Forward Primer:

NTNNNNNNNNTATNNNATAGGCGTATCACGAGGCAGAATHICACATAAAAAAAATCCTTAGCTTT

GGAATTCGCGGCCGCTTCTAGAGTCCCTTGCATTTACATTTTGAAACATCTATAGCGATAAATGA
AACATCTTAAAAGTTTTAGTATCATATTCGTGTTGGATTATTCTGCATTTTTGGGGAGAATGGAC
TTACTAGAGAAAGAGGAGAAATACTAGATGAAAAACATAAATGCCGACGACACATACAGAATAAT
TAATAAAATTAAAGCTTGTAGAAGCAATAATGATATTAATCAATGCTTATCTGATATGACTAAAA
TGGTACATTGTGAATATTATTTACTCGCGATCATTTATCCTCATTCTATGGTTAAATCTGATATT
TCAATCCTAGATAATTACCCTAAAAAATGGAGGCAATATTATGATGACGCTAATTTAATAAAATA
TGATCCTATAGTAGATTATTCTAACTCCAATCATTCACCAATTAATTGGAATATATTTGAAAACA
ATGCTGTAAATAAAAAATCTCCAAATGTAATTAAAGAAGCGAAAACATCAGGTCTTATCACTGGG
TTTAGTTTCCCTATTCATACGGCTAACAATGGCTTCGGAATGCTTAGTTTTGCACATTCAGAAAA
AGACAACTATATAGATAGTTTATTTTTACATGCGTGTATGAACATACCATTAATTGTTCCTTCTC
TAGTTGATAATTATCGAAAAATAAATATAGCAAATAATAAATCAAACAACGATTTAACCAAAAGA
GAAAAAGAATGTTTAGCGTGGGCATGCGAAGGAAAAAGCTCTTGGGATATTTCAAAAATATT

NNNTTGCAGTGAGCGTACTGT
CACTTTCCATTTAACCAATGCGCAAATGAAACTCAATACAACAAACCGCTGCCAAAGTATTTCTA
AAGCAATTTTAACAG
GAGCAATTGATTGCNCATACTTTAAAATTANAACACTGATAGTGCTAGTGTAGATCACTACTAGA
NCNGGCATCAAATAA
AACGAAAGGNTCAGTCGAANACTGGNNNTTCNTTTNNNNGNTGNTNGTCGGTNANN

sp|P12746|LUXR VIBFI Transcriptional activator protein lux

Score = 432 bits (1112), Expect = 8e-120

Identities = 206/206 (100%), Positives = 206/206 (100%), Gaps = 0/206 (0%)
Frame = +2

Query 158 MKNINADDTYRIINKIKACRSNNDINQCLSDMTKMVHCEYYLLAIIYPHSMVKSDISILD 337
MKNINADDTYRIINKIKACRSNNDINQCLSDMTKMVHCEYYLLAITIYPHSMVKSDISILD
Sbjct 1 MKNINADDTYRIINKIKACRSNNDINQCLSDMTKMVHCEYYLLAIIYPHSMVKSDISILD 60

Query 338 NYPKKWRQYYDDANLIKYDPIVDYSNSNHSPINWNIFENNAVNKKSPNVIKEAKTSGLIT 517
NYPKKWRQYYDDANLIKYDPIVDYSNSNHSPINWNIFENNAVNKKSPNVIKEAKTSGLIT
Sbjct 61 NYPKKWRQYYDDANLIKYDPIVDYSNSNHSPINWNIFENNAVNKKSPNVIKEAKTSGLIT 120

Query 518 GFSFPIHTANNGFGMLSFAHSEKDNYIDSLELHACMNIPLIVPSLVDNYRKINIANNKSN 697
GEFSFPIHTANNGFGMLSFAHSEKDNYIDSLFLHACMNIPLIVPSLVDNYRKINIANNKSN
Sbjct 121 GFSFPIHTANNGFGMLSFAHSEKDNYIDSLEFLHACMNIPLIVPSLVDNYRKINIANNKSN 180

