pEASY-Blunt3 complete sequence

GGGCGAATTGGGCCCGACGTCGCATGCTCCCGGCCGCCATGGCGGCCGCGGGAATTCGATTGGATCGCCCTTAAGGGCGATCCCAATCACTAGTGAATTCGCGGCCGCCTGCAGGTCGACCATATGGGAGAGCTCCCAACGCGTTGGATGCATAGCTTGAGTATTCTATAGTGTCACCTAAATAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGATGCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGAAATTGTAAGCGTTAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCATTTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATAGACCGAGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGGGCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAGGCGATTAAGTTGGGTAACGCCAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAGTGAATTGTAATACGACTCACTATA 

T7 RNA polymerase transcription initiation site         1

multiple cloning region                             10-149

SP6 RNA polymerase promoter (-17 to +3)             160-179   

SP6 RNA polymerase transcription initiation site        162

pUC/M13 Reverse Sequencing Primer binding site       197-213

lacZ start codon                                   201

lac operator                                      221-237 

beta-lactamase (Ampr) coding region                  1358-2218 

phage f1 region                                   2401-2856

lac operon sequences                               2857-3017, 187-416 

pUC/M13 Forward Sequencing Primer binding site       2977-2993 2997-3013
T7 RNA polymerase promoter (-17 to +3)               3020-3
Screened with 117 enzymes, 87 sites found

AatII  1   GACGT/C

      20      

AclI  2   AA/CGTT

      1657    2030    

AhaIII  3   TTT/AAA

      1297    1316    2008    

Alw44I  2   G/TGCAC

      852     2098    

AlwNI  1   CAGNNN/CTG

      954     

ApaI  1   GGGCC/C

      14      

ApaLI  2   G/TGCAC

      852     2098    

BglI  5   GCCNNNN/NGGC

      39      42      72      1551    2869    

BsiI  2   C/TCGTG

      711     2095    

BspHI  2   T/CATGA

      1258    2266    

BspMI  1   ACCTGCNNNN/

      98      

BstD102I  4   GAG/CGG

      471     2272    2769    230     

BstXI  1   CCANNNNN/NTGG

      139     

Bsu36I  1   CC/TNAGG

      69      

CvnI  1   CC/TNAGG

      69      

DraI  3   TTT/AAA

      1297    1316    2008    

DraIII  1   CACNNN/GTG

      2625    

DrdI  2   GACNNNN/NNGTC

      646     2580    

EagI  3   C/GGCCG

      31      43      98      

Eam1105I  1   GACNNN/NNGTC

      1431    

Ecl136II  1   GAG/CTC

      128     

Eco31I  1   GGTCTCN/

      1492    

Eco52I  3   C/GGCCG

      31      43      98      

Eco56I  1   G/CCGGC

      2726    

Eco57I  2   CTGAAGNNNNNNNNNNNNNNNN/

      1086    2098    

EcoICRI  1   GAG/CTC

      128     

EcoRI  2   G/AATTC

      52      91      

Mlu113I  1   CC/GCGG

      47      

MluI  1   A/CGCGT

      135     

MstI  2   TGC/GCA

      1653    2876    

MstII  1   CC/TNAGG

      69      

NaeI  1   GCC/GGC

      2728    

NcoI  1   C/CATGG

      37      

NdeI  1   CA/TATG

      118     

NotI  2   GC/GGCCGC

      43      98      

NsiI  1   ATGCA/T

      148     

PstI  1   CTGCA/G

      109     

PvuI  2   CGAT/CG

      1801    2897    

PvuII  2   CAG/CTG

      362     2926    

SacI  1   GAGCT/C

      130     

SacII  1   CCGC/GG

      49      

SalI  1   G/TCGAC

      111     

SapI  1   GCTCTTCN/

      422     

SauI  1   CC/TNAGG

      69      

ScaI  1   AGT/ACT

      1911    

SpeI  1   A/CTAGT

      85      

SphI  1   GCATG/C

      26      

SspI  2   AAT/ATT

      2235    2417    

SstI  1   GAGCT/C

      130     

SstII  1   CCGC/GG

      49      

VspI  3   AT/TAAT

      309     368     1603    

XmaIII  3   C/GGCCG

      31      43      98      

XmnI  1   GAANN/NNTTC

      2030    

XorII  2   CGAT/CG

      1801    2897    

List by Site Order

14      ApaI        85      SpeI        471     BstD102I    2008    DraI

20      AatII       91      EcoRI       646     DrdI        2030    AclI

26      SphI        98      NotI        711     BsiI        2030    XmnI

31      EagI        98      EagI        852     ApaLI       2095    BsiI

31      Eco52I      98      XmaIII      852     Alw44I      2098    ApaLI

31      XmaIII      98      Eco52I      954     AlwNI       2098    Alw44I

37      NcoI        98      BspMI       1086    Eco57I      2098    Eco57I

39      BglI        109     PstI        1258    BspHI       2235    SspI

42      BglI        111     SalI        1297    AhaIII      2266    BspHI

43      XmaIII      118     NdeI        1297    DraI        2272    BstD102I

43      EagI        128     EcoICRI     1316    AhaIII      2417    SspI

43      NotI        128     Ecl136II    1316    DraI        2580    DrdI

43      Eco52I      130     SstI        1431    Eam1105I    2625    DraIII

47      Mlu113I     130     SacI        1492    Eco31I      2726    Eco56I

49      SacII       135     MluI        1551    BglI        2728    NaeI

49      SstII       139     BstXI       1603    VspI        2769    BstD102I

52      EcoRI       148     NsiI        1653    MstI        2869    BglI

69      Bsu36I      230     BstD102I    1657    AclI        2876    MstI

69      SauI        309     VspI        1801    PvuI        2897    PvuI

69      MstII       362     PvuII       1801    XorII       2897    XorII

69      CvnI        368     VspI        1911    ScaI        2926    PvuII

72      BglI        422     SapI        2008    AhaIII      

Non Cut Enzymes

Acc65I      AccIII      AflII       AgeI        ApaBI       AscI

Asp718I     AsuII       AvrII       BalI        BamHI       BbeI

BbvII       BclI        BglII       Bpu1102I    Bsc91I      BsmI

Bsp1407I    BspMII      BssHII      BstEII      ClaI        Csp45I

CspI        Eco47III    Eco72I      EcoNI       EcoRV       EheI

EspI        FseI        HindIII     HpaI        I-PpoI      KpnI

MfeI        MscI        NarI        NheI        NruI        PacI

PflMI       PinAI       PmaCI       PmeI        RleAI       SciI

SfiI        SgrAI       SmaI        SnaBI       SplI        SpoI

SrfI        StuI        SunI        SwaI        Tth111I     XbaI

XcmI        XhoI        XmaI        

