(Linear) MAP of: pGfa2-luc3
7049 bp
4/28/06

 This plasmid was made by digesting Promega's pGL3 with Bgl II and Hind III  and inserting the Bgl II/Hind III gfa2 promoter fragment of pGfa2-CAT
         Kpn I                          BglII     Sac I bp -2163
         |           pGL3basic MCS          |     |start GFAP promoter
         GGTACCGAGCTCTTACGCGTGCTAGCCCGGGCTCGAGATCTGAGCTCCCACCTCCCTCTC
       1 ---------+---------+---------+---------+---------+---------+ 60

         CCATGGCTCGAGAATGCGCACGATCGGGCCCGAGCTCTAGACTCGAGGGTGGAGGGAGAG

         TGTGCTGGGACTCACAGAGGGAGACCTCAGGAGGCAGTCTGTCCATCACATGTCCAAATG

      61 ---------+---------+---------+---------+---------+---------+ 120

         ACACGACCCTGAGTGTCTCCCTCTGGAGTCCTCCGTCAGACAGGTAGTGTACAGGTTTAC

         CAGAGCATACCCTGGGCTGGGCGCAGTGGCGCACAACTGTAATTCCAGCACTTTGGGAGG

     121 ---------+---------+---------+---------+---------+---------+ 180

         GTCTCGTATGGGACCCGACCCGCGTCACCGCGTGTTGACATTAAGGTCGTGAAACCCTCC

         CTGATGTGGAAGGATCACTTGAGCCCAGAAGTTCTAGACCAGCCTGGGCAACATGGCAAG

     181 ---------+---------+---------+---------+---------+---------+ 240

         GACTACACCTTCCTAGTGAACTCGGGTCTTCAAGATCTGGTCGGACCCGTTGTACCGTTC

         ACCCTATCTCTACAAAAAAAGTTAAAAAATCAGCCACGTGTGGTGACACACACCTGTAGT

     241 ---------+---------+---------+---------+---------+---------+ 300

         TGGGATAGAGATGTTTTTTTCAATTTTTTAGTCGGTGCACACCACTGTGTGTGGACATCA

         CCCAGCTATTCAGGAGGCTGAGGTGAGGGGATCACTTAAGGCTGGGAGGTTGAGGCTGCA

     301 ---------+---------+---------+---------+---------+---------+ 360

         GGGTCGATAAGTCCTCCGACTCCACTCCCCTAGTGAATTCCGACCCTCCAACTCCGACGT

         GTGAGTCGTGGTTGCGCCACTGCACTCCAGCCTGGGCAACAGTGAGACCCTGTCTCAAAA

     361 ---------+---------+---------+---------+---------+---------+ 420

         CACTCAGCACCAACGCGGTGACGTGAGGTCGGACCCGTTGTCACTCTGGGACAGAGTTTT

         GACAAAAAAAAAAAAAAAAAAAAAAAGAACATATCCTGGTGTGGAGTAGGGGACGCTGCT

     421 ---------+---------+---------+---------+---------+---------+ 480

         CTGTTTTTTTTTTTTTTTTTTTTTTTCTTGTATAGGACCACACCTCATCCCCTGCGACGA

         CTGACAGAGGCTCGGGGGCCTGAGCTGGCTCTGTGAGCTGGGGAGGAGGCAGACAGCCAG

     481 ---------+---------+---------+---------+---------+---------+ 540

         GACTGTCTCCGAGCCCCCGGACTCGACCGAGACACTCGACCCCTCCTCCGTCTGTCGGTC

         GCCTTGTCTGCAAGCAGACCTGGCAGCATTGGGCTGGCCGCCCCCCAGGGCCTCCTCTTC

     541 ---------+---------+---------+---------+---------+---------+ 600

         CGGAACAGACGTTCGTCTGGACCGTCGTAACCCGACCGGCGGGGGGTCCCGGAGGAGAAG

         ATGCCCAGTGAATGACTCACCTTGGCACAGACACAATGTTCGGGGTGGGCACAGTGCCTG

     601 ---------+---------+---------+---------+---------+---------+ 660

         TACGGGTCACTTACTGAGTGGAACCGTGTCTGTGTTACAAGCCCCACCCGTGTCACGGAC

         CTTCCCGCCGCACCCCAGCCCCCCTCAAATGCCTTCCGAGAAGCCCATTGAGCAGGGGGC

     661 ---------+---------+---------+---------+---------+---------+ 720

         GAAGGGCGGCGTGGGGTCGGGGGGAGTTTACGGAAGGCTCTTCGGGTAACTCGTCCCCCG