Query 698 NDLTKREKECLAWACEGKSSWDISKI 775
NDLTKREKECLAWACEGKSSWDISKI
Sbjct 181 NDLTKREKECLAWACEGKSSWDISKI 206


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=462556&dopt=GenPept&RID=J2CA32ZY015

Reverse Primer:
NNNNNNN

GACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCCTGCATAACGCGAAGTAATCTTTTICGGTT
TTAAAGAAAAAGGGCAGGGTGGTGACACCTTIGCCCTTITTITTGCCGGACTGCAGCGGCCGCTACTA
GTATAGTTCATCCATGCCATGTGTAATCCCAGCAGCTGTTACAAACTCAAGAAGGACCATGTGGT
CICICITITCGTITGGGATCTTTCGAAAGGGCAGATTGTGTGGACAGGTAATGGTTGTCTGGTAAA
AGGACAGGGCCATCGCCAATTGGAGTATTTTGTTGATAATGGTCTGCTAGTTGAACGCTTCCATC
TTCAATGTTGTGTCTAATTTTGAAGTTAACTTTGATTCCATTCTTTTGTTTGTCTGCCATGATGT
ATACATTGTGTGAGTTATAGTTGTATTCCAATTTGTGTCCAAGAATGTTTCCATCTTCTTTAAAA
TCAATACCTTTITAACTCGATTCTATTAACAAGGGTATCACCTTCAAACTTGACTTCAGCACGTGT
CTTGTAGTITCCCGICATCTTTGAAAAATATAGTTICTITTICCTGTACATAACCTTCGGGCATGGCAC
TCTTGAAAAAGTCATGCTGTTTCATATGATCTGGGTATCTCGCAAAGCATTGAACACCATAACCG
AAAGTAGTGACAAGTGTITGGCCATGGAACAGGTAGTTITTCCAGTAGTGCAAATAAATTTAAGGGT
AAGTTTTCCGTATGTTGCATCACCTITCACCCTCTCCACTGACAGAAAATTTGTGCCCATTAACAT
CACCATCTAATTCAACAAGAATTGGGACAACTCCAGTGAAAAGTTCTTCTCCTTTACGCATCTAG
TATTTCTCCTCTTTCTCTAGTATTATTAGAGAGTAATAAGACCCAAATTAACGGCCATAATGGCC
GCTACGCGGCGGGAGGTCACACCGAACTTCCGCCGATATTTCCCATATGGAAGTTCACATTGGCT
TC

NAGCAGTTGCNNANANCGATATCNNCCACTGGTCTGCNATGGCGCACCACTGCANNCTTCTNCTC
CGNTGNCANACNNCNNNNCTGACGNNGTTCNAGNAGTCGNCNNTTNC

Vector contamination found the GFP gene as the contamination in
the vector
gnl|uv|U62636.1:231-1135 Cloning vector pGFPuv

>gb |AAX13969.1] GFP-DsRed fusion protein [Dual fluorescent protein cloning
vector

PGRFP]

Length=496

Score = 494 bits (1273), Expect = 3e-138
Identities = 237/237 (100%), Positives = 237/237 (100%), Gaps = 0/237 (0%)
Frame = -2

Query 841 MRKGEELFTGVVPILVELDGDVNGHKEFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTL 662
MRKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTL
Sbjct 1 MRKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTL 60

Query 661 VITFGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLV 482
VITFGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLV
Sbjct 61 VITFGYGVQCFARYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLV 120

Query 481 NRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNEFKIRHNIEDGSVQLAD 302
NRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQOKNGIKVNFKIRHNIEDGSVQLAD
Sbjct 121 NRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLAD 180


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=60101689&dopt=GenPept&RID=J2CNVZRZ012

Query 301 HYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELY 131
HYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELY
Sbjct 181 HYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEEFVTAAGITHGMDELY 237

Therefore the GFP gene is sequenced in the reverse direction REVERSE DIRECTION
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