Summary of results
B0034:  This part is absolutely fine and as expected.

B0015:  This part is not present the well contains a commercially available cloning vector which is not part of the registry. The sequencing evidence is not conclusive enough to identify which cloning vector as it is 100% identical to several

J37034: The J37034 construct is not correct. This contains only the gene aiiA. 
Sequence of J37014

CATNCNTTCNTTTTCATTTTTTGAACCTTNTCAGGNTATGTCTCTGAGCG 50 ----Plasmid
GATCATTTGATGTTTTAGAAATAACAATAGGGGTTCCGCGCACATTTCCC 100 ---Plasmid
CGAAAAGTGCCACCTGACGTCTAAGAAACCATTATTATCATGACATTAAC 150 ---Plasmid
CTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAAAAAAAATCCT 200 ---Plasmid
TAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGATGAC 250 ---Restriction sites at start 5’
AGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGATCATT 300 ---aiiA gene
CGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTT 350 ---aiiA gene
TGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGATACAGG 400 ---aiiA gene
TATGCCAGAAAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTG 450 ---aiiA gene
TCGAAGGGCAGGTTTTACCGAAAATGACTGAAGAAGATAGAATCGTGAAT 500 ---aiiA gene
ATTTTAAAACGGGTTGGTTATGAGCCGGAAGACCTTCTTTATATTATTAG 550 ---aiiA gene
TTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTTTATAAATA 600 ---aiiA gene
CACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGAA 650 ---aiiA gene
GAATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGA 700 ---aiiA gene
AGGTGATTATGAAGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCC 750 ---aiiA gene
ATACTCCAGGGCATCAATCGCTATTAATTGAGACAGAAAAATCCGGTCCT 800 ---aiiA gene
GTATTATTAACGATTGATGCATCGTATACGAAAGAGAATTTTGAAAATGA 850 ---aiiA gene
AGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTTCAATTAAAC 900 ---aiiA gene
GTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGTTTTCTTTGGACAT 950 ---aiiA gene
GATATAGAGCAGGAAAGGGGATGTAAAGTGTTCCCTGAATATATAGCTGC 1000 --aiiA gene
AAACGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGNGCTAGT 1050 –-Unknown Presumably Junk
GNAGATCGCTACTAGTAGCGGCCGCTGCAGGCTCCTCGCTCACTGACTCG 1100 --Restriction sites at end 3’
CTGCGCTCGGNCGTTCGGCTGCGGCGAGCGGNNTCAGCTCCCTCAANGGN 1150 ---Plasmid
GNAATACGGTTTCCCNGAANCNGGGGAAACNCAGNAAGAANTGGGGGCNA 1200 ---Plasmid
AAGGCNGCA





 

There are no terminators, Ribosome binding sites or promoters present.
Reasoning.
I have run a clustaw alignment against the ends of the plasmid and J37034 
There is strong alignment between the sequence data and the plasmid but very little between the sequence data and the part This leads me to conclude that J37014 cell line 1 has a registry plasmid with something that is not J37014 inside it.











Plasmid
J37034          -------------------------------------AGCGGATACATATTTGAATGTAT 23

sequencing      CATNCNTTCNTTTTCATTTTTTGAACCTTNTCAGGNTATGTCTCTGAGCGGATCATATTG 60

                                                     *        *       ** *  

J37034          TTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGT 83

sequencing      NANGTTTTAGAAAATAACAATAGGGNTCCGCGCACATTNCCCGAAAAGTNCNCCTGACGT 120

                   *    * ***  ** *   *     *** **  *  **  ***    * ********

J37034          CTAAGAAACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAA 143

sequencing      CTAGGAA-CCATTATTATCATGNCATTNACCTATAAAAATAGGCGTATCACGAGGCAGAA 179

                *** *** ************** **** ********************************

J37034          TTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCT 203

sequencing      TTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCT 239

                ************************************************************






Part
J37034          TCTAGAGAAAGAGGAGAAATACTAGATGACTATAATGATAAAAAAATCGGATTTTTTGGC 263

sequencing      TCTAGATGACAGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGATCATT 299

                ******  *     *  **   *   *   *   *  *        *  * *   *    

J37034          AATTCCATCGGAGGAGTATAAAGGTATTCTAAGTCTTCGTTATCAAGTGTTTAAGCAAAG 323

sequencing      CGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTTTGGTGTTATC 359

                  *    *   ** *   ***    *    ** * ** *   *   *  **   *  *  

J37034          ACTTGAGTGGGACTTAGTTGTAGAAAATAACCTTGAATCAGATGAGTATGATAACTCAAA 383

sequencing      TTTTGGAG-----------ACTGAAGAAGGACCTATTTTAGTAGATACAGGTATGCCAGA 408

                  ***                 *** *    * *   * **  **    * **   ** *

J37034          TGCAGAATATATTTATGCTTGTGATGATACTGAAAATGTAAGTGGATGCTGGCGTTTATT 443

sequencing      AAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTGTCGAAGGGCAGGTTTTACC 468

                    * *  ** * ***   **  *  **  *  *   *    * * *   *  ****  

J37034          ACCTACAACAGGTGATTATATGCTGAAAAGTGTTTTTCCTGAATTGCTTGGTCAACAGAG 503

sequencing      GAAAATGACTGAAGAAGATAGAATCGTGAATATTTTAAAACGGGTTGGTTATGAGCCGGA 528

                    *  ** *  **  ***   *    * * ****        *   *  * * * *  

J37034          TGCTCCCAAAGATCCTAATATAGTCGAATTAAGTCGTTTTGCTGTAGGTAAAAATAGCTC 563

sequencing      AGACCTTCTTTATATTATTAGTTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGC 588

                 *  *      **  ** **      * **   *  *  *  ** ***   **** ** *

J37034          AAAGATAAATAACTCTGCTAGTGAAATTACAATGAAACTATTTGAAGCTATATATAAACA 623

sequencing      TTTTATAAATACACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGA 648

                    *******   *    * ** *          **      *  **     ***   *

J37034          CGCTGTTAGTCAAGGTATTACAGAATATGTAACAGTAACATCAACAGCAATAGAGCGATT 683

sequencing      AG--AATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGAAGGTGAT 706

                 *    ** *  *   * *  * * *    **    ***  *** * ** *  **    *

J37034          TTTAAAGCGTATTAAAGTTCCTTGTCATCGTATTGGAGACAAAGAAATTCATGTATTAGG 743

sequencing      TATGAAGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCCATACTCCAGGGCATCAA 766

                * * ***       * *       * ** * **     *      * * ** *   *   

J37034          TGATACTAAATCGGTTGTATTGTCTATGCCTATTAATGAACAGTTTAAAAAAGCAGTCTT 803

sequencing      TCGCT----ATTAATTGAGACAGAAAAATCCGGTCCTGTATTATTAACGATTGATGCATC 822

                *        **   ***        *   *   *  ** *   ** *  *  *  *  * 

J37034          AAATGCTGCAAACGACGAAAACTACGCTTTAGTAGCTTAATAACTCTGATAGTGCTAGTG 863

sequencing      GTATACGAAAGAGAATTTTGAAAATGAAGTGCCATTTGCGGGATTTGATTCAGAATTAGC 882

                  ** *   * *  *     *  * *   *   *  *     * *    *     *    

J37034          TAGATCTCTACTAGAGAAAGAGGAGAAATACTAGATGCGTAAAGGAGAAGAACTTTTCAC 923

sequencing      TTTATCTTCAATTAAACGTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGTTTTCTT 942

