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Filename skewer_SW042-trimmed-pair2.fastq

File type Conventional base calls

Encoding Sanger / Illumina 1.9

Total Sequences 730

Sequences flagged as poor quality 0

Sequence length 29-76

%GC 42

Per base sequence quality



Per tile sequence quality



Per sequence quality scores



Per base sequence content



Per sequence GC content



Per base N content



Sequence Length Distribution



Sequence Duplication Levels



Overrepresented sequences

Sequence Count Percentage
Possible

Source

CTCTATAAGTGACAACAATTCACGTTTGAGATTAATTTTCTTAAATTGAATGAGCT 2 0.273972602739726 No Hit

CCTAAATACAGACGTCTGAAGCTTTCGGTTCGGACTGTACTGTATAG 1 0.136986301369863 No Hit

CAAATGAAAAAAAAAATTATAAACGAACTTGCAGCTCGAGTTCTTCCGGTATCACA 1 0.136986301369863 No Hit

CAATGTAACCATGTCGACTAAATGGACAATGTAACCATGA 1 0.136986301369863 No Hit

GTATCAATCCTGAATTCTTCAAAACAGTC 1 0.136986301369863 No Hit

GTCTTAGTCCTAGCCTTAGTCCTAGCCTAAGTCCTAGTCTTAGTCCTAGCCT 1 0.136986301369863 No Hit

GTTATGTCGAGCACCACGCTGAGCCTCAGCGATGGCTGCACTCTCTGCGAT 1 0.136986301369863 No Hit

CTGGCCAAGTGCTCGTGGCATGGTGTTACAGAATAATAATTTCCATGAAA 1 0.136986301369863 No Hit

ACTAAGTGGAGAGGGTAATACAAATGGTGCTTTAGCATACA 1 0.136986301369863 No Hit

CATGAGTTCAACTAAATCATATTGCTCTTTAACGGGTCCATG 1 0.136986301369863 No Hit

CCAAATGACTTTGCGTATAAATAGCATTAGAGATTTCTTGGCAGA 1 0.136986301369863 No Hit

CTGTAGTGTTGACCCTATACTCCGAATGGAGTG 1 0.136986301369863 No Hit

GGGATATAGCCAACTGGACAGAAGAGAAAACAGCCACCCCCAAGGTTGGGA 1 0.136986301369863 No Hit

GATTGTAGCTTTGCCACAATATAAGACATA 1 0.136986301369863 No Hit

CTAGAGAGCAATTAGGTTGTTAGCTGATGGTA 1 0.136986301369863 No Hit

TCCATACACTCTTCTCTGACTCAAACAACTATATCCAAACTGTGCATTCATTATA 1 0.136986301369863 No Hit

GTGCTGGATACAGCCATCTTAGTCTTCTTTCTTACTTCTCTTTTTCA 1 0.136986301369863 No Hit

GTGTATGTGTGTCTTGTTGTTATGTCTGACTTCTTCACTTCGTTCTTTTT 1 0.136986301369863 No Hit

GTATAATGAACCGGTAGCTAAATCATACTGAATATATGGGGG 1 0.136986301369863 No Hit

GCAATTTCTGCAGGTCATGTTCGCTGTAAGA 1 0.136986301369863 No Hit

TCCTTATACACATACTAAAATTGACTCAATTAA 1 0.136986301369863 No Hit

CCTTGAATTAAACTTTGCCTACAAGTATATAGTCTCAAGCAGTATCA 1 0.136986301369863 No Hit

ACCCCCTTTTTCCTTTTATTGTCGCTAAACGGGGCCAACAGGGCCCCTTT 1 0.136986301369863 No Hit

TTACAATACCGTGGATAAGGATAAACAAAAATGTAAA 1 0.136986301369863 No Hit

ATCATAGACTATGATAAGATCTGGACCAAGTGGCCA 1 0.136986301369863 No Hit



ATCATAGACTATGATAAGATCTGGACCAAGTGGCCA 1 0.136986301369863 No Hit

CTCACAGTCCATCCACTCAACTCACAGTCCATCCACTCAAC 1 0.136986301369863 No Hit

CTTTAAAGCTTGAGGATCGTCTGTTAATATATTCACAATAAGATATTATATAGGA 1 0.136986301369863 No Hit

GTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATAATCAGA 1 0.136986301369863 No Hit