         TTGCATTGCACCCCAGCCTGACAGCCTGGCATCTTGGGATAAAAGCAGCACAGCCCCCTA

     721 ---------+---------+---------+---------+---------+---------+ 780

         AACGTAACGTGGGGTCGGACTGTCGGACCGTAGAACCCTATTTTCGTCGTGTCGGGGGAT

         GGGGCTGCCCTTGCTGTGTGGCGCCACCGGCGGTGGAGAACAAGGCTCTATTCAGCCTGT

     781 ---------+---------+---------+---------+---------+---------+ 840

         CCCCGACGGGAACGACACACCGCGGTGGCCGCCACCTCTTGTTCCGAGATAAGTCGGACA

         GCCCAGGAAAGGGGATCAGGGGATGCCCAGGCATGGACAGTGGGTGGCAGGGGGGGAGAG

     841 ---------+---------+---------+---------+---------+---------+ 900

         CGGGTCCTTTCCCCTAGTCCCCTACGGGTCCGTACCTGTCACCCACCGTCCCCCCCTCTC

         GAGGGCTGTCTGCTTCCCAGAAGTCCAAGGACACAAATGGGTGAGGGGACTGGGCAGGGT

     901 ---------+---------+---------+---------+---------+---------+ 960

         CTCCCGACAGACGAAGGGTCTTCAGGTTCCTGTGTTTACCCACTCCCCTGACCCGTCCCA

         TCTGACCCTGTGGGACCAGAGTGGAGGGCGTAGATGGACCTGAAGTCTCCAGGGACAACA

     961 ---------+---------+---------+---------+---------+---------+ 1020

         AGACTGGGACACCCTGGTCTCACCTCCCGCATCTACCTGGACTTCAGAGGTCCCTGTTGT

         GGGCCCAGGTCTCAGGCTCCTAGTTGGGCCCAGTGGCTCCAGCGTTTCCAAACCCATCCA

    1021 ---------+---------+---------+---------+---------+---------+ 1080

         CCCGGGTCCAGAGTCCGAGGATCAACCCGGGTCACCGAGGTCGCAAAGGTTTGGGTAGGT

         TCCCCAGAGGTTCTTCCCATCTCTCCAGGCTGATGTGTGGGAACTCGAGGAAATAAATCT

    1081 ---------+---------+---------+---------+---------+---------+ 1140

         AGGGGTCTCCAAGAAGGGTAGAGAGGTCCGACTACACACCCTTGAGCTCCTTTATTTAGA

         CCAGTGGGAGACGGAGGGGTGGCCAGGGAAACGGGGCGCTGCAGGAATAAAGACGAGCCA

    1141 ---------+---------+---------+---------+---------+---------+ 1200

         GGTCACCCTCTGCCTCCCCACCGGTCCCTTTGCCCCGCGACGTCCTTATTTCTGCTCGGT

         GCACAGCCAGCTCATGTGTAACGGCTTTGTGGAGCTGTCAAGGCCTGGTCTCTGGGAGAG

    1201 ---------+---------+---------+---------+---------+---------+ 1260

         CGTGTCGGTCGAGTACACATTGCCGAAACACCTCGACAGTTCCGGACCAGAGACCCTCTC

         AGGCACAGGGAGGCCAGACAAGGAAGGGGTGACCTGGAGGGACAGATCCAGGGGCTAAAG

    1261 ---------+---------+---------+---------+---------+---------+ 1320

         TCCGTGTCCCTCCGGTCTGTTCCTTCCCCACTGGACCTCCCTGTCTAGGTCCCCGATTTC

         TCCTGATAAGGCAAGAGAGTGCCGGCCCCCTCTTGCCCTATCAGGACCTCCACTGCCACA

    1321 ---------+---------+---------+---------+---------+---------+ 1380

         AGGACTATTCCGTTCTCTCACGGCCGGGGGAGAACGGGATAGTCCTGGAGGTGACGGTGT

         TAGAGGCCATGATTGACCCTTAGACAAAGGGCTGGTGTCCAATCCCAGCCCCCAGCCCCA

    1381 ---------+---------+---------+---------+---------+---------+ 1440

         ATCTCCGGTACTAACTGGGAATCTGTTTCCCGACCACAGGTTAGGGTCGGGGGTCGGGGT

         GAACTCCAGGGAATGAATGGGCAGAGAGCAGGAATGTGGGACATCTGTGTTCAAGGGAAG

    1441 ---------+---------+---------+---------+---------+---------+ 1500

         CTTGAGGTCCCTTACTTACCCGTCTCTCGTCCTTACACCCTGTAGACACAAGTTCCCTTC

         GACTCCAGGAGTCTGCTGGGAATGAGGCCTAGTAGGAAATGAGGTGGCCCTTGAGGGTAC