                *  ****  * *  *        *  **     ****    *           *****  

J37034          TGGAGTTGTCCCAATTCTTGTTGAATTAGATGGTGATGTTAATGGGCACAAATTTTCTGT 983

sequencing      TGGACATGATATAGAGCAGGAAAGGGGATGTAAAGTGTTCCCTGAATATATAGCTGCAAA 1002

                ****  **    *   *  *       *  *   *   *   **   * * *  * *   

J37034          CAGTGGAGAGGGTGA---AGGTGATGCAACATACGGAAAACTTACCCTTAAATTTATTTG 1040

sequencing      CGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGTGCTAGTGTAGATCGCTACT 1062

                *   * * *    *    **  * *  *  *  * ** *         ** **   *   

J37034          CACTACTGGAAAACTACCTGTTCCATGGCCAACACTTGTCACTACTTTCGGTTATGGTGT 1100

sequencing      AGTAGCGGCCGCTGCAGGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGC 1122

                     * *       *    * *     *    *** *   *        ***  * ** 

J37034          TCAATGCTTTGCGAGATACCCAGATCATATGAAACAGCATGACTTTTTCAAGAGTGCCAT 1160

sequencing      GGCGAGCGGATCAGCTCACTCAAAGCG--------------------------------- 1149

                     **    *     ** ** * *                                  

J37034          GCCCGAAGGTTATGTACAGGAAAGAACTATATTTTTCAAAGATGACGGGAACTACAAGAC 1220

sequencing      ------------------------------------------------------------

J37034          ACGTGCTGAAGTCAAGTTTGAAGGTGATACCCTTGTTAATAGAATCGAGTTAAAAGGTAT 1280

sequencing      ------------------------------------------------------------

J37034          TGATTTTAAAGAAGATGGAAACATTCTTGGACACAAATTGGAATACAACTATAACTCACA 1340

sequencing      ------------------------------------------------------------

J37034          CAATGTATACATCATGGCAGACAAACAAAAGAATGGAATCAAAGTTAACTTCAAAATTAG 1400

sequencing      ------------------------------------------------------------

J37034          ACACAACATTGAAGATGGAAGCGTTCAACTAGCAGACCATTATCAACAAAATACTCCAAT 1460

sequencing      ------------------------------------------------------------

J37034          TGGCGATGGCCCTGTCCTTTTACCAGACAACCATTACCTGTCCACACAATCTGCCCTTTC 1520

sequencing      ------------------------------------------------------------

J37034          GAAAGATCCCAACGAAAAGAGAGACCACATGGTCCTTCTTGAGTTTGTAACAGCTGCTGG 1580

sequencing      ------------------------------------------------------------

J37034          GATTACACATGGCATGGATGAACTATACAAATAATAATACTAGAGCCAGGCATCAAATAA 1640

sequencing      ------------------------------------------------------------

J37034          AACGAAAGGCTCAGTCGAAAGACTGGGCCTTTCGTTTTATCTGTTGTTTGTCGGTGAACG 1700

sequencing      ------------------------------------------------------------

J37034          CTCTCTACTAGAGTCACACTGGCTCACCTTCGGGTGGGCCTTTCTGCGTTTATATACTAG 1760

sequencing      ------------------------------------------------------------

J37034          TAGCGGCCGCTGCAGTCCGGCAAAAAAACGGGCAAGGTGTCACCACCCTGCCCTTTTTCT 1820

sequencing      ------------------------------------------------------------

J37034          TTAAAACCGAAAAGATTACTTCGCGTTATGCAGGCTTCCTCGCTCACTGACTCGCTGCGC 1880

sequencing      ------------------------------------------------------------

J37034          TCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCC 1940

sequencing      ------------------------------------------------------------

J37034          ACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC 1997

sequencing      ---------------------------------------------------------

PLEASE NOTE: Showing colors on large alignments is slow.

Cell line 2

This is the same as cell line 1 it has just got the restriction sites.

J37034          -----------------------------------------AGCGGATACATATTTGAAT 19

Sequence        NNCTTTCCTTTTCCATTTATGAACNTTNTCAGGNTATTTCTCATGAGCGGATNCATTTTT 60

                                                            *     **   *   *

J37034          GTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTG 79

Sequence        GGATGTTTTAGAAAATAACCAATAGGGNTCCGCGCNCATTNCCCCGAAAAGTGCCNCCTG 120

                * ** *   * ** * *   *   *** ******* **** ************** ****

J37034          ACGTCTAAGAAACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGC 139

Sequence        ACGTCTNAGAACCCATTATTATCATGNCATTANCCTATAAAAATAGGCGTATCACGAGGC 180

                ****** **** ************** ***** ***************************

J37034          AGAATTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGC 199

Sequence        AGAATTTCAGATAAAAAAA-TCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGC 239

                ******************* ****************************************

J37034          CGCTTCTAGAGAAAGAGGAGAAATACTAGATGACTATAATGATAAAAAAATCGGATTTTT 259

Sequence        CGCTTCTAGATGACAGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGNTGGAT 299

                **********  *     *  **   *   *   *   *  *        *  * *   *

J37034          TGGCAATTCCATCGGAGGAGTATAAAGGTATTCTAAGTCTTCGTTATCAAGTGTTTAAGC 319

Sequence        CATTCGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTTTGGTGT 359

                      *    *   ** *   ***    *    ** * ** *   *   *  **   * 

J37034          AAAGACTTGAGTGGGACTTAGTTGTAGAAAATAACCTTGAATCAGATGAGTATGATAACT 379

Sequence        TATCTTTTGGAG-----------ACTGAAGAAGGACCTATTTTAGTAGATACAGGTATGC 408

                 *    ***                 *** *    * *   * **  **    * **   

J37034          CAAATGCAGAATATATTTATGCTTGTGATGATACTGAAAATGTAAGTGGATGCTGGCGTT 439

Sequence        CAGAAAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTGTCGAAGGGCAGGTTT 468

                ** *    * *  ** * ***   **  *  **  *  *   *    * * *   *  **

J37034          TATTACCTACAACAGGTGATTATATGCTGAAAAGTGTTTTTCCTGAATTGCTTGGTCAAC 499

Sequence        TACCGAAAATGACTGAAGAAGATAGAATCGTGAATATTTTAAAACGGGTTGGTTATGAGC 528

                **      *  ** *  **  ***   *    * * ****        *   *  * * *

J37034          AGAGTGCTCCCAAAGATCCTAATATAGTCGAATTAAGTCGTTTTGCTGTAGGTAAAAATA 559

Sequence        CGGAAGACCTTCTTTATATTATTAGTTCTCACTTGCATTTTGATCATGCAGGAGGAAATG 588

                 *   *  *      **  ** **      * **   *  *  *  ** ***   **** 

J37034          GCTCAAAGATAAATAACTCTGCTAGTGAAATTACAATGAAACTATTTGAAGCTATATATA 619

Sequence        GCGCTTTTATAAATACACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATA 648

                ** *    *******   *    * ** *          **      *  **     ***

J37034          AACACGCTGTTAGTCAAGGTATTACAGAATATGTAACAGTAACATCAACAGCAATAGAGC 679

Sequence        GCGAAG--AATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGAAGG 706

                   * *    ** *  *   * *  * * *    **    ***  *** * ** *  ** 

J37034          GATTTTTAAAGCGTATTAAAGTTCCTTGTCATCGTATTGGAGACAAAGAAATTCATGTAT 739

Sequence        TGATTATGAAGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCCATACTCCAGGGCA 766

                   ** * ***       * *       * ** * **     *      * * ** *   

J37034          TAGGTGATACTAAATCGGTTGTATTGTCTATGCCTATTAATGAACAGTTTAAAAAAGCAG 799

Sequence        TCAATCGCT----ATTAATTGAGACAGAAAAATCCGGTCCTGTATTATTAACGATTGATG 822

                *   *        **   ***        *   *   *  ** *   ** *  *  *  *

J37034          TCTTAAATGCTGCAAACGACGAAAACTACGCTTTAGTAGCTTAATAACTCTGATAGTGCT 859

Sequence        CATCGTATACGAAAGAGAATTTTGAAAATGAAGTGCCATTTGCGGGATTTGATTCAGAAT 882

                  *   ** *   * *  *     *  * *   *   *  *     * *    *     *

J37034          AGTGTAGATCTCTACTAGAGAAAGAGGAGAAATACTAGATGCGTAAAGGAGAAGAACTTT 919

Sequence        TAGCTTTATCTTCAATTAAACGTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGTTT 942

                    *  ****  * *  *        *  **     ****    *           ***

J37034          TCACTGGAGTTGTCCCAATTCTTGTTGAATTAGATGGTGATGTTAATGGGCACAAATTTT 979

Sequence        TCTTTGGACATGATATAGAGCAGGAAAGGGGATGTAAAGTGTTCCCTGAATATATAGCTG 1002

                **  ****  **    *   *  *       *  *   *   *   **   * * *  * 

J37034          CTGTCAGTGGAGAGGGTGAAGGTGATGCAACATACGGAAAACTTACCCTTAAATTTATTT 1039

Sequence        CAAACGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGTGCTAGTGTAGATCGC 1062

                *   *   * * *    *     *  **   ***  *   *     *             

J37034          GCACTACTGGAAAACTACCTGTTCCATGGCCAACACTTGTCACTACTTTCGGTTATGGTG 1099

Sequence        TACTAGTAGCGGCCGCTGCAGGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGG 1122

                        *         * *         *        ** ** *  *****  *   *

J37034          TTCAATGCTTTGCGAGATACCCAGATCATATGAAACAGCATGACTTTTTCAAGAGTGCCA 1159

Sequence        CTGCGGCGAGCGGATCAGCTCACTCAAA-------------------------------- 1150

                 *         *    *   *      *                                

J37034          TGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTTCAAAGATGACGGGAACTACAAGA 1219

Sequence        ------------------------------------------------------------

J37034          CACGTGCTGAAGTCAAGTTTGAAGGTGATACCCTTGTTAATAGAATCGAGTTAAAAGGTA 1279

Sequence        ------------------------------------------------------------

J37034          TTGATTTTAAAGAAGATGGAAACATTCTTGGACACAAATTGGAATACAACTATAACTCAC 1339

Sequence        ------------------------------------------------------------

J37034          ACAATGTATACATCATGGCAGACAAACAAAAGAATGGAATCAAAGTTAACTTCAAAATTA 1399

Sequence        ------------------------------------------------------------

J37034          GACACAACATTGAAGATGGAAGCGTTCAACTAGCAGACCATTATCAACAAAATACTCCAA 1459

Sequence        ------------------------------------------------------------

J37034          TTGGCGATGGCCCTGTCCTTTTACCAGACAACCATTACCTGTCCACACAATCTGCCCTTT 1519

Sequence        ------------------------------------------------------------

J37034          CGAAAGATCCCAACGAAAAGAGAGACCACATGGTCCTTCTTGAGTTTGTAACAGCTGCTG 1579

Sequence        ------------------------------------------------------------

J37034          GGATTACACATGGCATGGATGAACTATACAAATAATAATACTAGAGCCAGGCATCAAATA 1639

Sequence        ------------------------------------------------------------

J37034          AAACGAAAGGCTCAGTCGAAAGACTGGGCCTTTCGTTTTATCTGTTGTTTGTCGGTGAAC 1699

Sequence        ------------------------------------------------------------

J37034          GCTCTCTACTAGAGTCACACTGGCTCACCTTCGGGTGGGCCTTTCTGCGTTTATATACTA 1759

Sequence        ------------------------------------------------------------

J37034          GTAGCGGCCGCTGCAGTCCGGCAAAAAAACGGGCAAGGTGTCACCACCCTGCCCTTTTTC 1819

Sequence        ------------------------------------------------------------

J37034          TTTAAAACCGAAAAGATTACTTCGCGTTATGCAGGCTTCCTCGCTCACTGACTCGCTGCG 1879

Sequence        ------------------------------------------------------------

J37034          CTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATC 1939

Sequence        ------------------------------------------------------------

J37034          CACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC 1997

Sequence        ----------------------------------------------------------

Other end
There is significant homology with the restriction sites at the 3’ end however this run has had the 5’ end removed as the sequence aligns more strongly with this end which is surprising.
J37034          GGATGATTTCTGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGATGACTAT 60

Sequence        ------------------------------------------------------------

J37034          AATGATAAAAAAATCGGATTTTTTGGCAATTCCATCGGAGGAGTATAAAGGTATTCTAAG 120

Sequence        ------------------------------------------------------------

J37034          TCTTCGTTATCAAGTGTTTAAGCAAAGACTTGAGTGGGACTTAGTTGTAGAAAATAACCT 180

Sequence        ------------------------------------------------------------

J37034          TGAATCAGATGAGTATGATAACTCAAATGCAGAATATATTTATGCTTGTGATGATACTGA 240

Sequence        ------------------------------------------------------------

J37034          AAATGTAAGTGGATGCTGGCGTTTATTACCTACAACAGGTGATTATATGCTGAAAAGTGT 300

Sequence        ------------------------------------------------------------

J37034          TTTTCCTGAATTGCTTGGTCAACAGAGTGCTCCCAAAGATCCTAATATAGTCGAATTAAG 360

Sequence        ------------------------------------------------------------

J37034          TCGTTTTGCTGTAGGTAAAAATAGCTCAAAGATAAATAACTCTGCTAGTGAAATTACAAT 420

Sequence        ------------------------------------------------------------

J37034          GAAACTATTTGAAGCTATATATAAACACGCTGTTAGTCAAGGTATTACAGAATATGTAAC 480

Sequence        ------------------------------------------------------------

J37034          AGTAACATCAACAGCAATAGAGCGATTTTTAAAGCGTATTAAAGTTCCTTGTCATCGTAT 540

Sequence        ------------------------------------------------------------

J37034          TGGAGACAAAGAAATTCATGTATTAGGTGATACTAAATCGGTTGTATTGTCTATGCCTAT 600

Sequence        ------------------------------------------------------------

J37034          TAATGAACAGTTTAAAAAAGCAGTCTTAAATGCTGCAAACGACGAAAACTACGCTTTAGT 660

Sequence        ------------------------------------------------------------

J37034          AGCTTAATAACTCTGATAGTGCTAGTGTAGATCTCTACTAGAGAAAGAGGAGAAATACTA 720

Sequence        -----TGATGTTTTGAAAATAACAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCA 55

                           * *** * *   * *   * *  *    * *       ** ** * * *

J37034          GATGCGTAAAGGAGAAGAACTTTTCACTGGAGTTGTCCCAATTCTTGTTGAATTAGATGG 780

Sequence        CCTGACGTCTAAGAAACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACG 115