ACTCATTACTGGAACAACAGAAGGGCAACATAGACTCATTACTGGAACAACAA 1 0.136986301369863 No Hit

CCATACATTATCCCTCATTAGCTACTCTGTGGGTTTCA 1 0.136986301369863 No Hit

CAATAAGTAAAAATACAGGCGATGCGCATGATGACGTCACTTCTGGTGTA 1 0.136986301369863 No Hit

TTTGTAACGTGCGCGACACTGGAAACGGGCATCTGATATCTACTACCAC 1 0.136986301369863 No Hit

ACTGCCAAGACCCTTCTACACCTCCACGCGGT 1 0.136986301369863 No Hit

GGATAATTTCCAAATATCTGAAATGAGAAATCCACAGAAAATATGCAGAAATTC 1 0.136986301369863 No Hit

TACTGTACCCATGTCATCAGCCGGACTCA 1 0.136986301369863 No Hit

TGTCTATAGAGAATATGTTTGGGGATGCTA 1 0.136986301369863 No Hit

GGACAGGACATCACAGCTGTTCCCATCTACTTGGGC 1 0.136986301369863 No Hit

ATTGAATAATATATATATATATATATATATATATGTCTTGGATTTGTCAA 1 0.136986301369863 No Hit

CTAACGTGCAATAACATGTATGAATAGCGAATTCGCATAACA 1 0.136986301369863 No Hit

GAGGAATGGAGGACAGAGCGGTTAGGAAATCTGTTTTTCTAGTA 1 0.136986301369863 No Hit

GTGAACGAGTGCCCATCTGCTGAGTTATGGATGAACCATTG 1 0.136986301369863 No Hit

GTATTAGTCTCAGTCTTATTCTCAGTGTTAGTCTTAGTCCCGATCTTAGTCT 1 0.136986301369863 No Hit

CTGTTGTTTTGTGTGTATAGTATAAATTTAAA 1 0.136986301369863 No Hit

CTTCAGCACACCTTGCTGTAGTGCTTGTTATGCAATGCTTCT 1 0.136986301369863 No Hit

TAATCCAACTGACATGTTATATTAAGTTGGGTTATCTGA 1 0.136986301369863 No Hit

TTATCAAAGTTCGCATTTGCTGCTGTTGTCCATGCCGCAATGCCATACTCGA 1 0.136986301369863 No Hit

CTGCTCCTCTACCATAAGGTGTAGCTGCTCTGTTACCATAAGGTGTAGA 1 0.136986301369863 No Hit

ATATGTCCCAGTATGTGGGGCTGCCCAGGACTGGGACACA 1 0.136986301369863 No Hit

TCTGTACTCTATCTAGCGATGTATTTTTATGTTCTGGTAAT 1 0.136986301369863 No Hit

CTACCTATCTGTATATTTATCTCTTATTCTCTGTCTCAGTAAATTG 1 0.136986301369863 No Hit

GTTATTTCCTCACCCTTGCTTGCCCTGTACTAAGACCTGTAGCATGGTAT 1 0.136986301369863 No Hit

AGACGAGAGAGTGAGGATAAAAAGTTTCGCAGTTAATCCTTACTAAAAATAGCGT 1 0.136986301369863 No Hit

GTTAGAGGCCGAACACTAATCGTCTCTCTAACATATGGAGATGTCTGTA 1 0.136986301369863 No Hit

ACACTAATTGCCTGTAAGATCACATTATAAGAA 1 0.136986301369863 No Hit

GTCTTTACCATGCCGGCAACAGTGGTTGTAAA 1 0.136986301369863 No Hit

CCGAACATACTGGTTACACCAAAAACGATGCCTATTACCAGTTGAACAG 1 0.136986301369863 No Hit

CCTCCACTCAATTGAGTGGGGGGAACTGATACTAGAGATTGTTGGACCAG 1 0.136986301369863 No Hit

GGTCTCACTCTTCCAGTATACAGTTTCAT 1 0.136986301369863 No Hit

CATCTCTTGTTCTTTCCCATACACATGTGTG 1 0.136986301369863 No Hit

TTTATAGACTACATTACTTTCCAAATTTCCTA 1 0.136986301369863 No Hit

GTCAGGTATTAGTAGTGAGTCAGGTATTAGA 1 0.136986301369863 No Hit

ATATATGACAGATATGGAAACCCAATCTTCGAAAGAAAGGAGGTA 1 0.136986301369863 No Hit

CCAAGGATGTTGAATCAGCATGACCTCCCTTTCCCCATCAATC 1 0.136986301369863 No Hit

CATCATCACGGACAGAGGACAACACACACGAGACTAA 1 0.136986301369863 No Hit

GCGACTCATAGCTGACAGCAGCCACCGACTCGTAGCTGACAGCGGTCAACGACTCA 1 0.136986301369863 No Hit



GGGTCGTTTGTTCTCAATCTTGCACCACCAAGCCCTGATATGGCTTAAGTAGA 1 0.136986301369863 No Hit

GCATAAATGTCTGTAGTGCCAATCTTGAACTTGTTGTA 1 0.136986301369863 No Hit

GTCTTTAGAGGGTCTATTTCCAGCACCCGTTCAATATTAGCCAGACCGA 1 0.136986301369863 No Hit

GGCTGTTCTTGTTTCCAATACCTGGTATATTTTCTGCCACTACCGGAA 1 0.136986301369863 No Hit

AACTAGACTACTACTACTACTACTACTATTGCAACTAGAACACTACTAC 1 0.136986301369863 No Hit

GTCAAACGAAAGACCTTGACACAAGCGTCAGCATGGAG 1 0.136986301369863 No Hit

ACACTGGCAGGAGTTTACCTCCTGGCTGAGTCAACCAAGCCAGACATATC 1 0.136986301369863 No Hit

CATTAACAGAACACAAAATTATAATTCAAATTTCGTACTTA 1 0.136986301369863 No Hit

ATCTACTGCAACTCGGCTGTGAGGTATTGCCATATCCACCTTACAGTGCAGACC 1 0.136986301369863 No Hit

TGTTTGTGGTATCCAAAGTACACCTCTCTTTCTATCTCGCGTGTCTTGTCTTTCA 1 0.136986301369863 No Hit

TTCTACGAGTCTGCTTCTCTCAAACACTTTCTCTACTAATCTG 1 0.136986301369863 No Hit

TGGTAGTAGTGGTGGTTGAAACGTTAGTGGTAGTAGTGGTGGTTGAAACGTTAGTA 1 0.136986301369863 No Hit

CTCTTTATGTGTCCCCATTTCTTCCACTGCCGCCCTCAGTGCCA 1 0.136986301369863 No Hit

TTCATTGTCTGTCCTGTGCCGATAATGATG 1 0.136986301369863 No Hit

TCACAATACAACGAATACTTCAGATAGCCGTATCTATTTCCCTCATATAA 1 0.136986301369863 No Hit

TCCCTAGCTGTCAATGAGGTATCCATTTACAGCTGGGTTGACTGGAGA 1 0.136986301369863 No Hit

GAGAAGGGAAATACCTCTGTGATTTTCACAT 1 0.136986301369863 No Hit

CCTTAAAGAGAAACTAATTCTCATACAGCAACAATCAGGCTTCAGG 1 0.136986301369863 No Hit

CTTGAGCTATGGATATGGATGACGTTCTGGAGTCGATCAGTGACAA 1 0.136986301369863 No Hit

TTCTTCTTCTTCTTCATTCGTTCTCAATCTCCAACTAC 1 0.136986301369863 No Hit

GAGATAATATAGTCAATTTATAGATATATTTGGATAAGGACGGGTA 1 0.136986301369863 No Hit

AGTCACTAGTTTAGTCATACTTGTCAGTCAC 1 0.136986301369863 No Hit

GTAGTGGTATAATGGTAGTGGTATAACGGTGGGGGTTTAACGGA 1 0.136986301369863 No Hit

GTACCGAAACTTGTAGACAAATCTCATCTGTAAAGAAA 1 0.136986301369863 No Hit

TCACAGCACTAAAAAGGCAAACAAATTCTA 1 0.136986301369863 No Hit

CCACCAAACATAGGAAAACTCGACACAAACACCGGAGCAAGT 1 0.136986301369863 No Hit

GCAGTGAAGAGATATGCTCAGACAACTTAGGACCAGT 1 0.136986301369863 No Hit

ATCAATGACCGCCTCTTTGAAGTTGACACTGCAATAGATT 1 0.136986301369863 No Hit

CACCTGATGTCCGAACATAGATTTTCTTGTGTCATTTACCTAA 1 0.136986301369863 No Hit

GGAGCATTCCTGAACCTACCAAATGGCAGA 1 0.136986301369863 No Hit

CTGTGTACCCTAAATATTTTAACATTGTGTCCAATTCAGTCAGAATG 1 0.136986301369863 No Hit

GCGCGAGGCTACCATGTGGGGGATTACAGCCGAACCC 1 0.136986301369863 No Hit