    1501 ---------+---------+---------+---------+---------+---------+ 1560

         CTGAGGTCCTCAGACGACCCTTACTCCGGATCATCCTTTACTCCACCGGGAACTCCCATG

         AGAACAGGTTCATTCTTCGCCAAATTCCCAGCACCTTGCAGGCACTTACAGCTGAGTGAG

    1561 ---------+---------+---------+---------+---------+---------+ 1620

         TCTTGTCCAAGTAAGAAGCGGTTTAAGGGTCGTGGAACGTCCGTGAATGTCGACTCACTC

         ATAATGCCTGGGTTATGAAATCAAAAAGTTGGAAAGCAGGTCAGAGGTCATCTGGTACAG

    1621 ---------+---------+---------+---------+---------+---------+ 1680

         TATTACGGACCCAATACTTTAGTTTTTCAACCTTTCGTCCAGTCTCCAGTAGACCATGTC

         CCCTTCCTTCCCTTTTTTTTTTTTTTTTTTTGTGAGACAAGGTCTCTCTCTGTTGCCCAG

    1681 ---------+---------+---------+---------+---------+---------+ 1740

         GGGAAGGAAGGGAAAAAAAAAAAAAAAAAAACACTCTGTTCCAGAGAGAGACAACGGGTC

         GCTGGAGTGGCGCAAACACAGCTCACTGCAGCCTCAACCTACTGGGCTCAAGCAATCCTC

    1741 ---------+---------+---------+---------+---------+---------+ 1800

         CGACCTCACCGCGTTTGTGTCGAGTGACGTCGGAGTTGGATGACCCGAGTTCGTTAGGAG

         CAGCCTCAGCCTCCCAAAGTGCTGGGATTACAAGCATGAGCCACCCCACTCAGCCCTTTC

    1801 ---------+---------+---------+---------+---------+---------+ 1860

         GTCGGAGTCGGAGGGTTTCACGACCCTAATGTTCGTACTCGGTGGGGTGAGTCGGGAAAG

         CTTCCTTTTTAATTGATGCATAATAATTGTAAGTATTCATCATGGTCCAACCAACCCTTT

    1861 ---------+---------+---------+---------+---------+---------+ 1920

         GAAGGAAAAATTAACTACGTATTATTAACATTCATAAGTAGTACCAGGTTGGTTGGGAAA

         CTTGACCCACCTTCCTAGAGAGAGGGTCCTCTTGCTTCAGCGGTCAGGGCCCCAGACCCA

    1921 ---------+---------+---------+---------+---------+---------+ 1980

         GAACTGGGTGGAAGGATCTCTCTCCCAGGAGAACGAAGTCGCCAGTCCCGGGGTCTGGGT

         TGGTCTGGCTCCAGGTACCACCTGCCTCATGCAGGAGTTGGCGTGCCCAGGAAGCTCTGC

    1981 ---------+---------+---------+---------+---------+---------+ 2040

         ACCAGACCGAGGTCCATGGTGGACGGAGTACGTCCTCAACCGCACGGGTCCTTCGAGACG

         CTCTGGGCACAGTGACCTCAGTGGGGTGAGGGGAGCTCTCCCCATAGCTGGGCTGCGGCC

    2041 ---------+---------+---------+---------+---------+---------+ 2100

         GAGACCCGTGTCACTGGAGTCACCCCACTCCCCTCGAGAGGGGTATCGACCCGACGCCGG

         CAaccccaccccctcaggctatgccagggggtgttgccaggggcacccgggcatcgccag

    2101 ---------+---------+---------+---------+---------+---------+ 2160

         GTtggggtgggggagtccgatacggtcccccacaacggtccccgtgggcccgtagcggtc
                                                ATG(TTG mutation in GFAP at +15
                                                     |(RNA start  |
         tctagcccactccttcataaagccctcgcatcccaggagcgagcagagccagagcaggtt
    2161 ---------+---------+---------+---------+---------+---------+ 2220

         agatcgggtgaggaagtatttcgggagcgtagggtcctcgctcgtctcggtctcgtccaa

         end GFAP promoter +47 of GFAP(|  BamHI    pGEM-3Z MCS
         ggagaggagacgcatcacctccgctgctcgcGGGGATCCTCTAGAGTCGACctgcaggca
    2221 ---------+---------+---------+---------+---------+---------+ 2280