                  **          **  * * **  *  **  *   ** **     * *   **    *

J37034          TGATGTTAATGGGCACAAATTTTCTGTCAGTGGAGAGGGTGAAGGTGATGCAACATACGG 840

Sequence        AGGCAGAATTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCG 175

                 *     * *    * ***     *           *           * *   *    *

J37034          AAAACTTACCCTTAAATTTATTTGCACTACTGGAAAACTACCTGTTCCATGGCCAACACT 900

Sequence        CGGCCGCTTCTAGATGACAGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTT 235

                    *    *   *      *    *    *       * ** *      *    *   *

J37034          TGTCACTACTTTCGGTTATGGTGTTCAATGCTTTGCGAGATACCCAGATCATATGAAACA 960

Sequence        GGATCATTCGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTTTG 295

                 *    * * *  * * ** **     *      *    **    ***      *     

J37034          GCATGACTTTTTCAAGAGTGCCATGCCCGAAGGTTATGTACAGGAAAGAACTATATTTTT 1020

Sequence        GTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGATACAGGTATGCCAGAAAG 355

                *  * *  ****  *** **             **  *** *   * * *    *     

J37034          CAAAGATGACGGGAACTACAAGACACGTGCTGAAGTCAAGTTTGAAGGTGATACCCTTGT 1080

Sequence        TGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTGTCGAAGGGCAGGTTTTACCGAA 415

                   ** * *     *             * *  * *       *     * *   *    

J37034          TAATAGAATCGAGTTAAAAGGTATTGATTTTAAAGAAGATGGAAACATTCTTGGACACAA 1140

Sequence        AATGACTGAAGAAGATAGAATCGTGAATATTTTAAAACGGGTTGGTTATGAGCCGGAAGA 475

                 *  *     **    * *    *  ** **  * **   *       *       *  *

J37034          ATTGGAATACAACTATAACTCACACAATGTATACATCATGGCAGACAAACAAAAGAATGG 1200

Sequence        CCTTCTTTATATTATTAGTTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTT 535

                  *    ** *    **  ** ***      *        ****    * *      *  

J37034          AATCAAAGTTAACTTCAAAATTAGACACAACATTGAAGATGGAAGCGTTCAACTAGCAGA 1260

Sequence        TATAAATACACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGAAGA 595

                 ** **        ***   *    *         * ** *        **    * ***

J37034          CCATTATCAACAAAATACTCCAATTGGCGATGGCCCTGTCCTTTTACCAGACAACCATTA 1320

Sequence        ATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGAAGGTGATTATGA 655

                  ***   ** **  **                *       *  *   **   *  ** *

J37034          CCTGTCCACACAATCTGCCCTTTCGAAAGATCCCAACGAAAAGAGAGACCACATGGTCCT 1380

Sequence        AGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCCATACTCCAGGGCAT-CAATCGC 714

                  *     **  *  *    * * * *    **   * * *    **  **     **  

J37034          TCTTGAGTTTGTAACAGCTGCTGGGATTACACATGGCATGGATGAACTATACAAATAATA 1440

Sequence        TATTAATTGAGACAGAAAAATCCGGTCCTGTATTATTAACGATTGATGCATCGTATACGA 774

                * ** * *  *  * *       **        *   *  ***  *     *  ***  *

J37034          ATACTAGAGCCAGGCATCAAATAAAACGAAAGGCTCAGTCGAAAGACTGGGCCTTTCGTT 1500

Sequence        AAGAGAATTTTGAAAATGAAGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTT 834

                *    *         ** ** *   *     **          *** *  ** **   **

J37034          TTATCTGTTGTTTGTCGGTGAACGCTCTCTACTAGAGTCACACTGGCTCACCTTCGGGTG 1560

Sequence        CAATTAAACGTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGTTTTCTTTGGACATG 894

                  **     ****    *     *   *  *  ***  *  * **  *    *     **

J37034          GGCCTTTCTGCGTTTATATACTAGTAGCGGCCGCTGCAGTCCGGCAAAAAAACGGGCAAG 1620

Sequence        ATATAGAGCAGGAAAGGGGATGTAAAGTGTTCCCTGAATATATAGCTGCNAACGACGAAA 954

                           *       *     ** *  * *** *            ****   ** 

J37034          GTGTCACCACCCTGCCCTTTTTCTTTAAAACCGAAAAGATTACTTCGCGTTA-------- 1672

Sequence        ACTACGCTTTAGTAGCTTAATAACGCTGATAGNGCTAGTGTAGATCGCTNCTAGTAGCGG 1014

                    * *     *  * *  *       *       **  **  ****            

J37034          ----TGCAGGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCG 1728

Sequence        CCGCTGCAGGCTTCCTCGCTCNCTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCG 1074

                    ***************** **************************************

J37034          GTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGA 1788

Sequence        GNATCAGCTCCCTCNANGGGGGAATNCGGNTNTCCC---CGNATCNGGGGATACNCCNGN 1131

                * ******** *** * ** ** *    * *   **          ***   ** *  * 

J37034          AAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC 1821

Sequence        AAGAACCTGGGAGCCAAAGGCC----------- 1153

                ****** ** **** *******           

Test alignment with plasmids
This shows that we are not sequencing an empty vector so there is something in the cells marked J370034

(the sequence is mislabled it should read PSBA1)

J37034          CAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTC 60

Sequence        ------------------------------------------------------------

J37034          ACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAA 120

Sequence        ------------------------------------------------------------

J37034          ACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTA 180

Sequence        ------------------------------------------------------------

J37034          TTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGC 240

Sequence        ------------------------------------------------------------

J37034          TTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGAT 300

Sequence        ------------------------------------------------------------

J37034          TTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTA 360

Sequence        ------------------------------------------------------------

J37034          TCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTT 420

Sequence        ------------------------------------------------------------

J37034          AATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTT 480

Sequence        ------------------------------------------------------------

J37034          GGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATG 540

Sequence        ------------------------------------------------------------

J37034          TTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCC 600

Sequence        ------------------------------------------------------------

J37034          GCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCC 660

Sequence        ------------------------------------------------------------

J37034          GTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATG 720

Sequence        ------------------------------------------------------------

J37034          CGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGA 780

Sequence        ------------------------------------------------------------

J37034          ACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTA 840

Sequence        ------------------------------------------------------------

J37034          CCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCT 900

Sequence        ------------------------------------------------------------

J37034          TTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAG 960

Sequence        ------------------------------------------------------------

J37034          GGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGA 1020

Sequence        ------------------------------------------------------------

J37034          AGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAAT 1080

Sequence        -----------------------------------------------TGATGTTTTGAAA 13

                                                               *  *      ** 

J37034          AAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAAACC 1140

Sequence        ATAACAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAAACC 73

                * *  *******************************************************

J37034          ATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAA 1200

Sequence        ATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAA 133

                ************************************************************

J37034          AAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGAGTAC 1260

Sequence        AAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGATGAC 193

                ********************************************************  **

J37034          TAGTAGCGGCCGCTGCAGTCCGGCAAAAAAACGGGCAAGGTGTCACCACCCTGCCCTTTT 1320

Sequence        AGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGATCATTCGTCTGTTAA 253

                    *     *  *         **  *   **    * **   * **  *  *  **  

J37034          TCTTT-------------AAAACCGAAAAGATTACTTCGCGTTATGCAGGCTTCCTCGCT 1367

Sequence        TAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTTTGGTGTTATCTTTTGGAGAC 313