ATATATGAGTCTGTTCGGTGATGTCGTTATTGTATAACATAGCCA 1 0.136986301369863 No Hit

AGCTACCACTGATGATGATGTTTTGATGA 1 0.136986301369863 No Hit

GATTGGATGTGCACATCTATTTTTATATCAAGTGAATG 1 0.136986301369863 No Hit

CTGTGTGTGTGACTGATAGATATGTATGTGGCTGATAGATGTGTGTGAGAGA 1 0.136986301369863 No Hit

GTTCTGCAACAAATACAACACAGAATGGAGGGGG 1 0.136986301369863 No Hit

GAGAACAGACCACACCAGACTGAGAACAGACCAG 1 0.136986301369863 No Hit

GTGTGGTCAATGGCCCACACTGAGAGTAGCCTGGGGA 1 0.136986301369863 No Hit

GATTGAAACCCTGCAACGTTATTGGTCATAAA 1 0.136986301369863 No Hit

ACATAACACTACATAACACTACAGCACACTACACA 1 0.136986301369863 No Hit



ACATAACACTACATAACACTACAGCACACTACACA 1 0.136986301369863 No Hit

CAGACAGACCGACCGACCAACAGACCGACA 1 0.136986301369863 No Hit

ACTATACATTAAGCTGCGTACTGTAAAATCTTAAATTTAATGCCATTTCT 1 0.136986301369863 No Hit

GTTCATGCTCACATGAACGACCTAATCATGCTCAGTAGTTTAGGTGGGC 1 0.136986301369863 No Hit

GCTACTGGCTACTGCCAGCTATACATCGCTACA 1 0.136986301369863 No Hit

GCGGAGCAGCGCATGGGCTGCAGCGGTCAACGACCCATAGCTGACTGC 1 0.136986301369863 No Hit

CTTCCAGACTTTGTCAAATGCCTTTTCCAGGTCCACCCAAACAGCTACAA 1 0.136986301369863 No Hit

CTGGAAAGCCATGAAGACTAGAACATAAACT 1 0.136986301369863 No Hit

CCCCACAATCTCTCAAACATATGCCCGCCCTATCCA 1 0.136986301369863 No Hit

GTAAGATTTCTCTTTTCCACGCCCTGAAAAAGGCGTCAAATGTCGGGTTGTAGTAA 1 0.136986301369863 No Hit

GCACTGGTGATGGCCGCATGTGCTTTCTCTGGTCCTCATATGC 1 0.136986301369863 No Hit

GGCCATGACGCTAGCAGTCAGCTGTAGGTCGC 1 0.136986301369863 No Hit

GGAGAAGGGATCGAAGCTAACCCGGTGCTAAAAAAATGCCAGCTGAAGTCAGAA 1 0.136986301369863 No Hit

CAGCTACACAATGAACGTTCTATCAAGCACAGCTACACAATGAACGTTCTATC 1 0.136986301369863 No Hit

AACCTCTAAATCCTTGTCAATGTGCTCATTGGAGCAACACCACTCCCTTT 1 0.136986301369863 No Hit

ACGTGTACCAGGAGAGAGAGAGACGTGTAGCA 1 0.136986301369863 No Hit

GAGTGAAACTGAAGGACGGTGTGGTAGGGGTGGAAA 1 0.136986301369863 No Hit

GCCAGCCACTAACTACCTTATCAGCCACTAATCAA 1 0.136986301369863 No Hit

GCTACAAGCTGACTGAAGAGAGGTCCAGGTA 1 0.136986301369863 No Hit

CTTCATCTGTCTTCAGGAGCCTTTCTGTGGTGTC 1 0.136986301369863 No Hit

CAATAAACTGGTTGTAGACAGACTCTGTAGAGCC 1 0.136986301369863 No Hit

ATTCCGATGTTCTTGGAGGTTATGTCCATCTGAATA 1 0.136986301369863 No Hit

CTAAGAAGTAATGTTCGTGGGAAAATGTACAAGTGGATCAACCACTA 1 0.136986301369863 No Hit

GGCGTCATCTATGCTGCTCTTTAAAAAACCACATAA 1 0.136986301369863 No Hit

CTACAACCTTATCTGCTTTGATAGTAACTACAACTCGTATCTACTCCA 1 0.136986301369863 No Hit

CAGAAAGACACTGGACTAAAACAGAAAGACACTGGACTAAAACAA 1 0.136986301369863 No Hit

TTTGTAAGCATTTCATTAGATTTGAGACATCATTCT 1 0.136986301369863 No Hit

CCATTGTTCTTTCACCGTCGTAGAGTTGGGAAAGACTGGCC 1 0.136986301369863 No Hit

GTCGTATCTTACCGGGACGAAGGCCTGACCCCTCAGTGATGTTGGAG 1 0.136986301369863 No Hit

TTTAAAATGTGATATTGGGTAATCAGACACATAAAAATAGACCA 1 0.136986301369863 No Hit

GAACAATCGACTGATTTCTGTATCGGAATTGAGTCTCC 1 0.136986301369863 No Hit

AGTTTATAGTGCATCCAGAGACCACATGAGGTTGGGA 1 0.136986301369863 No Hit

AAAAAAAAGTGCTTGCTGGTCGGATGTGTTGGACCGAAAGGTGCAAATAT 1 0.136986301369863 No Hit

ATGTGATGTCAAAGAATACATTAACATTAATGAAA 1 0.136986301369863 No Hit

GCGAAACACCAACTAGCCCACTTAAGCAGAGAAACA 1 0.136986301369863 No Hit

GATGAAGGCGATGGCTATAGACGAGATCATA 1 0.136986301369863 No Hit

ATGCATGAAACTACTTCTTTTCAGTCTTCCCA 1 0.136986301369863 No Hit

AGGTGAAACATACTGATCAGGCTATGCTAGTCAGAGTCAAGTGAAAT 1 0.136986301369863 No Hit

GCACAAGGGCATCCGCCTCTGCAGAAGTACAGATCGAC 1 0.136986301369863 No Hit

CATATAGCTGAGCCTTTGAAATGTGAGATCGC 1 0.136986301369863 No Hit

GGAAATGTTAGACAGTGAAACACCCTCCCTAGACCTGTCTATATCA 1 0.136986301369863 No Hit

CTGCAGTCAGAGAAACTCCGAAGACTGACTGACCATCCAATGCACCAGAGA 1 0.136986301369863 No Hit



CTGCAGTCAGAGAAACTCCGAAGACTGACTGACCATCCAATGCACCAGAGA 1 0.136986301369863 No Hit

AGTCCGCCCTGTGACGGAACCCCTTCGCTGCAGGAACAAATAAATATGGTTG 1 0.136986301369863 No Hit

GCTTCCACGTCTGGGAAGGGCCCGATCAGCCCGCCCCGCGCTGGTAGCAGCTGGA 1 0.136986301369863 No Hit

CTACGACACAACGCATTCTGTTCTCTGGAC 1 0.136986301369863 No Hit

TTTGTAATGACAGTTATGAGGCAACACTCAGAAAAA 1 0.136986301369863 No Hit

CCTTCACCCTATGTCCCCGCGGAACCAAGAGAATGGTCTTCACTCATTACCCTGTTAT 1 0.136986301369863 No Hit

CCTTCAGGCTGAGGACTGGACATAATAAAAGGTCATCTTTACAACAAA 1 0.136986301369863 No Hit

ATCCAATCCCACTCCCTGTGATGACAACGTTTGAGAACTAACTTGGTCAACA 1 0.136986301369863 No Hit

CAAATCACACGTGTACATCAACAATTCCGATATTGCAAAGTGGTCAT 1 0.136986301369863 No Hit

GTGTGATATAATGACATGTGTGATGTAATTAC 1 0.136986301369863 No Hit

GATAGTTACCTCAGTGATGGAGATTCAGATTGT 1 0.136986301369863 No Hit

AAATAAAACATGCTGTGGCATAGGATGCTAACA 1 0.136986301369863 No Hit

CCTTTGGGTAGAGCCGGGCAAGTTTTTAA 1 0.136986301369863 No Hit

GTCGTTTATCTTTCCATATATGTTTCAATCATGA 1 0.136986301369863 No Hit

AGAGACAACTTTGCATATGTAGGCATACTCTGAGTA 1 0.136986301369863 No Hit

ATAAAGACCTATCGCTCTCGAGTATGGAGGTCAGAG 1 0.136986301369863 No Hit

GTCTTAGAGTGGTTGTGAGGCTGTCTGAGA 1 0.136986301369863 No Hit

ACATCAGTGTCTGCTAATTGGACTATAATTACATTGTCCACGCC 1 0.136986301369863 No Hit

GTCATCCTGAGGCGGTTGACACTGCCATAAAGCTTGTA 1 0.136986301369863 No Hit

CTTTCGTTAATTCCTTCACTTACAGGGGACACAATGAAAAGAATGACAGT 1 0.136986301369863 No Hit

TTCCACTCCTACTATCTGACAGAGTTCCTTTATTAACCATGTCCTTGAAGT 1 0.136986301369863 No Hit

