Sgfl (6)
Pvul (7)
Mfel (82)
Psp14061 (203)
Pvull (239)
HindIII (245)
Bsu361 (291)
Nael (441)
NgoMI (441)
NgoMIV (441)

Agel (552)
BstEII (555)
Ncol (560)
BspEI (636)
Bsp120I (681)
mal (684)
Xmal (684)
Nael (805)
NgoMI (805)
NgoMIV (805)
AvrIl (837)

NotI (4091)
Swal (4081)
Pacl (4072)

ApaLl (3656)
hEF1-HTLV prom

ori pMB1

BspLU11l (3342) hNFKBIB isoform 1

Pacl (3332)
Sdal (3324) N

Bsp1201I (1053)

pUNO1-hNFKBIBa

Ndel (3146) (4256 bp)

Pvull (1156)
BbrPI (1195)
Eco72I (1195)
Pmll (1195)
BbrPI (1275)
Eco72I (1275)
Pmll (1275)
Bsu361 (1341)

SnaBI (3041)
Ecol05I (3041)

hCMYV prom
Spel (2913)

Sacl (2815)

BSI‘SZ SV40 p(A) mod ApalLl (1442)

Vspl (2758)
Asel (2758)
BspHI (2700)

Xmnl (2692)

(h) Bglobin p(A)

Nhel (1638)
Ball (1644)
Mscl (1644)
Hpal (1776)

Mfel (1787)

Sacl (2386) EcoRI (1872)

Stul (2550)
Ecol471 (2550)

BstXI (2415)

100
— Swal (2125)
Sspl (2111)

InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
NgoMI (441)
Nael (441)
401
Ncol (560)
BStEII (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGCTGGGGTCGCGTGCTTGGGAAAAGCTGCCGACGC
- 1kMetAl aGlyValAl aCysLeuGlyLysAl aAl aAspAl
Xmal (684)
Smal (684)
BspEI (636) Bsp1201 (681)

601 AGATGAATGGTGCGACAGCGGCCTGGGCTCCCTGGGTCCGGACGCAGCGGCCCCCGGAGGACCTGGGTTGGGCGCGGAGTTGGGCCCGGGGCTGTCGTGG
13k aAspGluTrpCysAspSer Gl yLeuGl ySer LeuGl yProAspAl aAl aAl aProGlyGl yProGlyLeuGl yAl aGluLeuGlyProGlyLeuSer Trp
701 GCTCCCCTCGTCTTCGGCTACGTCACTGAGGATGGGGACACGGCACTGCACTTGGCTGTGATTCATCAGCATGAACCCTTCCTGGATTTTCTTCTAGGCT
47FAlaProLeuVal PheGlyTyrVal Thr Gl uAspGl yAspThr Al aLeuHi sLeuAl aVal | | eHi sGI nHi sGl uProPheLeuAspPhelLeulLeuGlyP
NgoMIV (805)
NgoMI (805)
Nael (805) AvrIl (837)
801 TCTCGGCCGGCACTGAGTACATGGACCTGCAGAATGACCTAGGCCAGACAGCCCTGCACCTGGCAGCCATCCTGGGGGAGACATCCACGGTGGAGAAGCT
80F heSerAlaGlyThr Gl uTyrMe tAspLeuGl nAsnAspLeuGl yGI nThrAl aLeuHisLeuAl aAlal | eLeuGl yGluThr Ser Thr Val GluLysLe
901 GTACGCAGCAGGCGCCGGGCTGTGTGTGGCGGAGCGTAGGGGCCACACGGCGCTGCACCTGGCCTGCCGTGTGGGGGCACACGCCTGTGCCCGTGCCCTG
113k uTyrAl aAl aGlyAl aGl yLeuCysValAl aGl uArgArgGl yHi sThr Al aLeuHi sLeuAl aCysArgVal Gl yAl aHi sAl aCysAl aArgAl aLeu
Bsp1201 (1053)
1001 CTTCAGCCCCGCCCCCGGCGCCCCAGGGAAGCCCCCGACACCTACCTCGCTCAGGGCCCTGACCGTACTCCCGACACCAACCATACCCCTGTCGCCTTGT
147F LeuGl nProArgProArgArgProArgGl uAl aProAspThr TyrLeuAl aGl nGl yProAspArgThr ProAspThrAsnHisThrProValAlaLeuT
PmlI (1195)
Eco721 (1195)
Pvull (1156) BbrPI (1195)
1101 ACCCCGATTCCGACTTGGAGAAGGAAGAAGAGGAGAGTGAGGAGGACTGGAAGCTGCAGCTGGAGGCTGAAAACTACGAGGGCCACACCCCACTCCACGT
180F yrProAspSerAspLeuGluLysGluGl uGluGl uSer Gl uGl uAspTrpLysLeuGl nLeuGl uAl aGl uAsnTyrGl uGl yHi sThrProLeuHisVa
Pmll (1275)
Eco721 (1275)
BbrPI (1275)
1201 GGCCGTTATCCACAAAGATGTGGAGATGGTCCGGCTGCTCCGAGATGCTGGAGCTGACCTTGACAAACCGGAGCCCACGTGCGGCCGGAGCCCCCTTCAT
213k |AlaVal | leHisLysAspVal GluMetValArgLeuLeuArgAspAl aGl yAl aAspLeuAspLysProGluProThr CysGlyArgSerProlLeuHis
Bsu36lI (1341)
1301 TTGGCAGTGGAGGCCCAGGCAGCCGATGTGCTGGAGCTTCTCCTGAGGGCAGGCGCGAACCCTGCTGCCCGCATGTACGGTGGCCGCACCCCACTCGGCA
247k LeuAl aVal Gl uAl aGl nAl aAl aAspVal LeuGluLeuLeulLeuArgAl aGl yAl aAsnProAl aAl aArgMetTyrGlyGl yArgThrProLeuGlyS
ApaLl (1442)
1401 GTGCCATGCTCCGGCCCAACCCCATCCTCGCCCGCCTCCTCCGTGCACACGGAGCCCCTGAGCCCGAGGGCGAGGACGAGAAATCCGGCCCCTGCAGCAG
280F er Al aMetLeuArgProAsnProl | eLeuAl aArgLeulLeuArgAl aHi sGl yAl aProGl uProGl uGl yGl uAspGlulLysSer Gl yProCysSer Se
1501 CAGTAGCGACAGCGACAGCGGAGACGAGGGCGATGAATACGACGACATTGTGGTTCACAGCAGCCGCAGCCAAACCCGGCTGCCTCCCACCCCAGCCTCA
313k rSerSerAspSerAspSer Gl yAspGl uGl yAspGl uTyrAspAspl | eVal Val Hi sSer SerArgSer GInThrArglLeuProProThrProAl aSer
Mscl (1644)
Ball (1644)
Nhel (1638)
1601 AAACCTCTTCCTGACGACCCCCGCCCCGTGTGATTTGTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCA
347k LysProLeuProAspAspProArgProVal eee