                *  *              * **     *   ****            *   **    *  

J37034          CACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGC 1427

Sequence        TGAAGAAGGACCTATTTTAGTAGATACAGGTATGCCAGAAAGTGCAGTTAATAATGAAGG 373

                    **    *     *  ** * *        ** **      *** * *     * * 

J37034          GGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGG 1487

Sequence        TCTTTTTAACGGTACATTTGTCGAAGGGCAGGTTTTACCGAAAATGACTGAAGAAGATAG 433

                  *  *        *    *    **** *      *   ** *  *    ** * *  *

J37034          CCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCG 1547

Sequence        AATCGTGAATATTTTAAAACGGGTTGGTTATGAGCCGGAAGACCTTCTTTATATTATTAG 493

                       **       ** **          * *  *   *   ** *  ***   *  *

J37034          CCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG 1607

Sequence        TTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTTTATAAATACACCAATCAT 553

                  * *      *   * *  *     ** *     *             *  ** *    

J37034          ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGAC 1667

Sequence        TGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGAAGAATATTTGAAAGAATGTAT 613

                  ** *  *     *        *  *         *   *     *     *     * 

J37034          CCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCA 1727

Sequence        ATTGCCGAATTTAAACTACAAAATCATTGAAGGTGATTATGAAGTCGTACCAGGAGTTCA 673

                  *****  *      ***     *           **  * *  ***  *      ***

J37034          TAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGT 1787

Sequence        ATTATTGCATACACCAGGCCATACTCCAGGGCAT-CAATCGCTATTAATTGAGACAGAAA 732

                    *  *           *  * * * * * *     *       **    * * *   

J37034          GCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTC 1847

Sequence        AATCCGGTCCTGTATTATTAACGATTGATGCATCGTATACGAAAGAGAATTTTGAAAATG 792

                   *    **    **     ***  * ***  * *** **  *   *   *    * * 

J37034          CAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG 1907

Sequence        AAGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTTCAATTAAACGTTTAAAAG 852

                 *   *  *  *       * **    * *         *     * * * * ***  **

J37034          AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACAC 1967

Sequence        AAGTGGTGATGAAAGAGAAGCCGATTGTTTTCTTTGGACATGATATAGAGCAGGAAAGGG 912

                *    *  *** * * *  **       **  *   *   **   **     **  *   

J37034          TAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGT 2027

Sequence        GATGTAAAGTGTTCCCTGAATATATAGCTGCNAACGACGAAAACTACGCTTTAGTAGCTT 972

                 *     *  **     * ** *              * *        *   *  **  *

J37034          TGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAA 2087

Sequence        AATAACGCTGATAGNGCTAGTGTAGATCGCTNCTAGTAGCGGCCGCTGCAGGCTTCCTCG 1032

                    *       *          * * * *  ** *******  * *      **     

J37034          GCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGG 2147

Sequence        CTCNCTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGNATCAGCTCCCTCNANG 1092

                    * ** *    **                  *  ** *         *  **    *

J37034          GTCTGACGCT-------------------------------------------------- 2157

Sequence        GGGGAATNCGGNTNTCCCCGNATCNGGGGATACNCCNGNAAGAACCTGGGAGCCAAAGGC 1152

                *    *  *                                                   

J37034          -

Sequence        C 1153

What is J37014????

Search for ORF
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Protein 1
190 atgacagtaaagaagctttatttcgtcccagcaggtcgttgtatg
        M  T  V  K  K  L  Y  F  V  P  A  G  R  C  M 

    235 ttggatcattcgtctgttaatagtacattaacaccaggagaatta

        L  D  H  S  S  V  N  S  T  L  T  P  G  E  L 

    280 ttagacttaccggtttggtgttatcttttggagactgaagaagga

        L  D  L  P  V  W  C  Y  L  L  E  T  E  E  G 

    325 cctattttagtagatacaggtatgccagaaagtgcagttaataat

        P  I  L  V  D  T  G  M  P  E  S  A  V  N  N 

    370 gaaggtctttttaacggtacatttgtcgaagggcaggttttaccg

        E  G  L  F  N  G  T  F  V  E  G  Q  V  L  P 

    415 aaaatgactgaagaagatagaatcgtgaatattttaaaacgggtt

        K  M  T  E  E  D  R  I  V  N  I  L  K  R  V 

    460 ggttatgagccggaagaccttctttatattattagttctcacttg

        G  Y  E  P  E  D  L  L  Y  I  I  S  S  H  L 

    505 cattttgatcatgcaggaggaaatggcgcttttataaatacacca

        H  F  D  H  A  G  G  N  G  A  F  I  N  T  P 

    550 atcattgtacagcgtgctgaatatgaggcggcgcagcatagcgaa

        I  I  V  Q  R  A  E  Y  E  A  A  Q  H  S  E 

    595 gaatatttgaaagaatgtatattgccgaatttaaactacaaaatc

        E  Y  L  K  E  C  I  L  P  N  L  N  Y  K  I 

    640 attgaaggtgattatgaagtcgtaccaggagttcaattattgcat

        I  E  G  D  Y  E  V  V  P  G  V  Q  L  L  H 

    685 acaccaggccatactccagggcatcaatcgctattaattgagaca

        T  P  G  H  T  P  G  H  Q  S  L  L  I  E  T 

    730 gaaaaatccggtcctgtattattaacgattgatgcatcgtatacg

        E  K  S  G  P  V  L  L  T  I  D  A  S  Y  T 

    775 aaagagaattttgaaaatgaagtgccatttgcgggatttgattca

        K  E  N  F  E  N  E  V  P  F  A  G  F  D  S 

    820 gaattagctttatcttcaattaaacgtttaaaagaagtggtgatg
        E  L  A  L  S  S  I  K  R  L  K  E  V  V  M 

    865 aaagagaagccgattgttttctttggacatgatatagagcaggaa

        K  E  K  P  I  V  F  F  G  H  D  I  E  Q  E 

    910 aggggatgtaaagtgttccctgaatatatagctgcaaacgacgaa

        R  G  C  K  V  F  P  E  Y  I  A  A  N  D  E 

    955 aactacgctttagtagcttaa 975    

        N  Y  A  L  V  A  * 

Prtein 1

MTVKKLYFVPAGRCMLDHSSVNSTLTPGELLDLPVWCYLLETEEGPILVDTGMPESAVNNEGLFNGTFVEGQVLPKMTEEDRIVNILKRVGYEPEDLLYIISSHLHFDHAGGNGAFINTPIIVQRAEYEAAQHSEEYLKECILPNLNYKIIEGDYEVVPGVQLLHTPGHTPGHQSLLIETEKSGPVLLTIDASYTKENFENEVPFAGFDSELALSSIKRLKEVVMKEKPIVFFGHDIEQERGCKVFPEYIAANDENYALVA

After running a protein BLAST search with this protein sequence I am 100% certain that this gene is aiiA! 