GTGATCCCTAGGCTTAGTACTCAATTCACTTAGGATATAC 1 0.136986301369863 No Hit

CTAGAAGAGGTTACTCGTTGAAAAGATAACGTGAGATCAGAAA 1 0.136986301369863 No Hit

TCCTGAGGCTGTCGACACTGCCATAGAGCTTGTCTAGTGTTGCCACTGGTGAT 1 0.136986301369863 No Hit

GATAACGCCATGCTGCTGGATGCTACTCTCCTC 1 0.136986301369863 No Hit

GATGGAAGCATACAACCTAACGAAAGAGTTAAGCATCCTG 1 0.136986301369863 No Hit

ATAAGTAGGACATGAAAGTTCACTGTCTGTGTGTTAAGAAGTGGAAAG 1 0.136986301369863 No Hit

CTATTAGTTGTAGCAGGAAGATTTTAAAGTAACTTA 1 0.136986301369863 No Hit

GGGTGAGGCAAAACCAGAGCTTTGCGCAACCATTTCACAGAGTCCAA 1 0.136986301369863 No Hit

GATGGGTGGGAGTCGGTGTGTGTGTGGGTGTGTCTCCAC 1 0.136986301369863 No Hit

AGGTCGATATGTCAGTGGCAGGGGGTGTAGGTCGATAT 1 0.136986301369863 No Hit

TCGTTTGGCTGCATGAATTTGCCATTTAGACGTAACTTGGTATTTTGAG 1 0.136986301369863 No Hit

CAGTTATCCAAGTAGGATCGTGTCATCTAAGGAACCTCGACTGA 1 0.136986301369863 No Hit

GTGCATAGGCATATTGCAGACGGACGATATATTCGGGAGTCCCCTGTAAAAGTTCT 1 0.136986301369863 No Hit

GCCTTCAGCTTCGTCTGTAGACTAATGCCACTACGATGTCAAACATTGGTGTACAA 1 0.136986301369863 No Hit

ATCTTCTGTGTCAGCTACTATTACTTGTGTAAGGTTAGGACACGGA 1 0.136986301369863 No Hit

CTAACCACTCTACCACACCGGCCCTCTAACCACTCAACCAAACCGGCTCTC 1 0.136986301369863 No Hit

GTGGAAGAAATGGTGACACATAAAGAAAATGAAA 1 0.136986301369863 No Hit

GGCTCATTTACCGTACTTTTTTGGGGCCCACAGGAGCACACA 1 0.136986301369863 No Hit

ACGTAGTAGTGAGCGACATGCAGATGAAGCCA 1 0.136986301369863 No Hit

GTTTTAATTCTTTCTCGCATTTTCTCAATTATAACTCGGTCTTTGTATGTGATATT 1 0.136986301369863 No Hit



TCCTAAGGGTTTGCTTCCCCGGAGTAATGGCA 1 0.136986301369863 No Hit

GTCTTTGGTTCCACAGCTGAGAACAGACGA 1 0.136986301369863 No Hit

CCATAAGACAAGGCAATGACAGCCTCCATACGAAAAA 1 0.136986301369863 No Hit

ATGAGATTACGTCAGTAAATCAAATCACATCA 1 0.136986301369863 No Hit

ATACAATATTATCCCTTTCAAATAAATAACAGAACACCAAAA 1 0.136986301369863 No Hit

GAAGCAAGGAAGACATAGAGAAAGTGTTCATGCCTAACAGTCACAAA 1 0.136986301369863 No Hit

CTGTATGTTTGTGCAGTTTTTCAAGATTTTTACCTTCACCTCTTATA 1 0.136986301369863 No Hit

GACGGAGGCTCTCCCTTTCCACCTGGACCGTGGTCTTA 1 0.136986301369863 No Hit

ATGCGCAACTCTCCTTTACTATAATCAAATTCACGCGCAAATCACGTCATT 1 0.136986301369863 No Hit

ATGTGATACTAACACTCAATTCCTACTAA 1 0.136986301369863 No Hit

GCAAATGCCAACTCTGACATGCACTATCTTTCAGTACAGTCTTTGATGACATA 1 0.136986301369863 No Hit

CTAATGAACGAGCAAATATGGCGGATATAAACTAAG 1 0.136986301369863 No Hit

GTCTAATACCAGCGTACGTTCATTATTAGACCA 1 0.136986301369863 No Hit

CAATAGCAGTGTTGCTGCTTGATAAAATTAACTGTACAAATAGCT 1 0.136986301369863 No Hit

CAACCATATGAAGAATGGACCAAGGAAGCTCAGAAAAATGAAGGAA 1 0.136986301369863 No Hit

GAAGAAGAAGAAGAAGAAGAAGAAGAGAAAGAAGAAGAA 1 0.136986301369863 No Hit

ATATCAAGCAGTGAGTTATAATGCAACTATAGCACA 1 0.136986301369863 No Hit

GCAACATACTGGTCGGTCATGTTAGTCAGGGTCAGGAGCAAC 1 0.136986301369863 No Hit

CTTATTGTGTGTAACTTATTGGATAGGCCCTA 1 0.136986301369863 No Hit

GACATGCACTGACTTTGCCCAACTCAGCAA 1 0.136986301369863 No Hit

GCCTTGTTGTATGTCAGGGGCCTCAAAATTGCGGTATATGTCCCTCCAAA 1 0.136986301369863 No Hit

GTTCAGAGACTAATGTTGAAGTCTACTGATCATGTCACGCCACTGTCCTCTGTTAGTC 1 0.136986301369863 No Hit

CTATTCCACCTCTACATTATGGCCATGGAAACATGCT 1 0.136986301369863 No Hit

GATGGCAAATTACTAAATCCCAGAAGAATA 1 0.136986301369863 No Hit

GTAAAGCATAGCACAATCGCCTGGAGGATCCAAGTCTACAA 1 0.136986301369863 No Hit

CACAACTTCTCTTCTATCATACACAACTTCTCTTCCACTA 1 0.136986301369863 No Hit

TACCAGAGCCGGTTGATTTGATGGAGTTCTGTCGCAGACGGTAAAA 1 0.136986301369863 No Hit

CCTTAGCCAGTCTGCTCAGTTGCAGCCTGTTATCCAGGATCACCGCA 1 0.136986301369863 No Hit

CTGTTATCTGACTCTTTGTAACTACAATTATA 1 0.136986301369863 No Hit

CCCCTACCCGTATGATGCAGTGTTCAACCGAAACAAGGACCGGGTCAAA 1 0.136986301369863 No Hit

CTAGGTGTCAGGATACATCTGCTGTGACTTATCAGCTGGCATTACTGAATA 1 0.136986301369863 No Hit

GGATGTGTCTGATGGTAGAGCGTTGGATGTGTTTA 1 0.136986301369863 No Hit

GTCTACGTGTGTTTGAAAATATGCAGTACTTCGCCAC 1 0.136986301369863 No Hit

ATATTGTACAGACTACACATGTGAGCCGCCTAAGACAGACTACACAGGTGAGCCGC 1 0.136986301369863 No Hit

GCTCTTGACTTTGATATGGAGATAAACGCA 1 0.136986301369863 No Hit

GCGAATATAGTTAAAATAACGTAATATGTAA 1 0.136986301369863 No Hit

TTTATAAGGTGGGGGGAAACTTCCAATGTATCAATGAACAACTAAA 1 0.136986301369863 No Hit

TGTCAAGTTTAATACATGTAAACACTTGTCCA 1 0.136986301369863 No Hit

ATTTTGGTGTCCGTGTTATGCGCCGTGTTATGA 1 0.136986301369863 No Hit

GTGCGCAGCGGTCTCGAGTTTGTCAACAGGGCCGATGGCTC 1 0.136986301369863 No Hit

TGTAATGTGTTCTTGTTATTATTTTACCTCAGACTAGCTTCCCAGCACCTGATGATA 1 0.136986301369863 No Hit



TGTAATGTGTTCTTGTTATTATTTTACCTCAGACTAGCTTCCCAGCACCTGATGATA 1 0.136986301369863 No Hit

CCACCAGGACCTGAGATAGTGTTCTTGCTGGAGCGT 1 0.136986301369863 No Hit

GTTGAGTTCTCAGCCGGACAATGGTGCTCTGATCCTTTCTTGTGAGA 1 0.136986301369863 No Hit

CGATGAAGGTGTAAGAAGAGATCAGGGCAGCTGAGGTCA 1 0.136986301369863 No Hit

GTTGAGTTTTATCTAGTCACAACACTTCTTCCTTAGAGTT 1 0.136986301369863 No Hit

ATGGAGTGATTGGTAGGTATGGAGAAGATGTCTTAAATGACAATGAAA 1 0.136986301369863 No Hit

GTTTATACATTTTTGCTCTAATTTTCAAATGTGTTA 1 0.136986301369863 No Hit

ACTATAGACCACATGTAGTAGTAGGCTAGGACACCTGTAGTAGTAGACA 1 0.136986301369863 No Hit

GCCCGGACCTCCACGCCTTCGCACACGGACTTTACGA 1 0.136986301369863 No Hit