         cctctcctctgcgtagtggaggcgacgagcgCCCCTAGGAGATCTCAGCTGgacgtccgt

                                                       SalI
      HindIII

            |   pGL3basic (continues on to end)|( start luc protein
         tgcAAGCTTGGCATTCCGGTACTGTTGGTAAAGCCACCATGGAAGACGCCAAAAACATAA
    2281 ---------+---------+---------+---------+---------+---------+ 2340

         acgTTCGAACCGTAAGGCCATGACAACCATTTCGGTGGTACCTTCTGCGGTTTTTGTATT

         AGAAAGGCCCGGCGCCATTCTATCCGCTGGAAGATGGAACCGCTGGAGAGCAACTGCATA
    2341 ---------+---------+---------+---------+---------+---------+ 2400

         TCTTTCCGGGCCGCGGTAAGATAGGCGACCTTCTACCTTGGCGACCTCTCGTTGACGTAT

         AGGCTATGAAGAGATACGCCCTGGTTCCTGGAACAATTGCTTTTACAGATGCACATATCG
    2401 ---------+---------+---------+---------+---------+---------+ 2460

         TCCGATACTTCTCTATGCGGGACCAAGGACCTTGTTAACGAAAATGTCTACGTGTATAGC

         AGGTGGACATCACTTACGCTGAGTACTTCGAAATGTCCGTTCGGTTGGCAGAAGCTATGA
    2461 ---------+---------+---------+---------+---------+---------+ 2520

         TCCACCTGTAGTGAATGCGACTCATGAAGCTTTACAGGCAAGCCAACCGTCTTCGATACT

         AACGATATGGGCTGAATACAAATCACAGAATCGTCGTATGCAGTGAAAACTCTCTTCAAT
    2521 ---------+---------+---------+---------+---------+---------+ 2580

         TTGCTATACCCGACTTATGTTTAGTGTCTTAGCAGCATACGTCACTTTTGAGAGAAGTTA

         TCTTTATGCCGGTGTTGGGCGCGTTATTTATCGGAGTTGCAGTTGCGCCCGCGAACGACA
    2581 ---------+---------+---------+---------+---------+---------+ 2640

         AGAAATACGGCCACAACCCGCGCAATAAATAGCCTCAACGTCAACGCGGGCGCTTGCTGT

         TTTATAATGAACGTGAATTGCTCAACAGTATGGGCATTTCGCAGCCTACCGTGGTGTTCG
    2641 ---------+---------+---------+---------+---------+---------+ 2700

         AAATATTACTTGCACTTAACGAGTTGTCATACCCGTAAAGCGTCGGATGGCACCACAAGC

         TTTCCAAAAAGGGGTTGCAAAAAATTTTGAACGTGCAAAAAAAGCTCCCAATCATCCAAA
    2701 ---------+---------+---------+---------+---------+---------+ 2760

         AAAGGTTTTTCCCCAACGTTTTTTAAAACTTGCACGTTTTTTTCGAGGGTTAGTAGGTTT

         AAATTATTATCATGGATTCTAAAACGGATTACCAGGGATTTCAGTCGATGTACACGTTCG
    2761 ---------+---------+---------+---------+---------+---------+ 2820

         TTTAATAATAGTACCTAAGATTTTGCCTAATGGTCCCTAAAGTCAGCTACATGTGCAAGC

         TCACATCTCATCTACCTCCCGGTTTTAATGAATACGATTTTGTGCCAGAGTCCTTCGATA
    2821 ---------+---------+---------+---------+---------+---------+ 2880

         AGTGTAGAGTAGATGGAGGGCCAAAATTACTTATGCTAAAACACGGTCTCAGGAAGCTAT

         GGGACAAGACAATTGCACTGATCATGAACTCCTCTGGATCTACTGGTCTGCCTAAAGGTG
    2881 ---------+---------+---------+---------+---------+---------+ 2940

         CCCTGTTCTGTTAACGTGACTAGTACTTGAGGAGACCTAGATGACCAGACGGATTTCCAC

         TCGCTCTGCCTCATAGAACTGCCTGCGTGAGATTCTCGCATGCCAGAGATCCTATTTTTG
    2941 ---------+---------+---------+---------+---------+---------+ 3000

         AGCGAGACGGAGTATCTTGACGGACGCACTCTAAGAGCGTACGGTCTCTAGGATAAAAAC

         GCAATCAAATCATTCCGGATACTGCGATTTTAAGTGTTGTTCCATTCCATCACGGTTTTG
    3001 ---------+---------+---------+---------+---------+---------+ 3060

