Eagl (4914)
NotI (4913)
Swal (4903)
Pacl (4894)

ApaLl (4478)

Sgfl (6)
Pvul (7)
Psp14061 (203)

HindIII (245)

Nael (441)

NgoMI (441)

Agel (552)
BstEII (555)
Ncol (560)
BspHI (590)
PshAI (664)
Nael (743)
NgoMI (743)

hEF1-HTLV prom

BspLU11I (4164)
Pacl (4154) ori pMBI Dralll (772)
Sdal (4146, hMAP3K3 isoform2
Ndel (3968) BsrBI (1111)
-EcoO1091 (1138)
hCMYV enh
Sphl (1196)
e UNOI1-hMAP3K3b Bamil (1203
p - BspEI 1280
hCMYV prom (5078 bp) spEL (1280)

Spel (3735)
EM7

Asel (3580)
BspHI (3522)
Xmnl (3514)

Stul (3372)

Eco01091 (3008)

Swal (2947)
SspI (2933)

EcoRI (2694)
Hpal (2598)

(h) Bglobin p(A)

BbrPI (1399)
ApaLl (1408)

-BsrBI (1497)

SV40 p(A) mod

cal (1838)

Pstl (2101)
SphI (2129)

Nhel (2460)

Mscl (2466)

InvivoGen



Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMI (441)

Nael (441)
401

Neol (560)
BStEIl (555)
Agel (552) BspHI (590)

501 CTGAGATCACCGGTCACCATGGACGAACAGGAGGCATTGAACTCAATCATGAACGA

> 1M D E Q E AL NS 1T M ND

PshAI (664)

601 TCTGGTGGCCCTCCAGATGAACCGACGTCACCGGATGCCTGGATATGAGACCATGAAGAACAAAGACACAGGTCACTCAAATAGGCAGAGTGACGTCAGA
13 L VAL QM NRRHRMEPGYETMI KNIEKTDTGHSNZ RI QSD VR
NgoMI (743)

Nael (743) Dralll (772)
701 ATCAAGTTCGAGCACAACGGGGAGAGGCGAATTATAGCGTTCAGCCGGCCTGTGAAATATGAAGATGTGGAGCACAAGGTGACAACAGTATTTGGACAAC
47 | K F E HNGEJ RU RI I AF SRPVIKYTETSDVEHTIKVYVTTVTFGAQ
801 CTCTTGATCTACATTACATGAACAATGAGCTCTCCATCCTGCTGAAAAACCAAGATGATCTTGATAAAGCAATTGACATTTTAGATAGAAGCTCAAGCAT
80P L D L HY M NNZETULS Il LLKNO QDUDTLTUDTZ KA ATI DI LUDTZ RTSSSM
901 GAAAAGCCTTAGGATATTGCTGTTGTCCCAGGACAGAAACCATAACAGTTCCTCTCCCCACTCTGGGGTGTCCAGACAGGTGCGGATCAAGGCTTCCCAG
113 K S L R 1 L L LS QDZ RNUHNSSSPHSG GV SROQVZ RI KASNO Q
1001 TCCGCAGGGGATATAAATACTATCTACCAGCCCCCCGAGCCCAGAAGCAGGCACCTCTCTGTCAGCTCCCAGAACCCTGGCCGAAGCTCACCTCCCCCTG
147 S A G D I N T I Y QP P E PR SRUHLSVSSQNZPG GRS SS®P®PTP
BsrBI (1111) EcoO1091 (1138) SphI (1196)
1101 GCTATGTTCCTGAGCGGCAGCAGCACATTGCCCGGCAGGGGTCCTACACCAGCATCAACAGTGAGGGGGAGTTCATCCCAGAGACCAGCGAGCAGTGCAT
180G Y V P E R Q Q HI AR QG S Y TSI NSETGETFTIPETSTE- QCHM
BamHI (1203) BspEI (1280)
1201 GCTGGATCCCCTGAGCAGTGCAGAAAATTCCTTGTCTGGAAGCTGCCAATCCTTGGACAGGTCAGCAGACAGCCCATCCTTCCGGAAATCACGAATGTCC
213 L D P L S S A ENJSULSGSOCOQSTLUDRSADTSZ PSTFHRIEKST RMS
BbrPI (1399)
1301 CGTGCCCAGAGCTTCCCTGACAACAGACAGGAATACTCAGATCGGGAAACTCAGCTTTATGACAAAGGGGTCAAAGGTGGAACCTACCCCCGGCGCTACC
247 R A Q S F P DNRO QEY SDRTETA QLYUDJZKTGVZ KTGSGTYZPTZ RTR RY

ApaLl (1408) BstBI (1497)
1401 ACGTGTCTGTGCACCACAAGGACTACAGTGATGGCAGAAGAACATTTCCCCGAATACGGCGTCATCAAGGCAACTTGTTCACCCTGGTGCCCTCCAGCCG
280kH V S V H H K DY S DGR RIRTT FU®PR RI RRHOQGNLTFTL VP S SR