GTGTACATGCAGACAGGCACCCAAGACTGTGAAGA 1 0.136986301369863 No Hit

CTAAGGAGATACCTCCTTTTTCTTCTTCTTTGATTGAA 1 0.136986301369863 No Hit

GTATGTCCCATGTTTGGAGTTATTGTGTTCGAGTACATCAAGCAGAGG 1 0.136986301369863 No Hit

CGACCAATGTACGCATTAATTTGATTTTCGTGGATAGTGCTATCCGT 1 0.136986301369863 No Hit

TAGTTCAGTAGACTGATAGGCCTGTATCCATTT 1 0.136986301369863 No Hit

GATCAAGAGCATCTGTTGTAATATTTGTTCCAAGGGA 1 0.136986301369863 No Hit

AGTATGTTCCCATTGTTAGCACTAAAGTTTTTA 1 0.136986301369863 No Hit

TACAAAGGGCTTGTCATAAGTCTTTACCCA 1 0.136986301369863 No Hit

GAGGAACAGAGAATACATTGGTTTGGCCACATTGA 1 0.136986301369863 No Hit

ATACTAGTCTCAACACCTCACATACTAGTCTCAACACCTCACATAC 1 0.136986301369863 No Hit

ATCCAACACCAGTATTTTCTCATCACCTCATGCTCAATACTTTCCAACAGTTCA 1 0.136986301369863 No Hit

GTATAGTCTAGCTTTCGCAGGCATAGTGTAGCGTTGGAATGATAGTGGCATGGA 1 0.136986301369863 No Hit

GCGATGCGGGAACGGCTTGCCCGTTGACAGGCGAGAGGCTA 1 0.136986301369863 No Hit

GGATAACCTATCTCCAGAGCACAGAGTCATGGATAACCTATCTCCAGA 1 0.136986301369863 No Hit

GGCTTTAGACAGCACAGATCCACTGAGGATA 1 0.136986301369863 No Hit

ATTTGTAGTTGAAGGTTAATAAAAGGTAAATTTGTAGTTGAAGGTTAATAAAAG 1 0.136986301369863 No Hit

AGGTCATCCAGAGACATGAGACATCAAGAA 1 0.136986301369863 No Hit

GTACAGTACAATGTATAGTAGCATTCAAC 1 0.136986301369863 No Hit

AGTGTAGTCTGGCTGAGAGAATATAGATAGTAAGAA 1 0.136986301369863 No Hit

CTTCAGTTGGAAACGATTATTCTAAATGAGATGGAGTGATCGGTAGA 1 0.136986301369863 No Hit

ATCCATGATTGCAAAATATGCTGATGACATACAACTATGCACTATTATCTCATC 1 0.136986301369863 No Hit

CATCTAAACAGATAAATCATAATTTAAAAATTAGGATTGTCAGGTGTTATGTA 1 0.136986301369863 No Hit

CAACAGCTTACATGCACTTGCAGATACGAC 1 0.136986301369863 No Hit

GTACTCGCGCAAAATGTGCGGATGATTGATTCCCCT 1 0.136986301369863 No Hit

CATTAGGTGGAATCCCATCGTTGCCCGCTGCTTTTCCCAGCGCCAAGCTCTGGT 1 0.136986301369863 No Hit

GTTCAAGGTTGGTAGCTCATGCTTCTCCAGGTTTGT 1 0.136986301369863 No Hit

GATATGGTCAGACAGCCTAACTACCAGCTTTTAAACTGA 1 0.136986301369863 No Hit

GTGTCAGAACGGAAACGTAAATGAAACTTACGTTATGACCAAAAGGCCTGCGCC 1 0.136986301369863 No Hit

GAATAAGGATAAGAATTACGGGCAGGGATTGAGATAAGAGCTAAAAAT 1 0.136986301369863 No Hit

GTTGAACATGAAGGCCACGACCCTCACCTATCTCAATCACGCCCCCCACC 1 0.136986301369863 No Hit

CAGCTGTATCTTTCACTAGGGACAACTGACGTATGCCTGAGTTGAGAAGAC 1 0.136986301369863 No Hit

GGTTTTCCGTAGCAACGCCCTGTCATTTGTAGGGTAAAACTGACCTGT 1 0.136986301369863 No Hit



ACACCAGTCTCTGGACTTCTTCTTCTTCTTCTTCATCGTAA 1 0.136986301369863 No Hit

GCTTGAAATCAATGCTATAAATTCCTGCTAGAAATCAGCGCTATAAAT 1 0.136986301369863 No Hit

GTTAAGTCCATGCCCAAAATGTATAAATTCACG 1 0.136986301369863 No Hit

GTCTTCGTTCTCTCTCAAGCAATCACTTCTGTA 1 0.136986301369863 No Hit

GACTAAAAGCTCTCTCTTGATTCGTTGGGTCTAATAGGTAACAGGTGCTGATAT 1 0.136986301369863 No Hit

AAAGAATACAAAAAAGAGCGACAAAGATGATAA 1 0.136986301369863 No Hit

GTCCATACCAAGGGCTATGGATAAATCCT 1 0.136986301369863 No Hit

ATTAATGATATTGGGATATGTTGTTAACCAATTCAGATCGCTGGATAGTTA 1 0.136986301369863 No Hit

TATTAGATGAGGATACTAAATGAGGATATTAGATGAGGATATTA 1 0.136986301369863 No Hit

GGACTATATGGCTTTCATTTCTTTTGCCTGTCACA 1 0.136986301369863 No Hit

GCCGCTTGGTAATTGTTTTCTCTGTGTGGTCTATTCA 1 0.136986301369863 No Hit

CTCTGGTTCCAGCTCTCAGGATTTATCTGACAGAAGGGAA 1 0.136986301369863 No Hit

GTACTCTGCATAATAAGCAGTGCCGACTATAGTTCAAATGTTTTCAA 1 0.136986301369863 No Hit

GTAGAAAATAATGCTGATGATTCGCCAAATGTACT 1 0.136986301369863 No Hit

ACCAAACAGTGTGTCCTTTATCTGGCCTAGGAGGAA 1 0.136986301369863 No Hit

CAAACACACTCTCAAGCAAACAGCAAGAGAAAGCTGGAAAAATAAAA 1 0.136986301369863 No Hit

GTGGCAAGCCTACTGGTCGAGACGACTGGAGGTAACTA 1 0.136986301369863 No Hit

GTCTGAATTGGTCGTGTGTTGAACATCCATGAGTAAACCAGATGTGTG 1 0.136986301369863 No Hit

GGTATTTATACGAACAAGGTAAGTGCTGATCTGACAAAACTACATGAAGAA 1 0.136986301369863 No Hit

GCTTGAAGCTGAACGGCTTATAAGTGACA 1 0.136986301369863 No Hit

TCATTAAGCTCAGTGTTTTTCTGGCTTTTTAGCGCTGTGACA 1 0.136986301369863 No Hit

CATTTGATTTGCGCATGACAAGGAAAAGTCAGATCGAGAGAAACCGAATGAA 1 0.136986301369863 No Hit

CAGAAACATACAGACACATAGAGGCATACCTACAAGCACTAGAGAC 1 0.136986301369863 No Hit

ACTATAATGTAAACACCACTCCTGTTTACAACTCCAA 1 0.136986301369863 No Hit

ATCACGAATTAGATTAATTGATTGATTGATTGATA 1 0.136986301369863 No Hit

GCAGACGATTGGCCGGGAGGGGGGGGGGGTGGGGGAGGCA 1 0.136986301369863 No Hit

CAATCATCCGTCCCTGCTTTTTCCATTCAATCATCCGTCCCTGCTTTTTCCATTCA 1 0.136986301369863 No Hit

GAAAACTCTCATTAAGCCAACCACGAATTAACAATGTGTTTTTTGTCCCAAAT 1 0.136986301369863 No Hit

ATGTCTCTGTGCAGGTCCCACTTAGCCGACCTGTACTTCTACATGAG 1 0.136986301369863 No Hit

GAAATGCCGAGTGGGGTACGTGAGGGTCCTGC 1 0.136986301369863 No Hit

GTTACTAACGTTACATTTACTTCCTAATAATACAATTATT 1 0.136986301369863 No Hit

CTGTTAGAGTGTACAACGTATATCCCACTGTGTGGCCGATG 1 0.136986301369863 No Hit

CAGTCATGGAAGGTATGGTACCAGGCAAAAGGGGCAGGGGTAGACAAAG 1 0.136986301369863 No Hit

GTGTAGGGGTGTAAATCGAGCGAGTGGTG 1 0.136986301369863 No Hit

GTCTTTGGGAGCTTCCCTTTTAGCCTCAA 1 0.136986301369863 No Hit

CATCTTAACCATCTTTATCAGCCTNATCAGAACCCCCTCCTCCAC 1 0.136986301369863 No Hit

GTAAGATAATATGTAGGACATTACAGCTCTGTGTCAGT 1 0.136986301369863 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTA 1 0.136986301369863 No Hit