Hpal (1776) Mfel (1787)
1701 GTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCAT

EcoRI (1872)
1801 TTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACT
- -

1901 TTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCC

2001 TCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCC

SspI (2111) Swal (2125)
2101 CTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAAT




2201 ATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTG
4414 eooAsnArgThr TyrLysL
Sacl (2386)
2301 AGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACA
1344 euProl leLeuGluGlulleThrThrLysValLeuLysGlyAsnMetGlul | eLeuVal PheCysAspProAlaTyrAspSer | leLeuGluArgCysMe
BstXI (2415)
2401 TGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCAC
1014 tGlyCysProSerVal ValArgl | eSerArgAspVal Gl uAspSer TyrProHi sArgValAlaVal | | eThrAspPheAspLysGI nGl yAsnSer Val
Stul (2550)

Ecol471 (2550)
2501 AGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATG
684AlaSerGlylleAlalleAlaGluAlaCysVal ThrValArgGlylleTyrAlaGlulleHisValAlaSer|lelleGluGlyThrLysThrArglleA

Xmnl (2692)
2601 GCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCT
344 | aAl aGlyVal Hi sHisLysAsnAspGluTyrLeuMetThr | leLysGluThrAlaVal GluVal LeuGl uLeuAspGl nGlnSer || eAsnPheThrLy
Vspl (2758)

BspHI (2700) Asel (2758)
2701 TCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCT
14 sMe t - <

Sacl (2815)
2801 GACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAA

Spel (2913)
2901 GTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGAT
_— -

SnaBI (3041)
Ecol05I (3041)
3000 GTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGC

Ndel (3146)
3100 CAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCA

3200 CCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGG

Sdal (3324)Pacl (3332) BspLU11I (3342)
3300 GCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCT
e

3398 GGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCG

3498 TTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTC

ApaLl (3656)
3598 ATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATC

3698 CGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGT

3798 GCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAG

3898 TTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGA

Pacl (4072) Swal (4081)  NotI (4091)
3998 TCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCC

4098 GCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAA
4198 ACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA



	TechSheet
	Map
	Sequence



