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pUNO1-mMAP3K3
(5081 bp)

BsrS2

SV40 p(A) mod

(h) ßglobin p(A)

ori pMB1

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mMAP3K3 (MEKK3)

SgfI (6)
PvuI (7)
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HindIII (245)
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BamHI (1138)
EcoRI (1168)
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ScaI (1838)

Eco147I (1928)
StuI (1928)

HindIII (2071)

NheI (2463)
BalI (2469)

MscI (2469)
HpaI (2601)

EcoRI (2697)

SspI (2936)
SwaI (2950)

EcoO109I (3011)

Eco147I (3375)
StuI (3375)

XmnI (3517)
BspHI (3525)

AseI (3583)
VspI (3583)

SpeI (3738)

Eco105I (3866)
SnaBI (3866)

NdeI (3971)

SdaI (4149)
PacI (4157)

BspLU11I (4167)

ApaLI (4481)

PacI (4897)
SwaI (4906)

NotI (4916)
EagI (4917)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGATGAACAAGAGGCATTAGACTCGATCATGAAGGA

CCTGGTGGCCCTCCAGATGAGCCGACGAACCCGGTTGTCTGGATATGAGACCATGAAGAATAAGGACACAGGTCACCCAAACAGGCAGAGTGACGTCAGA

ATCAAGTTTGAACACAATGGGGAGAGACGAATTATAGCATTCAGCCGGCCTGTGAGATACGAAGATGTGGAGCACAAGGTGACAACAGTCTTTGGGCAGC

CTCTTGATTTGCATTATATGAATAATGAGCTCTCCATCCTGTTGAAAAACCAAGATGATCTCGATAAAGCCATTGACATTTTGGATAGAAGCTCAAGTAT

GAAAAGCCTTAGGATACTACTGTTATCCCAAGACAGAAACCATACTAGTTCCTCTCCCCACTCTGGAGTGTCCAGGCAGGTTCGGATCAAGCCTTCCCAG

TCTGCAGGGGATATAAATACCATCTACCAAGCTCCTGAGCCCAGAAGCAGGCACCTGTCTGTCAGCTCCCAGAACCCTGGCCGAAGCTCTCCTCCCCCGG

GATATGTACCTGAGCGACAACAGCACATTGCCCGGCAAGGATCCTATACGAGCATCAACAGCGAAGGTGAATTCATCCCAGAGACCAGCGAACAGTGTAT

GCTAGATCCCCTCAGCAGTGCCGAAAATTCCTTGTCAGGAAGCTGCCAATCCTTGGACAGGTCAGCAGACAGCCCATCCTTCAGGAAATCACAAATGTCC

CGAGCCCGGAGCTTCCCAGACAACAGAAAGGAATGCTCAGATCGGGAGACCCAGCTCTATGATAAAGGTGTCAAAGGTGGAACCTATCCCAGGCGCTACC

ATGTGTCTGTGCATCACAAAGACTACAATGATGGCAGAAGAACATTTCCCCGAATACGACGGCATCAAGGCAACCTATTCACTCTGGTGCCCTCAAGTCG

CTCCTTGAGCACAAATGGCGAGAACATGGGTGTAGCTGTGCAATACCTGGACCCCCGTGGGCGCCTACGGAGTGCAGACAGTGAGAATGCCCTCACTGTG

CAGGAAAGGAATGTGCCAACCAAATCTCCTAGTGCTCCCATCAATTGGCGTCGGGGGAAGCTCCTGGGTCAAGGTGCCTTCGGCAGGGTCTACTTGTGCT

ATGATGTGGACACAGGACGTGAACTTGCTTCTAAGCAGGTCCAGTTTGACCCAGATAGTCCTGAGACAAGCAAGGAGGTGAGTGCTCTGGAGTGTGAGAT

CCAGTTGCTGAAGAACCTGCAGCATGAGCGCATTGTGCAGTACTACGGCTGCCTGCGGGACCGTGCTGAGAAGATCCTCACCATCTTTATGGAGTATATG

CCAGGGGGCTCTGTAAAAGACCAGTTGAAGGCCTACGGAGCTCTGACAGAGAGTGTGACCCGCAAGTACACCCGGCAGATTCTGGAGGGCATGTCATACC

TGCACAGCAACATGATTGTGCATCGGGACATCAAGGGAGCCAATATCCTCCGAGACTCAGCTGGGAATGTGAAGCTTGGGGATTTTGGGGCCAGCAAACG

CCTACAGACCATCTGCATGTCAGGGACAGGCATTCGCTCTGTCACTGGCACACCCTACTGGATGAGTCCTGAAGTCATCAGTGGCGAGGGCTATGGAAGA

AAGGCAGACGTGTGGAGCCTGGGCTGTACTGTGGTGGAAATGCTGACAGAGAAACCACCTTGGGCAGAGTATGAAGCTATGGCTGCCATTTTCAAGATTG

CCACCCAGCCTACCAATCCTCAGCTGCCCTCTCACATCTCAGAACACGGCAGGGACTTCCTGAGGCGCATATTTGTGGAAGCTCGTCAGAGACCCTCAGC

TGAGGAGCTGCTCACACACCACTTTGCACAGCTAGTGTACTGAGCTCTCAAGGCTATGCAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGT
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TTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA

TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC

CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA

TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT

CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT

GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA

TCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG

CGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGT

CAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA

TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAG

TGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGG

GGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCA

GGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCC

GACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTC

CCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCG

TTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGAT

TAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTG

AAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGC

GCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAG

TTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCC
ATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •  N  R   T   Y   K  L   P   I   L   E   E   I   T   T   K  V  L   K  G  N  M  E   I   L   V  F   C   D  P   A   

Y   D  S   I   L   E   R   C   M  G  C  P   S   V  V  R   I   S   R   D  V  E   D  S   Y   P   H  R   V  A   V  I   T   D
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 I   E   G  T   K  T   R   I   A   A   G  V  H  H  K  N  D  E   Y   L   M  T   I   K  E   T   A   V  E   V  L   E   L   

D  Q  Q  S   I   N  F   T   K  M 
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