GAGTGAGGCAAGAGTAAAAAGTTTCGTAGTAGAAGA 1 0.136986301369863 No Hit

ATGAATCCTCCGTAGACAAAATAATAATAATGTTCACTTAGGCGTCAAAAGTCTGA 1 0.136986301369863 No Hit

CTCACCACCTCTCACCACCTAACAACTGTCATCAC 1 0.136986301369863 No Hit



CTCACCACCTCTCACCACCTAACAACTGTCATCAC 1 0.136986301369863 No Hit

TTCCACCCCAGACCATAGTCCATTGGACGATAT 1 0.136986301369863 No Hit

CAAGTGAGCCCAGTGAAATAAAGTGATAATATGAA 1 0.136986301369863 No Hit

GTACAAGAGCGATAGCTGCAACATAAGTGGA 1 0.136986301369863 No Hit

GGGTGTGGGTGCGCATGTGGCTGAAAACATCT 1 0.136986301369863 No Hit

CCAGCTATGTGTCCACACGAGGCGATAGCAGA 1 0.136986301369863 No Hit

GACCGAGGTACCACCTATTCAACAAATTGAAGATAGGTGGTACCGACGAATGCCC 1 0.136986301369863 No Hit

GAGCAGGTCGTTGTCTTCAGACTTCGCACTGGCA 1 0.136986301369863 No Hit

GACATATGATGTGTCGGCTGTCATGTGAGCTATCGATATGTTTATGTTGA 1 0.136986301369863 No Hit

CATGCCTCTAGTTTCAAACATCAATCTTGGATGAATACCATCTTGACCCGCGCAC 1 0.136986301369863 No Hit

ACTAAAGAGAGTTGTGCATAGGGTTTGCAACCTCATCA 1 0.136986301369863 No Hit

GGAGAGTGAGAGAGAGAGAGCCTCATGAGTGACATGATCCTACTATAAATGTAA 1 0.136986301369863 No Hit

ATTATGTGGAAATGCTTTTAACTTATCCACATAAT 1 0.136986301369863 No Hit

GTCCACTGGAGACGAAGTTGGAACCTGCAGCTTTGATGAGGAACGGGT 1 0.136986301369863 No Hit

CATGTAGTGGTGGAGCCTTCCACCTTATTTTGTAACCCCTGGTCTAAACAGTA 1 0.136986301369863 No Hit

GAAATATATAGAGACATGAGATGATGAGACA 1 0.136986301369863 No Hit

GCTCTGGTAGCCCTATTTATTAAATGAAGCA 1 0.136986301369863 No Hit

CTCGCAAGGGCCCCTAAGTAGCCTACGAGCATTGCCGTCTTCCATTTCCT 1 0.136986301369863 No Hit

ACATTGACATTATTTAGTCCATAAAGACATTTGCA 1 0.136986301369863 No Hit

TATCATACCATTTCAATCTCTCTATTCTGTCTGGTTCTGTA 1 0.136986301369863 No Hit

GTCCGCCGGGGTCTTCGTGTATGACAATGAC 1 0.136986301369863 No Hit

GGACACCCTGTGAACAGTAAGAGATCTGAA 1 0.136986301369863 No Hit

GATATACTTATTGACAAAGGCTAACAACTTCAGCTGCTGGTTTAA 1 0.136986301369863 No Hit

CTACTATACAGTTGGAGTCTCTGACCTCCATACTCGAGAGCGATAGGTCTA 1 0.136986301369863 No Hit

ATACTCATGTATAAAGCCCAGCTATCAGGATTATTAGCCAAAAGAGGGCTCT 1 0.136986301369863 No Hit

GCAAATGACAGTGTTATTTTTCTGCCATTTGGTAGGTT 1 0.136986301369863 No Hit

GACTATGGGTGTGTGTGTGTGTGGGTCTTCTTCTTATTTCACCTAAGTGTGTCAA 1 0.136986301369863 No Hit

GGTCCAAGATACATAATGTACGAACACCAACTGTAGGAACTTGTGTGTTCCATTAT 1 0.136986301369863 No Hit

CATCAGACCAATGTTCTGGATTCTCTTACATCCTCAGATCAAGGTTCTG 1 0.136986301369863 No Hit

GATTGAAAGCGGAGACCTAGTATAATAACATC 1 0.136986301369863 No Hit

CAATAGTAGGTGGCGATAAATCATCGTCACGACTATATAAGTATTATA 1 0.136986301369863 No Hit

GTCTTTAGACCAGCTGAACGGCGGCTACTTCTCTCCTGAAGAGCCTAACCTGTTC 1 0.136986301369863 No Hit

TCTAAAATACCTACTACGCATAGCTGAGCCGAAGCCATCAA 1 0.136986301369863 No Hit

TCTTTACCTTATTGGAATATATAACTGTTTCAC 1 0.136986301369863 No Hit

CCTATAATCAGGTAAGCTGTACCTACCCTATAGTCAGGTAAGCTGTAA 1 0.136986301369863 No Hit

AGCCAAGACTTCAGTACACTCCGGACATACCTAAAGGTATGTGGA 1 0.136986301369863 No Hit

ACGCAACGCAACGCACTTGGCGCAGGATAGACGACTTAAGCTCTCCACGAGGC 1 0.136986301369863 No Hit

GATCCTATCTTGTCATTTTATGTTCAACAGTTTCCCTAGGCAG 1 0.136986301369863 No Hit

TGAGATTAGAGGGACGAAGGACGAGGGAC 1 0.136986301369863 No Hit

CCATAGCCATGTGCCTTGACTCCACGACACATGGGTGA 1 0.136986301369863 No Hit

GATGTGAATCTCGTGGACAGCTAGAAACAACTGATGAAGATGTTCTGGTGGGAAT 1 0.136986301369863 No Hit

ATCCACTTTTGCTTTAAAAGAAACATTTCTGTATAG 1 0.136986301369863 No Hit



ATCCACTTTTGCTTTAAAAGAAACATTTCTGTATAG 1 0.136986301369863 No Hit

TATACAGACTCTCAAAACGGCTTATTAAAGCCAGATACATGACCAAATG 1 0.136986301369863 No Hit

GTAAAACTCTAACTTCATCTGTCAATCAATCAAAACCTTTTA 1 0.136986301369863 No Hit

GGTTATTATTTTGTCTCAACTATTTTATCAAACAACTAACTTACTTAATTATTTA 1 0.136986301369863 No Hit

CTTCAAAATCATATGAATGCACTTGGCATAACTTATGAAATA 1 0.136986301369863 No Hit

TAACAGGGGAATTTATTTAGAAGTTTCAAAAAAGCTGAAAACTGTCATAC 1 0.136986301369863 No Hit

TTTTTGTTGTGTCACCATGTTACAGCTCTATACAACAGCA 1 0.136986301369863 No Hit

GTTCAATGAGAAGTGAACTATCGACATCCTCTTGCTCCACCTCTTGGCTC 1 0.136986301369863 No Hit

CTTCTTCTTCTTCTTCTTCTGCGTACGCAGTCAGACAGTAACCATT 1 0.136986301369863 No Hit

ATTAAACACAGACTACAAAATATTAACGAAAGTTCTAACACTAAAACTTAAAC 1 0.136986301369863 No Hit

GGCCCAAGAAGAGATGGGAGGACAACATAAA 1 0.136986301369863 No Hit

GAGTGGGACTCAGCAAGCTCAGGAGTAGGGTCGACAATGAGTGGGACTCAG 1 0.136986301369863 No Hit

GCTGAGGTTCTCTTTCCTCGCTCTAATATAAGGCATTGTATC 1 0.136986301369863 No Hit

GGTGAAAATTTACTGCTTGCCAACATGTATGCTATCTTTATTTGTG 1 0.136986301369863 No Hit

GGACAAGCGTCCCTATGTTTCTGCCCACCCAGAGAGATGTCGTCTTGGATGTTAAG 1 0.136986301369863 No Hit

ATTATGGTTAGGGTTAGGGTTAGGGTTAGGGT 1 0.136986301369863 No Hit

GAGAGATGGTTAGTGGTTTAACTGAAGTGTGAGTTAAGTGATAGTGGTAA 1 0.136986301369863 No Hit

ATCATGTGCTTCTCTGGTGCCATATTGATGTTGTCGTGGCTCT 1 0.136986301369863 No Hit

CACACAGACATTACATGACTTGCTCGTCCCTGCCAAACCGTTGAATTAAATTG 1 0.136986301369863 No Hit

TAAATGCACATTCCTTTCATCAATCATTCCGTCTTCATCTA 1 0.136986301369863 No Hit

GACTAACACTGCTTATTACCCTGACACACACGAGCGCGCAA 1 0.136986301369863 No Hit

TATTATATGGGGGCCATATACATATAAAAC 1 0.136986301369863 No Hit

GCATTCATGTATGTATACATATACGTAGCCACATGTAATATTTACTTGTAC 1 0.136986301369863 No Hit

CATTTCGATCATTTGCAGTGCTGCACCAATATCAGTGCATCCAACCATT 1 0.136986301369863 No Hit

GCTGTCTAACACATAATGACCAGCTGTCTA 1 0.136986301369863 No Hit

TAGCTTGGTGGCCTTATGAAGGCTAGTAGCTTGGTGGCCTTATGAAGGCTAGTAGC 1 0.136986301369863 No Hit

CTGACTATAGTTTGATGCGAACTTAAAGCAGCAAACTTTCTACTA 1 0.136986301369863 No Hit

GTGATGTTTTTGACTTGGATTATAGATTGTCTATCA 1 0.136986301369863 No Hit

CTCTAGATTTAATGTGCTATACACTATCTACTATC 1 0.136986301369863 No Hit

GAAATGATACCACTCACTTGACCAACAGGACAACTG 1 0.136986301369863 No Hit

GTACTGTGATGGGGATCGAACCCAGCACCTTCGGATTGTGAGCCGTG 1 0.136986301369863 No Hit

TTGTAAAGGTGTCATTAGGTGGCAGCGTA 1 0.136986301369863 No Hit

ATCATAAGGTCAGCACATGTGGGCTATCATAAG 1 0.136986301369863 No Hit

ACTGTGGGGTTTGAGGTCGGACTGTGAGGTGTGAGG 1 0.136986301369863 No Hit

GTTGTCATTTGACAGGGACAGGATGCTGTAGGAAAGTATCA 1 0.136986301369863 No Hit

CTGTAATTATGTTCCATATTGGATCTACCCATGTGGATGACTGTAC 1 0.136986301369863 No Hit

GTTGTACAGCGTGTGGTATGTGTGACACATTGATAGTTGTACAGCAT 1 0.136986301369863 No Hit

CCTCCCCATCTCTACCACCACTCAACCTCTCCATCTCTAGCACCACTCAATCCTTCC 1 0.136986301369863 No Hit

GTATTAAACTAAAATTACGATCTAAACATCA 1 0.136986301369863 No Hit

GTCTGAACCCTGCTTGCTCCTCGGCAATAATGTTGTCTACTTGA 1 0.136986301369863 No Hit

GTGTGAAACAGTTTCAGTGTGAGACAGTTTCAGTAGATTTCTAGGACTTA 1 0.136986301369863 No Hit



CCCGTAGGGTGTTTGGTGTTTGGGGGTCATCCGGTCA 1 0.136986301369863 No Hit

GGAGATAGTAGCAGGGTGAGGTAGTAGCAGACTGAGGAGAA 1 0.136986301369863 No Hit

GTGTGTTGTTGTGTAATGTAAGTGTGTGTTGTAGGGG 1 0.136986301369863 No Hit