Blast search:

Distance tree of results

 INCLUDEPICTURE "http://www.ncbi.nlm.nih.gov/blast/images/new.gif" \* MERGEFORMATINET 
  Related Structures
                                                                   Score     E

Sequences producing significant alignments:                        (Bits)  Value

gi|7416989|gb|AAF62398.1|AF196486_1  putative metallohydrolase [B   813    0.0  

gi|21541343|gb|AAM61772.1|AF397400_1  AiiA [Bacillus sp. A24]       787    0.0  

gi|22095301|gb|AAM92139.1|AF478058_1  AiiA-like protein [Bacillus   773    0.0  

gi|22293639|emb|CAD44268.1|  N-acylhomoserine lactone lactonase [   768    0.0  

gi|89209447|ref|ZP_01187863.1|  Beta-lactamase-like [Bacillus ...   757    0.0  

gi|19773601|gb|AAL98720.1|AF350931_1  AHL-lactonase [Bacillus thu   750    0.0  

gi|90421376|gb|ABD93925.1|  AHL-lactonase [Bacillus thuringiensis   750    0.0  

gi|28413776|gb|AAO40747.1|  AiiA-like enzyme [Bacillus thuringien   746    0.0  

gi|19773599|gb|AAL98719.1|AF350930_1  AHL-lactonase [Bacillus thu   744    0.0  

gi|22095289|gb|AAM92133.1|AF478052_1  AiiA-like protein [Bacillus   743    0.0  

gi|47564581|ref|ZP_00235626.1|  AiiA-like enzyme [Bacillus cer...   741    0.0  

gi|28413984|gb|AAO40748.1|  AiiA-like enzyme [Bacillus thuring...   738    0.0  

gi|42782517|ref|NP_979764.1|  metallo-beta-lactamase family pr...   737    0.0    


gi|90421372|gb|ABD93923.1|  AHL-lactonase [Bacillus thuringiensis   736    0.0  

gi|22095297|gb|AAM92137.1|AF478056_1  AiiA-like protein [Bacil...   736    0.0  

gi|109809891|gb|ABG46349.1|  acyl-homoserine lactone hydrolase [B   734    0.0  

gi|22095293|gb|AAM92135.1|AF478054_1  AiiA-like protein [Bacillus   734    0.0  

gi|19773593|gb|AAL98716.1|AF350927_1  AHL-lactonase [Bacillus sp.   734    0.0  

gi|75761848|ref|ZP_00741777.1|  N-acyl homoserine lactone hydr...   734    0.0  

gi|22095307|gb|AAM92142.1|  AiiA-like protein [Bacillus cereus]     733    0.0  

gi|22095279|gb|AAM92128.1|AF478047_1  AiiA-like protein [Bacillus   732    0.0  

gi|38564660|gb|AAR23790.1|  AHL-lactonase [Bacillus thuringiensis   731    0.0  

gi|52142068|ref|YP_084761.1|  metallo-beta-lactamase family pr...   731    0.0    


gi|30263417|ref|NP_845794.1|  metallo-beta-lactamase family pr...   729    0.0    


gi|33187778|gb|AAP97742.1|  AHL-lactonase [Bacillus thuringiensis   729    0.0  

gi|75766091|pdb|2A7M|A  Chain A, 1.6 Angstrom Resolution Struc...   729    0.0    


gi|66576014|gb|AAY51610.1|  AHL-lactonase [Bacillus subtilis]       728    0.0  

gi|19773605|gb|AAL98722.1|AF350933_1  AHL-lactonase [Bacillus thu   728    0.0  

gi|19773603|gb|AAL98721.1|AF350932_1  AHL-lactonase [Bacillus ...   727    0.0  

gi|90421374|gb|ABD93924.1|  AHL-lactonase [Bacillus thuringiensis   727    0.0  

gi|66576020|gb|AAY51613.1|  AHL-lactonase [Bacillus cereus]         726    0.0  

gi|34500091|gb|AAQ73629.1|  AHL-lactonase [Bacillus thuringiensis   726    0.0  

gi|49479488|ref|YP_037555.1|  metallo-beta-lactamase family pr...   726    0.0    


gi|67107096|gb|AAY67830.1|  AHL-lactonase [Bacillus thuringiensis   725    0.0  

gi|30021556|ref|NP_833187.1|  N-acyl homoserine lactone hydrol...   725    0.0    


gi|90421378|gb|ABD93926.1|  AHL-lactonase [Bacillus thuringiensis   725    0.0  

gi|66576018|gb|AAY51612.1|  AHL-lactonase [Bacillus thuringiensis   725    0.0  

gi|62945899|gb|AAY22194.1|  AiiA [Bacillus cereus] >gi|9042138...   725    0.0  

gi|85544298|pdb|2BR6|A  Chain A, Crystal Structure Of Quorum-Q...   724    0.0    


gi|22095283|gb|AAM92130.1|AF478049_1  AiiA-like protein [Bacillus   722    0.0  

gi|40388447|gb|AAR85482.1|  AHL-lactonase [Bacillus sp. SB4]        722    0.0  

gi|19773609|gb|AAL98724.1|AF350935_1  AHL-lactonase [Bacillus cer   721    0.0  

gi|40388445|gb|AAR85481.1|  AHL-lactonase [Bacillus thuringiensis   720    0.0  

gi|62945901|gb|AAY22195.1|  AiiA [Bacillus thuringiensis serovar    720    0.0  

gi|19773595|gb|AAL98717.1|AF350928_1  AHL-lactonase [Bacillus thu   720    0.0  

gi|90421370|gb|ABD93922.1|  AHL-lactonase [Bacillus thuringiensis   720    0.0  

gi|22095295|gb|AAM92136.1|AF478055_1  AiiA-like protein [Bacillus   719    0.0  

gi|33187780|gb|AAP97743.1|  AHL-lactonase [Bacillus thuringiensis   716    0.0  

gi|66576016|gb|AAY51611.1|  AHL-lactonase [Bacillus subtilis]       709    0.0  

Making a whole sequence for J37034

Step 1 combine forwards + reverse sequences

Ignored any discrepancies between the sequnences (there were very few) sequence 6 took priority (arbitrarily)

Sequence 5

Sequence 6

CATNCNTTCNTTTTCATTTTTTGAACCTTNTCAGGNTATGTCTCTGAGCG 50
GATCATTTGATGTTTTAGAAATAACAATAGGGGTTCCGCGCACATTTCCC 100
CGAAAAGTGCCACCTGACGTCTAAGAAACCATTATTATCATGACATTAAC 150
CTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAAAAAAAATCCT 200
TAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGATGAC 250 ---Restriction sites at start 5’
AGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGATCATT 300 ---aiiA gene
CGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTT 350 ---aiiA gene
TGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGATACAGG 400 ---aiiA gene
TATGCCAGAAAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTG 450 ---aiiA gene
TCGAAGGGCAGGTTTTACCGAAAATGACTGAAGAAGATAGAATCGTGAAT 500 ---aiiA gene
ATTTTAAAACGGGTTGGTTATGAGCCGGAAGACCTTCTTTATATTATTAG 550 ---aiiA gene
TTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTTTATAAATA 600 ---aiiA gene
CACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGAA 650 ---aiiA gene
GAATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGA 700 ---aiiA gene
AGGTGATTATGAAGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCC 750 ---aiiA gene
ATACTCCAGGGCATCAATCGCTATTAATTGAGACAGAAAAATCCGGTCCT 800 ---aiiA gene
GTATTATTAACGATTGATGCATCGTATACGAAAGAGAATTTTGAAAATGA 850 ---aiiA gene
AGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTTCAATTAAAC 900 ---aiiA gene
GTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGTTTTCTTTGGACAT 950 ---aiiA gene
GATATAGAGCAGGAAAGGGGATGTAAAGTGTTCCCTGAATATATAGCTGC 1000 --aiiA gene
AAACGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGNGCTAGT 1050 –-Unknown Presumably Junk
GNAGATCGCTACTAGTAGCGGCCGCTGCAGGCTCCTCGCTCACTGACTCG 1100 --Restriction sites at end 3’
CTGCGCTCGGNCGTTCGGCTGCGGCGAGCGGNNTCAGCTCCCTCAANGGN 1150
GNAATACGGTTTCCCNGAANCNGGGGAAACNCAGNAAGAANTGGGGGCNA 1200
AAGGCNGCA

There are no terminators, Ribosome binding sites or promoters present.
Alignment of sequencing against B0015 I ran four alignments, none of which showed significant alignment they are not all shown below is a typical result.

