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Ecol05I (3866)

pUNO1-mMAP3K3

(5081 bp)
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HindIII (2071)

Nhel (2463)
Ball (2469)
Mscl  (2469)

EcoRI (2697)
Hpal (2601)

InvivoGen



Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)

Nael (441)
401

Neol (560)
BstEII (555) EcoO1091 (596)
Kasl (535) Agel (552) BspHI (590) SexAI (599)

501 CTGAGATCACCGGTCACCATGGATGAACAAGAGGCATTAGACTCGATCATGAAGGA

- 1M D E Q EALDS I M KD

BStEII (670)
PshAI (664)
601 CCTGGTGGCCCTCCAGATGAGCCGACGAACCCGGTTGTCTGGATATGAGACCATGAAGAATAAGGACACAGGTCACCCAAACAGGCAGAGTGACGTCAGA
13 L VA L QM SRIRTI RILSGY ETMI KNI KIUDTGHZPNRIQSTDVR R
NgoMIV (743) PshAI (780)
Nael (743) Dralll (772)
701 ATCAAGTTTGAACACAATGGGGAGAGACGAATTATAGCATTCAGCCGGCCTGTGAGATACGAAGATGTGGAGCACAAGGTGACAACAGTCTTTGGGCAGC
47 | K F E H NG E R R 1 I AF SRPVURYEDVEWHIKVTTVTF GAQ
XemI (869)
801 CTCTTGATTTGCATTATATGAATAATGAGCTCTCCATCCTGTTGAAAAACCAAGATGATCTCGATAAAGCCATTGACATTTTGGATAGAAGCTCAAGTAT
80P L D L HY M NNEL S 1 L L KNQDUDULUDI KA AI1I D1 L DU RS S S M
Spel (943)
901 GAAAAGCCTTAGGATACTACTGTTATCCCAAGACAGAAACCATACTAGTTCCTCTCCCCACTCTGGAGTGTCCAGGCAGGTTCGGATCAAGCCTTCCCAG
113 K S L R I L L L S QDURNWHTSSSPHSGVSURQVUR I KPS AQ
Xmal (1095)
Smal (1095)
1001 TCTGCAGGGGATATAAATACCATCTACCAAGCTCCTGAGCCCAGAAGCAGGCACCTGTCTGTCAGCTCCCAGAACCCTGGCCGAAGCTCTCCTCCCCCGG
147 S A G D I N T I Y Q A P EPI RSP RHL SV SSQNUZPG GRS S UPUPFP
BamHI (1138) EcoRI (1168)
1101 GATATGTACCTGAGCGACAACAGCACATTGCCCGGCAAGGATCCTATACGAGCATCAACAGCGAAGGTGAATTCATCCCAGAGACCAGCGAACAGTGTAT
180G Y V P E R Q Q HI AR QGSY TS 1 NSESGTETF 1 P ETSESOQCWM
1201 GCTAGATCCCCTCAGCAGTGCCGAAAATTCCTTGTCAGGAAGCTGCCAATCCTTGGACAGGTCAGCAGACAGCCCATCCTTCAGGAAATCACAAATGTCC
213 L D P L S S A ENJSILSGSTCOQSULDRSADSU®PSTFRIKSAQMS
1301 CGAGCCCGGAGCTTCCCAGACAACAGAAAGGAATGCTCAGATCGGGAGACCCAGCTCTATGATAAAGGTGTCAAAGGTGGAACCTATCCCAGGCGCTACC
247 R AR S F P DNRIKZET CSDI RETQLYDIKSGVIKS GG GTYUPRRY
1401 ATGTGTCTGTGCATCACAAAGACTACAATGATGGCAGAAGAACATTTCCCCGAATACGACGGCATCAAGGCAACCTATTCACTCTGGTGCCCTCAAGTCG
280PH V S V H H K DY NDGU R RTF F®PRI RRHQGNLTFTL VPSSR
KasI (1559)
1501 CTCCTTGAGCACAAATGGCGAGAACATGGGTGTAGCTGTGCAATACCTGGACCCCCGTGGGCGCCTACGGAGTGCAGACAGTGAGAATGCCCTCACTGTG
313 S L S T NG E NM GV AV QY LDUZPU RGRILUI RS SADSENALTV
1601 CAGGAAAGGAATGTGCCAACCAAATCTCCTAGTGCTCCCATCAATTGGCGTCGGGGGAAGCTCCTGGGTCAAGGTGCCTTCGGCAGGGTCTACTTGTGCT
347 Q E R NV P T K S P S AP I NWRWIRGIKTULLSGA QGATFSGRVYLTC
1701 ATGATGTGGACACAGGACGTGAACTTGCTTCTAAGCAGGTCCAGTTTGACCCAGATAGTCCTGAGACAAGCAAGGAGGTGAGTGCTCTGGAGTGTGAGAT
380y D V D T G R E L A S K QVQFDUPWDSU®PETS S KTEVSALTETCEI
Scal (1838)
1801 CCAGTTGCTGAAGAACCTGCAGCATGAGCGCATTGTGCAGTACTACGGCTGCCTGCGGGACCGTGCTGAGAAGATCCTCACCATCTTTATGGAGTATATG
413* Q L L K NL QHEI RI VQYYGCCLI RIDIRAETZKT I LTI FMEYWM
Stul (1928)
Ecol471 (1928)
1901 CCAGGGGGCTCTGTAAAAGACCAGTTGAAGGCCTACGGAGCTCTGACAGAGAGTGTGACCCGCAAGTACACCCGGCAGATTCTGGAGGGCATGTCATACC
447" P G G S V K D Q L KAY GALTTESVTRIKYTRAOQI L EGMSY
HindIII (2071)
2001 TGCACAGCAACATGATTGTGCATCGGGACATCAAGGGAGCCAATATCCTCCGAGACTCAGCTGGGAATGTGAAGCTTGGGGATTTTGGGGCCAGCAAACG
48*L H S N M | V HR DI K GA N1 L RDSAGNVI KILGDTFGAS KR
2101 CCTACAGACCATCTGCATGTCAGGGACAGGCATTCGCTCTGTCACTGGCACACCCTACTGGATGAGTCCTGAAGTCATCAGTGGCGAGGGCTATGGAAGA
513 L Q T I ¢C ™M S GTG I RSV TGT®PYWMSU&PEUVI SGESGY GHR
2201 AAGGCAGACGTGTGGAGCCTGGGCTGTACTGTGGTGGAAATGCTGACAGAGAAACCACCTTGGGCAGAGTATGAAGCTATGGCTGCCATTTTCAAGATTG
547 K A D VWS L GCTVVEMLTTEIZKZPZPWATEYTEAMAAI F K I
2301 CCACCCAGCCTACCAATCCTCAGCTGCCCTCTCACATCTCAGAACACGGCAGGGACTTCCTGAGGCGCATATTTGTGGAAGCTCGTCAGAGACCCTCAGC
580kA T Q P T NP QL P S HI S EHGRUDTFTULI RR RI F VEARI QRUZPSA
Mscl (2469)
Ball (2469)
Nhel (2463)
2401 TGAGGAGCTGCTCACACACCACTTTGCACAGCTAGTGTACTGAGCTCTCAAGGCTATGCAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGT
613 E E L L T H H F A Q L V Y o