         CGTTAGTTTAGTAAGGCCTATGACGCTAAAATTCACAACAAGGTAAGGTAGTGCCAAAAC

         GAATGTTTACTACACTCGGATATTTGATATGTGGATTTCGAGTCGTCTTAATGTATAGAT
    3061 ---------+---------+---------+---------+---------+---------+ 3120

         CTTACAAATGATGTGAGCCTATAAACTATACACCTAAAGCTCAGCAGAATTACATATCTA

         TTGAAGAAGAGCTGTTTCTGAGGAGCCTTCAGGATTACAAGATTCAAAGTGCGCTGCTGG
    3121 ---------+---------+---------+---------+---------+---------+ 3180

         AACTTCTTCTCGACAAAGACTCCTCGGAAGTCCTAATGTTCTAAGTTTCACGCGACGACC

         TGCCAACCCTATTCTCCTTCTTCGCCAAAAGCACTCTGATTGACAAATACGATTTATCTA
    3181 ---------+---------+---------+---------+---------+---------+ 3240

         ACGGTTGGGATAAGAGGAAGAAGCGGTTTTCGTGAGACTAACTGTTTATGCTAAATAGAT

         ATTTACACGAAATTGCTTCTGGTGGCGCTCCCCTCTCTAAGGAAGTCGGGGAAGCGGTTG
    3241 ---------+---------+---------+---------+---------+---------+ 3300

         TAAATGTGCTTTAACGAAGACCACCGCGAGGGGAGAGATTCCTTCAGCCCCTTCGCCAAC

         CCAAGAGGTTCCATCTGCCAGGTATCAGGCAAGGATATGGGCTCACTGAGACTACATCAG
    3301 ---------+---------+---------+---------+---------+---------+ 3360

         GGTTCTCCAAGGTAGACGGTCCATAGTCCGTTCCTATACCCGAGTGACTCTGATGTAGTC

         CTATTCTGATTACACCCGAGGGGGATGATAAACCGGGCGCGGTCGGTAAAGTTGTTCCAT
    3361 ---------+---------+---------+---------+---------+---------+ 3420

         GATAAGACTAATGTGGGCTCCCCCTACTATTTGGCCCGCGCCAGCCATTTCAACAAGGTA

         TTTTTGAAGCGAAGGTTGTGGATCTGGATACCGGGAAAACGCTGGGCGTTAATCAAAGAG
    3421 ---------+---------+---------+---------+---------+---------+ 3480

         AAAAACTTCGCTTCCAACACCTAGACCTATGGCCCTTTTGCGACCCGCAATTAGTTTCTC

         GCGAACTGTGTGTGAGAGGTCCTATGATTATGTCCGGTTATGTAAACAATCCGGAAGCGA
    3481 ---------+---------+---------+---------+---------+---------+ 3540

         CGCTTGACACACACTCTCCAGGATACTAATACAGGCCAATACATTTGTTAGGCCTTCGCT

         CCAACGCCTTGATTGACAAGGATGGATGGCTACATTCTGGAGACATAGCTTACTGGGACG
    3541 ---------+---------+---------+---------+---------+---------+ 3600

         GGTTGCGGAACTAACTGTTCCTACCTACCGATGTAAGACCTCTGTATCGAATGACCCTGC

         AAGACGAACACTTCTTCATCGTTGACCGCCTGAAGTCTCTGATTAAGTACAAAGGCTATC
    3601 ---------+---------+---------+---------+---------+---------+ 3660

         TTCTGCTTGTGAAGAAGTAGCAACTGGCGGACTTCAGAGACTAATTCATGTTTCCGATAG

         AGGTGGCTCCCGCTGAATTGGAATCCATCTTGCTCCAACACCCCAACATCTTCGACGCAG
    3661 ---------+---------+---------+---------+---------+---------+ 3720

         TCCACCGAGGGCGACTTAACCTTAGGTAGAACGAGGTTGTGGGGTTGTAGAAGCTGCGTC

         GTGTCGCAGGTCTTCCCGACGATGACGCCGGTGAACTTCCCGCCGCCGTTGTTGTTTTGG
    3721 ---------+---------+---------+---------+---------+---------+ 3780

         CACAGCGTCCAGAAGGGCTGCTACTGCGGCCACTTGAAGGGCGGCGGCAACAACAAAACC

         AGCACGGAAAGACGATGACGGAAAAAGAGATCGTGGATTACGTCGCCAGTCAAGTAACAA
    3781 ---------+---------+---------+---------+---------+---------+ 3840