GACGTGACTGGCTCTATGCCTAAAGGTGT 1 0.136986301369863 No Hit

GATGAGGACCTTGTGAAGAGTTACAATAGTTA 1 0.136986301369863 No Hit

CCGTACAATCAGCAAGGAACCCACTGTTGAA 1 0.136986301369863 No Hit

GTATGAACAGCTGTTGCTTTAGCTCTTAAATTG 1 0.136986301369863 No Hit

CTGCTAAACAGGCTCAACAAACACCTTGAACA 1 0.136986301369863 No Hit

GTCTGAAGATCATTGTCTACCCATGTCTGCCAAGTTTGTCTTA 1 0.136986301369863 No Hit

TCTCCAGTCAGATCTGTTTTTCGCAAGACAA 1 0.136986301369863 No Hit

TAACAGCACCGGCCATTACCCCGGGGAAGTAAACCCTA 1 0.136986301369863 No Hit

CGATAAATGTGTGTCTTGTATAGAATGATGTGTGTAAGCGATAAATGTGTGTC 1 0.136986301369863 No Hit

AACTAGACCCATCAACTAGACCCATCCAC 1 0.136986301369863 No Hit

AGATATTATTGAACTGATACTGAACTTGCATGAA 1 0.136986301369863 No Hit

GACTGGTCAACCAGAGGATAGGGTCAAATGG 1 0.136986301369863 No Hit

CCTTTCGGTCTAACACATCCGACTTCAGCAAGCATT 1 0.136986301369863 No Hit

GGCTGATCACGAAAACGATACAGCATACAGTCA 1 0.136986301369863 No Hit

CCATATATTCGAACTGGCGGGTACTTGTAGA 1 0.136986301369863 No Hit

GGAAAATGGGGATGGATAAGACACTTTCAG 1 0.136986301369863 No Hit

GGAGCAGGCATTAAAACAAGTGGCCATTTTCACGGACCCCCTCGCAGTCTTAATGAA 1 0.136986301369863 No Hit

ATTCACCACTTGTTGTCCTGGATGCCCAC 1 0.136986301369863 No Hit

GAATGGGGCTGGAATAAAACTTACAGGAAATAATGTAGATGTGGAGAGA 1 0.136986301369863 No Hit

GGTATTACCCTGTTATCGCTAACCAGGCCAGTAGTTTGGGTTGTTGTGGGGTGTAT 1 0.136986301369863 No Hit

CATTTGCAATCATATTTTTCTCTGTAGAAAATATTAAGTTCAGCGTATTTCTGTCT 1 0.136986301369863 No Hit

TACTATGTCTTTTCACACTATTCTCACTTTCTCTTCA 1 0.136986301369863 No Hit

GGCATGTTTCAATTCATACACAAAATTGAC 1 0.136986301369863 No Hit

TTAAGGAACAGGTAGGTACAACACCAGTGCA 1 0.136986301369863 No Hit

TATTAAATTACACTTATGTATATATAGGTTTATATATGTATATCCCTTCTA 1 0.136986301369863 No Hit

GACATAGACATACCAAGATAAAGATAGACAGACTTAGAGACAGATAGAA 1 0.136986301369863 No Hit

CTCCTATGGTAATGCTTGAAGTGAACTTAAGA 1 0.136986301369863 No Hit

TTATTATTCTCTATAGCTCCCTTATTTCCTCAGA 1 0.136986301369863 No Hit

GTATTAGATTGTGTTTGTAATTTCTCTACTCAGTCTATGATATGAGTATGAT 1 0.136986301369863 No Hit

GTGTGGAGGGACCTGTAGACGCTTCAGCAGAGCT 1 0.136986301369863 No Hit

GATTTGGCTCTTGGCAAGCTCTGATTCTGATTTGGCTC 1 0.136986301369863 No Hit

AGTGAATATCGAACCTCCAAACACGGAAAGAAAGATCATCAAGTGAATATTG 1 0.136986301369863 No Hit

GTCATGACCACTATTCATCCGTTTTGGAATATGTCCAGTCAGTGG 1 0.136986301369863 No Hit

CTCTATATGTGGTCTTGACCTCTGTGTATTACCTGATCA 1 0.136986301369863 No Hit

GCACTGCGCCACGCCACAGCCCTGTCCGCATTGGCCGGGCTCA 1 0.136986301369863 No Hit

GAGTTGTCTCTCTTATGGAAGTTGTCTTACCAA 1 0.136986301369863 No Hit

GGTCAAAATAAACGAGGAAAAAACGACATGTACATTATTCT 1 0.136986301369863 No Hit

AAAGAACTACGTTTGAATTGGAAAATAACAGT 1 0.136986301369863 No Hit



AAAGAACTACGTTTGAATTGGAAAATAACAGT 1 0.136986301369863 No Hit

GCATAATGTACGCGACTGTAACATATCTTGGTGAA 1 0.136986301369863 No Hit

CACATGTTCCCTGAAACATTCATTATCGTCAATCAAATATGACCGATTC 1 0.136986301369863 No Hit

ATTCTGGCTCCTCTCGGTACATAGGTTATCGACAACATCACAC 1 0.136986301369863 No Hit

GGGGGGAACTCAGTGGTCTCACTTTGTAA 1 0.136986301369863 No Hit

ATCAAATGTACAGTGCTGGTGGGTAGTGGGCAA 1 0.136986301369863 No Hit

CATGTATAGAGCTTAATAGTACACATGTATAGAGCTTATTAGTACACATGTAT 1 0.136986301369863 No Hit

CTTGAACTCTCTAAATAAGGTCCAACTGATAAAAAAGCAGATAACACAATA 1 0.136986301369863 No Hit

AGGTAAGGTGCTCCCCTCTTATGAAATGAATGAATGAAAGTGTCAAATAGTGAGAA 1 0.136986301369863 No Hit

CCTTTCGGTCAACACATCCGACCTTAGCAAGCAT 1 0.136986301369863 No Hit

AGACAAGGACAGCTTGAAAGATGCAGATTTAGAAATGTATTGAA 1 0.136986301369863 No Hit

CCCATGTTGTCATGTCCATCATCCATCCA 1 0.136986301369863 No Hit

TTCCTCGTTTCCTAGTCTGCCATTCTTCTTTTCCTAGA 1 0.136986301369863 No Hit

CTGTAATACAGATTGATCTTAATCCCGCA 1 0.136986301369863 No Hit

CCTTCTACTCCTTCATGGGCAGGGTAAAGACTTCTGCTAAACCTCTTGTACT 1 0.136986301369863 No Hit

CCTCTGTATATCCTACGCTTGGGCGTGAAGCAACTCTC 1 0.136986301369863 No Hit

CTACTATGTTAAATGAATAATATAATGAATGTTAAGTTA 1 0.136986301369863 No Hit

AGCTTTTAGTGTTCGCATGTCTGGTAGTTGTTATTA 1 0.136986301369863 No Hit

GAACTGAGCTGAGTCCTTGTTCTCCTAGCC 1 0.136986301369863 No Hit

GGAGACAGGGACGCTGGGACATAGGGACA 1 0.136986301369863 No Hit

ACTTAATCTTGAGTCGCCCCCTGTACCCCTCAATCGC 1 0.136986301369863 No Hit

TGAATATGGTGTGCGTTGTATGTGTGTGTGTGTGTGTGAA 1 0.136986301369863 No Hit

GCCTTATAGTATCGTCAGTAGACAGTTGTAAACATGGCGGGTATGA 1 0.136986301369863 No Hit

TAGATAGATAGATAGATAGATATAGATAGAA 1 0.136986301369863 No Hit

GTCTTTTCCTTGATCAGTATGCTTATCAGGAATCGTGTCTT 1 0.136986301369863 No Hit

ATAACTGACTGAATGTATTACTCTCTCTGCCCAGG 1 0.136986301369863 No Hit

CCTTGAACGTTGACACTGTAAACCAAACTCATTCGATTACAATACATTA 1 0.136986301369863 No Hit

CATAAACATCACATATTGTGTCCCAGCCAGCTCAATCACATATTGTGTCC 1 0.136986301369863 No Hit

AGGGTACAGTAGGGATGGGCTTTGGTGTTGTTATGGTGTTCATAGGG 1 0.136986301369863 No Hit

GTGTATGGTATACCCGCTTGTGTATAGTATACCCGCTTGTGTAT 1 0.136986301369863 No Hit

GTCTTAGAACTGATCAACCAGATGATGATGATGTAAGTAAAGATTGCTTAAGAA 1 0.136986301369863 No Hit

CCATAAAGCAGGACTTCATAGCAAGTAAAACACTC 1 0.136986301369863 No Hit

TGCTTAGGCTTTCCACCATGGGCTTCATTTTGA 1 0.136986301369863 No Hit

ACTAAGTAAATGACATATCAAACAGCAGGTGGCATAT 1 0.136986301369863 No Hit

GTACTCTGTCAACTACGCGAGCAGTCCACACCCAAAA 1 0.136986301369863 No Hit

GACGATCTGTTATCAGTACAGACATGTTCATTTCT 1 0.136986301369863 No Hit

CGCTACTGTTGTCCATGCCGCAATGCCATACTCGAGAAC 1 0.136986301369863 No Hit

ATTAAAGCAGTGGTTAGCATTAGGCTGGTGTTATCTACACAGAAGGGGACGGCGT 1 0.136986301369863 No Hit

TCTACGCTGTATCCTCATCCAGCAGGCGATCATTGATTGATTTCAAAATGTA 1 0.136986301369863 No Hit

GTGACAGCGTCTGTCTTCTGCACTCTCGTCTCTATCTCTCTATCGTGTA 1 0.136986301369863 No Hit

CGGCGGACCACTGGTTCATTTGTATGAACA 1 0.136986301369863 No Hit



GCACTAATAAATGTCCTTCAGGACAAACTCCTGACCA 1 0.136986301369863 No Hit

GTTCACAAGAGACAGATATGTTCACAAGGCACAGATATGTTCATAACAAGGGAA 1 0.136986301369863 No Hit

CAAATGACACCCGCCCCAGTGGATTTATGACA 1 0.136986301369863 No Hit

GTATTTGCGGATAGGTACTACACTGTAGACACCGTGATTACATAT 1 0.136986301369863 No Hit

AGTCTAGTCTTTGTGGTTGTCATCTATTGTAGTCA 1 0.136986301369863 No Hit

GTGTTGGGATTCTGAAACGGACATTTCGCCCCTAGGCCACACCTGATATCA 1 0.136986301369863 No Hit

GTCAAAACATGATAGTCAGGGTCAGTCAAGACATGTCAGCCA 1 0.136986301369863 No Hit

GTCGTGCATGGCGTTATCAAGAGTGTCAATGTTA 1 0.136986301369863 No Hit

GGGCTACATCTTTGATAAGGGTTACCTCTGA 1 0.136986301369863 No Hit

GGCCAGGGCCACCTGTGTGCACGTGAATTG 1 0.136986301369863 No Hit

CTTCCATATATTGTTTTATCTGGCACAAACGA 1 0.136986301369863 No Hit

GTGTGATGGTGGTAAAGTGTGTGTCTGGTGGTAAAGA 1 0.136986301369863 No Hit

ACCTTAACCCAGCCATGCATTGATAGTAGTGTTGTTGT 1 0.136986301369863 No Hit

CCAGGTAGGTTTTCGTACAGTAGTGATGGGTTTTGA 1 0.136986301369863 No Hit

GTTCTGCAATAAGAGATTCCAACTTACAACATCCGCTACTTA 1 0.136986301369863 No Hit