2501 TTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

Hpal (2601) EcoRI (2697)
2601 AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA
-
2701 TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC
-

2801 CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

SspI  (2936) Swal (2950)
2901 TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

Eco01091 (3011)
3001 CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

3101 CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA
—44194 ¢ N R T Y K L P I L E E I T T K VL KU GNMETILVFTCDTFPA
3201 TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT
1004y D S | L E R CM G CP SV VR I SRDVEUDSTYUZPHRVAVI TOD
Stul (3375)
Ecol471 (3375)

3301 CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT
764 F D K Q G NS VASGI AI AEACVTVZ RGI YATETI HVAS I
3401 GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA
434 | E G T K TR 1 AA GV HHIKNDTETYTULMTI1I KETAVTEVLTE.'L

BspHI (3525) Vspl (3583)

Xmnl (3517) Asel (3583)
3501 TCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG
94D Q Q S I N F T K M -= -——
3601 CGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

Spel (3738)
3701 CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGT
-

SnaBI (3866)
Ecol051 (3866)
3800 CAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA

Ndel (3971)
3900 TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAG

4000 TGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGG

Sdal (4149)Pacl (4157) BspLU111 (4167)
4100 GGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCA
-

4198 GGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCC

4298 GACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTC

ApaLl (4481)
4398 CCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCG

4498 TTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGAT

4598 TAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTG

4698 AAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGC

4798 GCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAG

Eagl (4917)
Pacl (4897) Swal (4906) NotI (4916)

4898 TTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCC

4998 ATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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