Conclusion : B0015 is not present
test            --CCAGGCA---TCAAATAAAACGAAAGGCTCAGTCGAAA-----GACTGGGCCTTTCGT 50

Sequencing      ACNGAGGCAAATNCCCAAAAAGGGATAAGGNGACNCGNAATGTGAAACTCAANTCTCCCT 60

                    *****    *  * ***  ** * *   *  ** **      ***      * * *

test            TTT--ATCTGTTGT----TTGTC-GGTGAACGCTCTCTACTAGAGTCACACTGGCTCACC 103

Sequencing      TTTCAANATATTGNAGCATTATCAGGNTATTTCTCATGAGCGGATACATATTGAATGTAT 120

                ***  *  * ***     ** ** **  *   ***   *   **  ** * **  *    

test            TTCGGGTGGGCCTTTCTGCGTTTATA---------------------------------- 129

Sequencing      TTAGAAAATAANCAAATAGGGTTCCGCGCACATTNCCCCGAAAAGTGCCACCTGACGTCT 180

                ** *            *  * **                                     

test            ------------------------------------------------------------

Sequencing      AAGAANCCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAATT 240

test            ------------------------------------------------------------

Sequencing      TCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTC 300

test            ------------------------------------------------------------

Sequencing      TAGATGAGCACAAAAAAGAAACCATTAACACAAGAGCAGCTTGAGGACGCACGTCGCCTT 360

test            ------------------------------------------------------------

Sequencing      AAAGCAATTTATGAAAAAAAGAAAAATGAACTTGGCTTATCCCAGGAATCTGTCGCAGAC 420

test            ------------------------------------------------------------

Sequencing      AAGATGGGGATGGGGCAGTCAGGCGTTGGTGCTTTATTTAATGGCATCAATGCATTAAAT 480

test            ------------------------------------------------------------

Sequencing      GCTTATAACGCCGCATTGCTTGCAAAAATTCTCAAAGTTAGCGTTGAAGAATTTAGCCCT 540

test            ------------------------------------------------------------

Sequencing      TCAATCGCCAGAGAAATCTACGAGATGTATGAAGCGGTTAGTATGCAGCCGTCACTTAGA 600

test            ------------------------------------------------------------

Sequencing      AGTGAGTATGAGTACCCTGTTTTTTCTCATGTTCAGGCAGGGATGTTCTCACCTGAGCTT 660

test            ------------------------------------------------------------

Sequencing      AGAACCTTTACCAAAGGTGATGCGGAGAGATGGGTAAGCACAACCAAAAAAGCCAGTGAT 720

test            ------------------------------------------------------------

Sequencing      TCTGCATTCTGGCTTGAGGTTGAAGGTAATTCCATGACCGCACCAACAGGCTCCAAGCCA 780

test            ------------------------------------------------------------

Sequencing      AGCTTTCCTGACGGAATGTTAATTCTCGTTGACCCTGAGCAGGCTGTTGAGCCAGGTGAT 840

test            ------------------------------------------------------------

Sequencing      TTCTGCATAGCCAGACTTGGGGGTGATGAGTTTACCTTCAAGAAACTGATCAGGGATAGC 900

test            ------------------------------------------------------------

Sequencing      GGTCAGGTGTTTTTACAACCACTAAACCCACAGTACCCAATGATCCCATGCAATGAGAGT 960

test            ------------------------------------------------------------

Sequencing      TGTTCCGTTGTGGGGAAAGTTATCGCTAGTCAGTGGCCTGAAGAGACGTTTGGCGCTGCA 1020

test            ------------------------------------------------------------

Sequencing      AACGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGTGCTAGTGTAGATCGCTA 1080

test            ------------------------------------------------------------

Sequencing      CTAGTAGCGGCCGCTGCAGGCTTCCTCGCTCANTGACTCGCTGCGCTCGGTCGTTCGGCT 1140

test            ------------------------------

Sequencing      GCGGCGAGCGGTATCAGCTCACTCAAAGCG 1170

Bazarly the sequence has no homology to the registry so I checked for open reading frames. I found one 
[image: image10.png]100 | [SixFranes | Frame from

B304,
B479.
B633.
8209,
LISt
8371

to Length

1050
697
848
325
109
478

747
219
216
17
109
108




So I tried to identify the protein encoded in the +1 reading frame of the reverse complement to the sequencing output.

ACNGAGGCAAATNCCCAAAAAGGGATAAGGNGACNCGNAATGTGAAACTCAANTCTCCCTTTTCAANATATTGNAGCATTATCAGGNTATTTCTCATGAGCGGATACATATTGAATGTATTTAGAAAATAANCAAATAGGGTTCCGCGCACATTNCCCCGAAAAGTGCCACCTGACGTCTAAGAANCCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGATGAGCACAAAAAAGAAACCATTAACACAAGAGCAGCTTGAGGACGCACGTCGCCTTAAAGCAATTTATGAAAAAAAGAAAAATGAACTTGGCTTATCCCAGGAATCTGTCGCAGACAAGATGGGGATGGGGCAGTCAGGCGTTGGTGCTTTATTTAATGGCATCAATGCATTAAATGCTTATAACGCCGCATTGCTTGCAAAAATTCTCAAAGTTAGCGTTGAAGAATTTAGCCCTTCAATCGCCAGAGAAATCTACGAGATGTATGAAGCGGTTAGTATGCAGCCGTCACTTAGAAGTGAGTATGAGTACCCTGTTTTTTCTCATGTTCAGGCAGGGATGTTCTCACCTGAGCTTAGAACCTTTACCAAAGGTGATGCGGAGAGATGGGTAAGCACAACCAAAAAAGCCAGTGATTCTGCATTCTGGCTTGAGGTTGAAGGTAATTCCATGACCGCACCAACAGGCTCCAAGCCAAGCTTTCCTGACGGAATGTTAATTCTCGTTGACCCTGAGCAGGCTGTTGAGCCAGGTGATTTCTGCATAGCCAGACTTGGGGGTGATGAGTTTACCTTCAAGAAACTGATCAGGGATAGCGGTCAGGTGTTTTTACAACCACTAAACCCACAGTACCCAATGATCCCATGCAATGAGAGTTGTTCCGTTGTGGGGAAAGTTATCGCTAGTCAGTGGCCTGAAGAGACGTTTGGCGCTGCAAACGACGAAAACTACGCTTTAGTAGCTTAATAACGCTGATAGTGCTAGTGTAGATCGCTACTAGTAGCGGCCGCTGCAGGCTTCCTCGCTCANTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGCG
Protein produced

MSTKKKPLTQEQLEDARRLKAIYEKKKNELGLSQESVADKMGMGQSGVGALFNGINALNAYNAALLAKILKVSVEEFSPSIAREIYEMYEAVSMQPSLRSEYEYPVFSHVQAGMFSPELRTFTKGDAERWVSTTKKASDSAFWLEVEGNSMTAPTGSKPSFPDGMLILVDPEQAVEPGDFCIARLGGDEFTFKKLIRDSGQVFLQPLNPQYPMIPCNESCSVVGKVIASQWPEETFGAANDENYALVA
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Descriptions

