 'L NNHGKS SKTT CCENIKETEKCCRKDT CLTZEKTLHM
Pvull (1816)
1801 GAAATACCTTTTAGAACAGCTGAAAGAAAGGTTTAAAGACAAAAAACATCTGGATAAATTCTCTTCTTATCATGTGAAAACTGCCTTCTTTCACGTATGT
413 K Y L L EQLKERTFIKDIKIKHLDIKTFSSYHVKTAFTFHVC
1901 ACCCAGAACCCTCAAGACAGTCAGTGGGACCGCAAAGACCTGGGCCTCTGCTTTGATAACTGCGTGACATACTTTCTTCAGTGCCTCAGGACAGAAAAAC
447 T Q NP QD SQWDURKDLGLCFDNCVTYTFLQCLR RTEHK
2001 TTGAGAATTATTTTATTCCTGAATTCAATCTATTCTCTAGCAACTTAATTGACAAAAGAAGTAAAGAATTTCTGACAAAGCAAATTGAATATGAAAGAAA
48FL E N Y F I P EFNLTFSSNL IDKRSKTETFLTKQTIEYTERN
BamHI (2128) Ndel (2168)
2101 CAATGAGTTTCCAGTTTTTGATGAATTTGGATCCTATCCCTATGATGTGCCAGACTATGCTGGCTATCCATATGATGTTCCTGATTATGCTGGATACCCT
513 NEFPVFDEFGSYPYDVPDYAGYPYDVPDYAGYFP
Mscl (2231)
Nhel (2225)
2201 TATGATGTGCCAGACTATGCCTAAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGC
547 Y D V P D Y A e

Hpal (2363) Mfel (2374)
2301 TTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCA ATGTTTCAGG

2401 TTCAGGGGGAGGTGTGGGAGG AAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAAT
- -

2501 CAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCA

2601 TGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAA




Swal (2712)
2701 TATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTA

2801 GTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTT
4434 ¢ N R T Y KL P I LE
Sacl (2973)
Ecl13611 (2973)
2901 CCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCT
1304 E I TTKVLKGNME ILVFCDPAYDS ILERCMGT CTPS
BstXI (3002)
3001 GACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATG
974 V.V R | SRDVEDSYPHRVAVY ITDFDKQGNSVASG I

Stul (3137)
3101 GCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACAT
634A I AEACVTVRGIYAE IHVAS I IEGTKTR IAAGVH
BspHI (3287)
BpuAlI (3283)
BbslI (3283)
Xmnl (3279)

3201 GGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCT
304 HKNDEVYLMT IKETAVEVLELDQQS INFTZKM-S-——
Asel (3345)
3301 CCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAA
-

Sacl (3402)
Ecl1361I (3402)
3401 ACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACA GGAAAGTCCCGTTGATTT

Spel (3500)
3501 ACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACC
-

SnaBI (3628)
3601 GCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTT

Ndel (3733)
3701 ACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAA

3801 TGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAA

Pacl (3919)
Pstl (3912)
Sdal (3911) Peil (3929)
SbfI (3911) BspLU11I (3929)
3901 GTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGG
—_— -

4001 CTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCT

4101 CCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAG

ApalLlI (4243)
4201 GTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTT

4301 GAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGA

4401 AGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATC

4501 CGGCAAACAAACCACCGCTGGTAGCGGTGG GTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATC T

Eagl (4679)
Pacl (4659) Swal (4668) Notl (4678)
4601 ACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGA GGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTT

4701 A CATTACATCTGTGTGTTGG GTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCT
4801 GTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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