         TCGTGCCTTTCTGCTACTGCCTTTTTCTCTAGCACCTAATGCAGCGGTCAGTTCATTGTT

         CCGCGAAAAAGTTGCGCGGAGGAGTTGTGTTTGTGGACGAAGTACCGAAAGGTCTTACCG
    3841 ---------+---------+---------+---------+---------+---------+ 3900

         GGCGCTTTTTCAACGCGCCTCCTCAACACAAACACCTGCTTCATGGCTTTCCAGAATGGC

         GAAAACTCGACGCAAGAAAAATCAGAGAGATCCTCATAAAGGCCAAGAAGGGCGGAAAGA
    3901 ---------+---------+---------+---------+---------+---------+ 3960

         CTTTTGAGCTGCGTTCTTTTTAGTCTCTCTAGGAGTATTTCCGGTTCTTCCCGCCTTTCT

end luc protein(|                                    poly A signal
         TCGCCGTGTAATTCTAGAGTCGGGGCGGCCGGCCGCTTCGAGCAGACATGATAAGATACA
    3961 ---------+---------+---------+---------+---------+---------+ 4020

         AGCGGCACATTAAGATCTCAGCCCCGCCGGCCGGCGAAGCTCGTCTGTACTATTCTATGT

         TTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAA

    4021 ---------+---------+---------+---------+---------+---------+ 4080

         AACTACTCAAACCTGTTTGGTGTTGATCTTACGTCACTTTTTTTACGAAATAAACACTTT

         TTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACA

    4081 ---------+---------+---------+---------+---------+---------+ 4140

         AAACACTACGATAACGAAATAAACATTGGTAATATTCGACGTTATTTGTTCAATTGTTGT

         ACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCA

    4141 ---------+---------+---------+---------+---------+---------+ 4200

         TGTTAACGTAAGTAAAATACAAAGTCCAAGTCCCCCTCCACACCCTCCAAAAAATTTCGT

                                           BamHI  SalI
         AGTAAAACCTCTACAAATGTGGTAAAATCGATAAGGATCCGTCGACCGATGCCCTTGAGA

    4201 ---------+---------+---------+---------+---------+---------+ 4260

         TCATTTTGGAGATGTTTACACCATTTTAGCTATTCCTAGGCAGCTGGCTACGGGAACTCT

         GCCTTCAACCCAGTCAGCTCCTTCCGGTGGGCGCGGGGCATGACTATCGTCGCCGCACTT

    4261 ---------+---------+---------+---------+---------+---------+ 4320

         CGGAAGTTGGGTCAGTCGAGGAAGGCCACCCGCGCCCCGTACTGATAGCAGCGGCGTGAA

         ATGACTGTCTTCTTTATCATGCAACTCGTAGGACAGGTGCCGGCAGCGCTCTTCCGCTTC

    4321 ---------+---------+---------+---------+---------+---------+ 4380

         TACTGACAGAAGAAATAGTACGTTGAGCATCCTGTCCACGGCCGTCGCGAGAAGGCGAAG

         CTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTC

    4381 ---------+---------+---------+---------+---------+---------+ 4440

         GAGCGAGTGACTGAGCGACGCGAGCCAGCAAGCCGACGCCGCTCGCCATAGTCGAGTGAG

         AAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGC

    4441 ---------+---------+---------+---------+---------+---------+ 4500

         TTTCCGCCATTATGCCAATAGGTGTCTTAGTCCCCTATTGCGTCCTTTCTTGTACACTCG

         AAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAG

    4501 ---------+---------+---------+---------+---------+---------+ 4560

         TTTTCCGGTCGTTTTCCGGTCCTTGGCATTTTTCCGGCGCAACGACCGCAAAAAGGTATC

         GCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCC

    4561 ---------+---------+---------+---------+---------+---------+ 4620

         CGAGGCGGGGGGACTGCTCGTAGTGTTTTTAGCTGCGAGTTCAGTCTCCACCGCTTTGGG

         GACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGT

    4621 ---------+---------+---------+---------+---------+---------+ 4680

         CTGTCCTGATATTTCTATGGTCCGCAAAGGGGGACCTTCGAGGGAGCACGCGAGAGGACA

         TCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCT

    4681 ---------+---------+---------+---------+---------+---------+ 4740

         AGGCTGGGACGGCGAATGGCCTATGGACAGGCGGAAAGAGGGAAGCCCTTCGCACCGCGA

         TTCTCAATGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGG

    4741 ---------+---------+---------+---------+---------+---------+ 4800

         AAGAGTTACGAGTGCGACATCCATAGAGTCAAGCCACATCCAGCAAGCGAGGTTCGACCC

         CTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCT

    4801 ---------+---------+---------+---------+---------+---------+ 4860

         GACACACGTGCTTGGGGGGCAAGTCGGGCTGGCGACGCGGAATAGGCCATTGATAGCAGA

         TGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGAT

    4861 ---------+---------+---------+---------+---------+---------+ 4920