1501 CTCCCTGAGCACAAATGGCGAGAACATGGGTCTGGCTGTGCAATACCTGGACCCCCGTGGGCGCCTGCGGAGTGCGGACAGCGAGAATGCCCTCTCTGTG
313 S L S T NGENMGLAVQYLDZ PR GRTLTI RSADSTENATL SV
1601 CAGGAGAGGAATGTGCCAACCAAGTCTCCCAGTGCCCCCATCAACTGGCGCCGGGGAAAGCTCCTGGGCCAGGGTGCCTTCGGCAGGGTCTATTTGTGCT
347" Q E R NV P T K SPSAPI NWRU RGIKTLTLG G QGATFGRUVYTLSTC
1701 ATGACGTGGACACGGGACGTGAACTTGCTTCCAAGCAGGTCCAATTTGATCCAGACAGTCCTGAGACAAGCAAGGAGGTGAGTGCTCTGGAGTGCGAGAT
380k Y D VD T G R E L A S K QVQFODZPUDTSU®PETSZIKTEVSATLTET CEI
Scal (1838)
1801 CCAGTTGCTAAAGAACTTGCAGCATGAGCGCATCGTGCAGTACTATGGCTGTCTGCGGGACCGCGCTGAGAAGACCCTGACCATCTTCATGGAGTACATG
413 Q L L K N L Q HE R I VQYYOGCL RUDRAETKTTLTI FMEYM
1901 CCAGGGGGCTCGGTGAAAGACCAGTTGAAGGCTTACGGTGCTCTGACAGAGAGCGTGACCCGAAAGTACACGCGGCAGATCCTGGAGGGCATGTCCTACC
447 P G G S V K D Q L KA Y GALTESVTRIKYTRI QI LETGMS'Y
2001 TGCACAGCAACATGATTGTTCACCGGGACATTAAGGGAGCCAACATCCTCCGAGACTCTGCTGGGAATGTAAAGCTGGGGGACTTTGGGGCCAGCAAACG
480 L H S N M I V H R D1 KGANT1T LRDSAGNVZI KTLTGDTFTGASKR
Pstl (2101) Sphl (2129)
2101 CCTGCAGACGATCTGTATGTCGGGGACGGGCATGCGCTCCGTCACTGGCACACCCTACTGGATGAGCCCTGAGGTGATCAGCGGCGAGGGCTATGGAAGG
513 L Q T 1 ¢CM S G T GMUR SV TGT®PYWMSU®PETUVI S GEGY GR
2201 AAAGCAGACGTGTGGAGCCTGGGCTGCACTGTGGTGGAGATGCTGACAGAGAAACCACCGTGGGCAGAGTATGAAGCTATGGCCGCCATCTTCAAGATTG
547 K A D VWS L GCTVVEMTLTTETZ KT PZPWATEYTEAMAATI F K I
2301 CCACCCAGCCCACCAATCCTCAGCTGCCCTCCCACATCTCTGAACATGGCCGGGACTTCCTGAGGCGCATTTTTGTGGAGGCTCGCCAGAGACCTTCAGC
580PA T Q P T NP Q L P S H I S EHGRUDTFTLZ RR RIFVEARTI QRTPSA
Mscl  (2466)
Nhel (2460)
2401 TGAGGAGCTGCTCACACACCACTTTGCACAGCTCATGTACTGAGCTCTCACGGCCACACAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTG
613 E E L L T H HF A QL M Y o

Hpal (2598)
2501 GACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGT

EcoRI (2694)
2601 TAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTC
L




2701 TAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAA
-

2801 TGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAA

SspI  (2933) Swal (2947)
2901 ATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCA

Eco01091 (3008)
3001 GATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTA

3101 GCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAG
1414 ¢« N R T Y K L P I L E E I T T K VL KGNME Il L VF CDZ&PAY
3201 TCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAA

184D S | L E R CM G C P SV VR I SRDVEDSY®PHTRVAUV I TDTF
Stul (3372)
3301 AGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGAT

754 D K Q G NS VASGI A I AEACVTVRGI YAEI HVAS I I
3401 CTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCC

424 E 6 T K T R I A A GV HHIKNDTETYTLMTI KETAVEVTLTETLTD
BspHI (3522)
XmnI (3514) Asel  (3580)
3501 TGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGT
- -
840 Q S I N F T K M
3601 GGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGG

Spel (3735)
3701 AGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAA
-

SnaBI (3863)
3800 ACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAA

Ndel (3968)
3900 GGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGG

4000 GCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGT

Pstl (4147)
Sdal (4146)Pacl (4154)  BspLUI1I (4164)

4100 CGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGA

-

4198 ACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGAC

4298 AGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT

ApaLl (4478)
4398 TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTC

4498 AGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAG

4598 CAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAG

4698 CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCA

Pacl (4894)

4798 GAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTA

Eagl (4914)
Swal (4903)  Notl (4913)

4898 ATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATC

4998 AAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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