Tite Pssmid huls:Dom E-value

MIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

[+]cd00093, HTH_XRE, Helix-turn-helix XRE-family like proteins. Prokaryotic DNA binding 28977 0.0003

[+lsmart00530, HTH_XRE, Helix-turn-helix XRE-family like proteins 47831 Nn 0.0005

[+]pfam01381, HTH_3, Helix-turn-helix. This large family of DNA binding helix-turn helix 41431 No 0.0008
[+ICOG1974, LexA, SOS-response transcriptional repressors (RecA-mediated autopeptidases). 32157 Yes 2e-36
[+/C0G2932, COG2932, Predicted transcriptional regulator [Transcription]. 32756 Yes t1e7

Search for ‘domain architectures




This is some kind of DNA binding protein 
A BLAST search using the sequenced DNA shows 100% homology to several known cloning vectors. And significant homology to >30.
I conclude that the plasmid in the well which should contain B0015 is in-fact a common non-registry cloning vector.
>B0034

aaagaggagaaa

+ restriction sites.

ctggaattcgcggccgcttctagagaaagaggagaaatactagtagcggccgctgcagtccgg
The good news is that B0034 is fine. It is exactly as expected.
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Results of search
Number of sequences
2

Alignment score
393

Sequence format
Pearson

Sequence type
nt

ClustalW version
1.83

JalView 
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Output file
clustalw-20060923-13224812.output
Alignment file
clustalw-20060923-13224812.aln
Guide tree file
clustalw-20060923-13224812.dnd
Your input file
clustalw-20060923-13224812.input
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To save a result file right-click the file link in the above table and choose "Save Target As".
If you cannot see the JalView button, reload the page and check your browser settings to enable Java Applets. 
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Scores Table 
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Bottom of Form

SeqA Name               Len(nt)  SeqB Name               Len(nt)  Score

=======================================================================

1    sequence           1168     2    B0034restriction   63       93   

=======================================================================

PLEASE NOTE: Some scores may be missing from the above table if the alignment was done using multiple CPU mode. Please check the output.
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CLUSTAL W (1.83) multiple sequence alignment

sequence              TTNGTTCACCCNAGTGCCGACTCCCNGTNGGNGGAAACTACGATACGGGNGGGCTTCCCT 60

B0034restriction      ------------------------------------------------------------

sequence              NTGGCCCCAGGCTGCAAGATACCGNGAGNCCNCGCTCNCCGGCTNCAGATTNTCAGCNAT 120

B0034restriction      ------------------------------------------------------------

sequence              AACCCANCCAGCCGGAAAGGCCCGAGCGCAGAAGTGTCCTGCAACTTATCCGCCTCCATC 180

B0034restriction      ------------------------------------------------------------

sequence              CAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGC 240

B0034restriction      ------------------------------------------------------------

sequence              AACGTTGTTGCCATGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCAT 300

B0034restriction      ------------------------------------------------------------

sequence              TCAGCTCCGGTTCCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAA 360

B0034restriction      ------------------------------------------------------------

sequence              GCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCA 420

B0034restriction      ------------------------------------------------------------

sequence              CTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTT 480

B0034restriction      ------------------------------------------------------------

sequence              TCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGT 540

B0034restriction      ------------------------------------------------------------

sequence              TGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTG 600

B0034restriction      ------------------------------------------------------------

sequence              CTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGA 660

B0034restriction      ------------------------------------------------------------

sequence              TCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACC 720

B0034restriction      ------------------------------------------------------------

sequence              AGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCG 780

B0034restriction      ------------------------------------------------------------

sequence              ACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAG 840

B0034restriction      ------------------------------------------------------------

sequence              GGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGG 900

B0034restriction      ------------------------------------------------------------

sequence              GTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAAACCATTATTATCATG 960

B0034restriction      ------------------------------------------------------------

sequence              ACATTAACCTATAAAAATAGGCGTATCACGAGGCAGAATTTCAGATAAAAAAAATCCTTA 1020

B0034restriction      ------------------------------------------------------------

sequence              GCTTTCGCTAAGGATGATTTCTGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATAC 1080

B0034restriction      --------------------CTGGAATTCGCGGCCGCTTCTAGAGAAAGAGGAGAAATAC 40

                                          ****************************************

sequence              TAGTAGCGGCCGCTGCAGGCTTCCTCGCTCANGGACTCGCTGCGCTCGGTCGTTCGGCTG 1140

B0034restriction      TAGTAGCGGCCGCTGCAGTCCGG------------------------------------- 63

                      ****************** *                                        

sequence              CGGCGAGCGGTATCAGCTCACTCAAAGC 1168

B0034restriction      ----------------------------

                                                  


It is there in sthe sequence from the other direction too
equence              TTTTGATGTTTTAGAAAAATAACAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCA 60

B0034restriction      ------------------------------------------------------------

sequence              CCTGACGTCTAAGAAACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACG 120

B0034restriction      ------------------------------------------------------------

sequence              AGGCAGAATTTCAGATAAAAAAAATCCTTAGCTTTCGCTAAGGATGATTTCTGGAATTCG 180

B0034restriction      --------------------------------------------------CTGGAATTCG 10

                                                                        **********

sequence              CGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGTAGCGGCCGCTGCAGGCTTCCTCGCTC 240

B0034restriction      CGGCCGCTTCTAGAGAAAGAGGAGAAATACTAGTAGCGGCCGCTGCAGTCCGG------- 63

                      ************************************************ *          

sequence              ACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCG 300

B0034restriction      ------------------------------------------------------------

sequence              GTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGC 360

B0034restriction      ------------------------------------------------------------

sequence              CAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCACAGGCTCCGC 420

B0034restriction      ------------------------------------------------------------

sequence              CCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGA 480

B0034restriction      ------------------------------------------------------------

sequence              CTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACC 540

B0034restriction      ------------------------------------------------------------

sequence              CTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCAT 600

B0034restriction      ------------------------------------------------------------

sequence              AGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTG 660

B0034restriction      ------------------------------------------------------------

sequence              CACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCC 720

B0034restriction      ------------------------------------------------------------

sequence              AACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGA 780

B0034restriction      ------------------------------------------------------------

sequence              GCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACT 840

B0034restriction      ------------------------------------------------------------

sequence              AGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTT 900

B0034restriction      ------------------------------------------------------------

sequence              GGTAGCTCTTGATCCGGCAAACAACCACCGCTGGTAGCGGTGGTTTTTTTTGTTTGCAAG 960

B0034restriction      ------------------------------------------------------------

sequence              CAGCAGATTACGCGCAGAAAAAAAAGGATCTCAAGAAGATCTTTTGATCTTTTCTACGGG 1020

B0034restriction      ------------------------------------------------------------

sequence              GTCTGACGCTCAGTGGAACGAAACTCACGTTAAGGGATTTTGGTCATGAGATTTTCAAAA 1080

B0034restriction      ------------------------------------------------------------

sequence              AGGATCTTCNCCTAGATCNTTTNAATTAAAAATGAAGTTTTTAATCATCTAAGTNNTNTG 1140

B0034restriction      ------------------------------------------------------------

sequence              AGTAANCTNGGTCTGAAGT 1159

B0034restriction      -------------------
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