         ACTCAGGTTGGGCCATTCTGTGCTGAATAGCGGTGACCGTCGTCGGTGACCATTGTCCTA

         TAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGG

    4921 ---------+---------+---------+---------+---------+---------+ 4980

         ATCGTCTCGCTCCATACATCCGCCACGATGTCTCAAGAACTTCACCACCGGATTGATGCC

         CTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAA

    4981 ---------+---------+---------+---------+---------+---------+ 5040

         GATGTGATCTTCCTGTCATAAACCATAGACGCGAGACGACTTCGGTCAATGGAAGCCTTT

         AAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGT

    5041 ---------+---------+---------+---------+---------+---------+ 5100

         TTCTCAACCATCGAGAACTAGGCCGTTTGTTTGGTGGCGACCATCGCCACCAAAAAAACA

         TTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTC

    5101 ---------+---------+---------+---------+---------+---------+ 5160

         AACGTTCGTCGTCTAATGCGCGTCTTTTTTTCCTAGAGTTCTTCTAGGAAACTAGAAAAG

         TACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATT

    5161 ---------+---------+---------+---------+---------+---------+ 5220

         ATGCCCCAGACTGCGAGTCACCTTGCTTTTGAGTGCAATTCCCTAAAACCAGTACTCTAA

         ATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTA

    5221 ---------+---------+---------+---------+---------+---------+ 5280

         TAGTTTTTCCTAGAAGTGGATCTAGGAAAATTTAATTTTTACTTCAAAATTTAGTTAGAT

         AAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTAT

    5281 ---------+---------+---------+---------+---------+---------+ 5340

         TTCATATATACTCATTTGAACCAGACTGTCAATGGTTACGAATTAGTCACTCCGTGGATA
                                       |( end AmpR coding sequence
         CTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAAC

    5341 ---------+---------+---------+---------+---------+---------+ 5400

         GAGTCGCTAGACAGATAAAGCAAGTAGGTATCAACGGACTGAGGGGCAGCACATCTATTG
         TACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACG

    5401 ---------+---------+---------+---------+---------+---------+ 5460

         ATGCTATGCCCTCCCGAATGGTAGACCGGGGTCACGACGTTACTATGGCGCTCTGGGTGC
         CTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAG

    5461 ---------+---------+---------+---------+---------+---------+ 5520

         GAGTGGCCGAGGTCTAAATAGTCGTTATTTGGTCGGTCGGCCTTCCCGGCTCGCGTCTTC
         TGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGT

    5521 ---------+---------+---------+---------+---------+---------+ 5580

         ACCAGGACGTTGAAATAGGCGGAGGTAGGTCAGATAATTAACAACGGCCCTTCGATCTCA
         AAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGT

    5581 ---------+---------+---------+---------+---------+---------+ 5640

         TTCATCAAGCGGTCAATTATCAAACGCGTTGCAACAACGGTAACGATGTCCGTAGCACCA
         GTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGT

    5641 ---------+---------+---------+---------+---------+---------+ 5700

         CAGTGCGAGCAGCAAACCATACCGAAGTAAGTCGAGGCCAAGGGTTGCTAGTTCCGCTCA
         TACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGT

    5701 ---------+---------+---------+---------+---------+---------+ 5760

         ATGTACTAGGGGGTACAACACGTTTTTTCGCCAATCGAGGAAGCCAGGAGGCTAGCAACA
         CAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCT

    5761 ---------+---------+---------+---------+---------+---------+ 5820

         GTCTTCATTCAACCGGCGTCACAATAGTGAGTACCAATACCGTCGTGACGTATTAAGAGA
         TACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATT

    5821 ---------+---------+---------+---------+---------+---------+ 5880

         ATGACAGTACGGTAGGCATTCTACGAAAAGACACTGACCACTCATGAGTTGGTTCAGTAA
         CTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATAC

    5881 ---------+---------+---------+---------+---------+---------+ 5940

         GACTCTTATCACATACGCCGCTGGCTCAACGAGAACGGGCCGCAGTTATGCCCTATTATG
         CGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAA

    5941 ---------+---------+---------+---------+---------+---------+ 6000

         GCGCGGTGTATCGTCTTGAAATTTTCACGAGTAGTAACCTTTTGCAAGAAGCCCCGCTTT
         ACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAA

    6001 ---------+---------+---------+---------+---------+---------+ 6060

         TGAGAGTTCCTAGAATGGCGACAACTCTAGGTCAAGCTACATTGGGTGAGCACGTGGGTT
         CTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCA

    6061 ---------+---------+---------+---------+---------+---------+ 6120

         GACTAGAAGTCGTAGAAAATGAAAGTGGTCGCAAAGACCCACTCGTTTTTGTCCTTCCGT
         AAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCT

    6121 ---------+---------+---------+---------+---------+---------+ 6180

         TTTACGGCGTTTTTTCCCTTATTCCCGCTGTGCCTTTACAACTTATGAGTATGAGAAGGA

                                                AmpR gene (|
         TTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGA

    6181 ---------+---------+---------+---------+---------+---------+ 6240

         AAAAGTTATAATAACTTCGTAAATAGTCCCAATAACAGAGTACTCGCCTATGTATAAACT

         ATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACC

    6241 ---------+---------+---------+---------+---------+---------+ 6300

         TACATAAATCTTTTTATTTGTTTATCCCCAAGGCGCGTGTAAAGGGGCTTTTCACGGTGG

         TGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGAC

    6301 ---------+---------+---------+---------+---------+---------+ 6360

         ACTGCGCGGGACATCGCCGCGTAATTCGCGCCGCCCACACCACCAATGCGCGTCGCACTG

         CGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGC

    6361 ---------+---------+---------+---------+---------+---------+ 6420

         GCGATGTGAACGGTCGCGGGATCGCGGGCGAGGAAAGCGAAAGAAGGGAAGGAAAGAGCG

         CACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATT

    6421 ---------+---------+---------+---------+---------+---------+ 6480

         GTGCAAGCGGCCGAAAGGGGCAGTTCGAGATTTAGCCCCCGAGGGAAATCCCAAGGCTAA

         TAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTAGGGTGATGGTTCACGTAGTGG

    6481 ---------+---------+---------+---------+---------+---------+ 6540

         ATCACGAAATGCCGTGGAGCTGGGGTTTTTTGAACTAATCCCACTACCAAGTGCATCACC

         GCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAG

    6541 ---------+---------+---------+---------+---------+---------+ 6600

         CGGTAGCGGGACTATCTGCCAAAAAGCGGGAAACTGCAACCTCAGGTGCAAGAAATTATC

         TGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCTATTCTTTTGATTT

    6601 ---------+---------+---------+---------+---------+---------+ 6660

         ACCTGAGAACAAGGTTTGACCTTGTTGTGAGTTGGGATAGAGCCAGATAAGAAAACTAAA

         ATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATT

    6661 ---------+---------+---------+---------+---------+---------+ 6720

         TATTCCCTAAAACGGCTAAAGCCGGATAACCAATTTTTTACTCGACTAAATTGTTTTTAA

         TAACGCGAATTTTAACAAAATATTAACGTTTACAATTTCCCATTCGCCATTCAGGCTGCG

    6721 ---------+---------+---------+---------+---------+---------+ 6780

         ATTGCGCTTAAAATTGTTTTATAATTGCAAATGTTAAAGGGTAAGCGGTAAGTCCGACGC

         CAACTGTTGGGAAGGGCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCCCAAGCTACC

    6781 ---------+---------+---------+---------+---------+---------+ 6840

         GTTGACAACCCTTCCCGCTAGCCACGCCCGGAGAAGCGATAATGCGGTCGGGTTCGATGG

                                                         |( poly A signal
         ATGATAAGTAAGTAATATTAAGGTACGGGAGGTACTTGGAGCGGCCGCAATAAAATATCT
    6841 ---------+---------+---------+---------+---------+---------+ 6900

         TACTATTCATTCATTATAATTCCATGCCCTCCATGAACCTCGCCGGCGTTATTTTATAGA

         TTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGATAGTACTAACATACGCT
    6901 ---------+---------+---------+---------+---------+---------+ 6960

         AATAAAAGTAATGTAGACACACAACCAAAAAACACACTTAGCTATCATGATTGTATGCGA

         CTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGT
    6961 ---------+---------+---------+---------+---------+---------+ 7020

         GAGGTAGTTTTGTTTTGCTTTGTTTTGTTTGATCGTTTTATCCGACAGGGGTCACGTTCA

         GCAGGTGCCAGAACATTTCTCTATCGATA

    7021 ---------+---------+--------- 7049

         CGTCCACGGTCTTGTAAAGAGATAGCTAT