GGAATCTAGAATGTCCATATCCCTATGGTCTGGAC 1 0.136986301369863 No Hit

ATTCACCACTTTCTAACTAAAAAAAAATATTTCCTAATAT 1 0.136986301369863 No Hit

CTGGAATCCCACTATCATCTTTGTCGCTC 1 0.136986301369863 No Hit

GCGTCACATATAATTCTGTCATATACCAAGGGTAAT 1 0.136986301369863 No Hit

ACATGTTCCTTCGATTACCAGGAAATGTGGTCGCATAACATGTTCCTTCAATTAC 1 0.136986301369863 No Hit

ACATCACAATACGAGTATCCCTGGTGCAGTCAATGACCATTCGCATTAGTTTA 1 0.136986301369863 No Hit

GCAAAGAGTGGAGGAGCATCCCCACAAACAGACATGAGA 1 0.136986301369863 No Hit

CTCCTTTTAATATTCTACTGGGAATGCTC 1 0.136986301369863 No Hit

GTGTGTACACAGCTGACATTCTGGAGTGTGTTATCGTTTGATTCTCTG 1 0.136986301369863 No Hit

CTCGATGGTCTAGGCACGTCGTGGCATCAGCGTCAAGACCAAACTCAAAGTA 1 0.136986301369863 No Hit

GTACCAATTACAGCTGTGTCGACTAGAGGAGCGGTTGTACCAGGCACGAAC 1 0.136986301369863 No Hit

GTCTATCAGGATATGGGGGTGTAGGCAGTCCATGCAGGAGAA 1 0.136986301369863 No Hit

ACTAGGGGACAAGATAGACTACTAAGGGACAAGGCAGACTATTA 1 0.136986301369863 No Hit

ATTTAAGAATTTAAGCTGGATTTTTTTGAGTGCCGATTTTGCCTTCTCATTGTG 1 0.136986301369863 No Hit

CATCCATACCTTTGTATTATTTCTATTAAATTGTGAATCCATTGTTTTGTATTT 1 0.136986301369863 No Hit

ACATAACTAGACAAGCACTTGATTGGAACACACGGAAAGAGACGAGTGGA 1 0.136986301369863 No Hit

GGTCAGGTGAGTTTAGATCAGATCAGGTCAGGTCAGTTTAGTTCAGTTACTT 1 0.136986301369863 No Hit

ATCAATAGATCTATCTCATGATAATTCTTAGTCTATCTGGTTA 1 0.136986301369863 No Hit

ATGTAGTACCTGATCCCCGACTGCAGTGTTTCTTTATTTTGGTTATTTAATGGAC 1 0.136986301369863 No Hit

GCTTTCACGTGAACTATCACATTCTTTCAGGACGAACGCCAGAGCAACA 1 0.136986301369863 No Hit

ACCCCACAGACAATCATTTGAATCGAGGAAAAGTAGTGTA 1 0.136986301369863 No Hit

TTGCTTTTGTCAATTTTCCCAGAATAATCTATATATTCTTTT 1 0.136986301369863 No Hit

GTGTTAGTCTAAGTCTTGGTCTTAGTCTAAGTCTTGGTCT 1 0.136986301369863 No Hit

CCCTGTATATTTAGGTCCCATCTACCAGCATTGAAGATCTGGAAAGTAA 1 0.136986301369863 No Hit

GCCTCGGAGAGATGCCCAACTTACTCACAA 1 0.136986301369863 No Hit

CGTTTTACCACCTCAAGTTCCTGCCCATTTGCCT 1 0.136986301369863 No Hit



CGTTTTACCACCTCAAGTTCCTGCCCATTTGCCT 1 0.136986301369863 No Hit

GCGTACAGCTTCTAGAGGAAGGTGTTGTAAATGGAACTGGTTAA 1 0.136986301369863 No Hit

AAACATACATGTGATATATGTGTCTTTCTTAACAATTTCAAA 1 0.136986301369863 No Hit

AGTTCGCAGTGAGGTAGCTGATCTACTGCTTAGAA 1 0.136986301369863 No Hit

CTACAACAAAACGCATTCCGTTCTCTGGACTACATTCTTACCCTTTCAGGGTTTA 1 0.136986301369863 No Hit

CTGTGTATTTATGATGTATTCGAATACTGACACTATTAACATACACCAAATTGA 1 0.136986301369863 No Hit

GTGTTTATTTCATCACTCAGTGGGTGAGGTGTGCGTGTGTAGGGCATCACTCAGTG 1 0.136986301369863 No Hit

GTTCCACTTGTTTTCATGATTCTGTATGTTTATCAGACCACTA 1 0.136986301369863 No Hit

CCCTAGATATACAAGAAGCTGATCCTGTATCACATCTCTCCC 1 0.136986301369863 No Hit

CCCCACGACTCAGAGCTCCTTACTGTGGAAACACACACACACAGTGCCA 1 0.136986301369863 No Hit

GGTCTGCCGTGGTCTTTGTAATTGACAAGGAC 1 0.136986301369863 No Hit

CCTCTTGAGATGGTCTCGGTGGCTGCTTGCAGTATTGCT 1 0.136986301369863 No Hit

GAGTGGTCCTCGGTTCATTCCCCAGTTGAGGCGGTAATGTTTTTA 1 0.136986301369863 No Hit

CTTTGAATCAACAGATTTGGATGATTAATATCATTTTTTGTG 1 0.136986301369863 No Hit

GTGCTAGATGGTCTCCATTATATGCTGTAAAGTCAAAATAGTGTA 1 0.136986301369863 No Hit

GATGAAGTTCTAGTGCGCAACGACATGAGAG 1 0.136986301369863 No Hit

GTTAATATCTGGAGTATTATTTTGTACTTACGGGA 1 0.136986301369863 No Hit

ACTATGTACTGTGGCAATGCATTCCAAGCATAAACCACTCCA 1 0.136986301369863 No Hit

GTGTAATGTTGCTGTAGTGAGTGTAATGTTGCTGTAGTGTGTGTAATGTTA 1 0.136986301369863 No Hit

GAGGTACCACCTATTCAATAAACTGAAGATAAGTGGCACTGACGAATTCACT 1 0.136986301369863 No Hit

GAATAAGTGTAGCAATCGATGCAGACGTGAGAAGTACGGC 1 0.136986301369863 No Hit

GATTATATCCTCACTGTTTTCAATCGTGGTCATCACTAGACATCAATAAA 1 0.136986301369863 No Hit

GTGGGTGATCATGATCGTGGTGAGCCCAAGCG 1 0.136986301369863 No Hit

GACTTGGACATTGGGAAGGCGGAGACTGGGGCATTGGGAAGGCA 1 0.136986301369863 No Hit

GAGGCAGACAGACTGGCAAAAGAAGGTGCAAGATTATCACAAC 1 0.136986301369863 No Hit

GGAAGAAACTGCGCCTTTTGTCAACCTCACTCCCAGAGCCTAAGC 1 0.136986301369863 No Hit

GTTTTATTGTGCGGAGTGGAAGCCTGGACACTGGTCAAGAATATAA 1 0.136986301369863 No Hit

GTTAGAAATTTGGACAGTAAGATATCATGTTAGTTAG 1 0.136986301369863 No Hit

TGACAAAAGTGTGTCGAGGACAGTGAAGAACT 1 0.136986301369863 No Hit

GTCCAGGCACTGTCCATGTTTTACTGTTAGCT 1 0.136986301369863 No Hit

GGCATGTCTTATTTACTGCCACATCCACCTAAT 1 0.136986301369863 No Hit

CGTTATACACATCATACACGTTATACACACCATACACACCATACA 1 0.136986301369863 No Hit

GATCATAGACCGCGCCGGAGAGTCGGAGAAACTGGTTCTTTCGCC 1 0.136986301369863 No Hit

GGTGTATATATTCTGCATATAGTTAGTTGCTCATCACA 1 0.136986301369863 No Hit

GTATACCTCGGTAGCCTGGTCTACGGTGG 1 0.136986301369863 No Hit

GGTTATAAATCCCGTTCCATTTTAATACGCATCTCAATTCATA 1 0.136986301369863 No Hit

CAAATGTACATGCACAAACATGCATACAGAGGAAATCCCACGCATAAATACT 1 0.136986301369863 No Hit

GTGAAGGGATGATGTTTGTGCCCTGGACAGTGAAGG 1 0.136986301369863 No Hit

CATACTGTCCTGTACCCCCTGCTTCGGCCAACAA 1 0.136986301369863 No Hit

ATGTAGATCTTAGCGGTTGTTCCTGTTCTATGT 1 0.136986301369863 No Hit

GGGTAACTGGGCTAAGTACAACACAAACAAGAA 1 0.136986301369863 No Hit



CGCACGAACACACACACAACACGCACACACACACAC 1 0.136986301369863 No Hit

GCGGTAAATGGATAGACAACATTAAAGACGTCCTATGCCAGCATGGGCTCACAGA 1 0.136986301369863 No Hit

GAGCACATGTGACTGAGACACGAGATAAA 1 0.136986301369863 No Hit

TGATAATGTGGACTGGATCATCATTCGCTCTCA 1 0.136986301369863 No Hit

GTTGATCAGTCTGGAGACTGGTTGTAAGGTTGTCTGAATGTGTCTT 1 0.136986301369863 No Hit

GTCTTGGGTGGTGTACATGCCACCGATTCAAATAAAAAAAA 1 0.136986301369863 No Hit

CATCCAGTTTATTCTTAAATGCATAAACTGTCCCTGCCTCCACTACCTCCCCTG 1 0.136986301369863 No Hit

GTATGGGATAGCTGAAAAATGTAGTTGGTAGTTTTTAAAGGTGTCATTAGA 1 0.136986301369863 No Hit

CTTCCATGTTGTGTATAGTAGATAATGTCAAGGA 1 0.136986301369863 No Hit

CTTCTGACTATTCCTAACTCACCTTCTGGTATGCAAGGATCCCA 1 0.136986301369863 No Hit

GCATAAGTACAAGAACATTGACTATGCTAAGACAGAGGT 1 0.136986301369863 No Hit

TAAAGTGGCCAGACCTGCTTAAAGTGGCCA 1 0.136986301369863 No Hit

CTTTCGAGGCCATGAGAACGTTAAAGAAAAGGAAATCTCCCGGAAAAG 1 0.136986301369863 No Hit

ACCTCTTTCTGTAGATCATTGTAATCGCTATTCCAACGACAA 1 0.136986301369863 No Hit

GTAGTCTGCTGTGTCCAGTTCTCAGGCAAAATAAGGTAA 1 0.136986301369863 No Hit

CACTGTAACAGTAACACTGTAACAGTAACATCGTAACTCCTCCAGGTGATGG 1 0.136986301369863 No Hit

AAGCATACGAAGGACATAATTTAACTTTGATAAGACTGAGGTCGTTTCCCTG 1 0.136986301369863 No Hit

GCTTATAGATAATTCTTATTAATATGAGACA 1 0.136986301369863 No Hit

CGTTAAGCCTGTCCTGATAAGTCTGGTTCAGG 1 0.136986301369863 No Hit

GTCTAGAGCATATACCACCCACCGATGGGTTCTGCAGCA 1 0.136986301369863 No Hit

CTACCTACAGAGTATACGAGAGCGTAGAGTGTT 1 0.136986301369863 No Hit

GTATAGGGTAGAAGTTGTTTACTGGGGGTGTGATGTTGTCGCCATGCCAGTTTTCT 1 0.136986301369863 No Hit

CGTTGGTAATTCCCACGAGTTGAGTTGACCTTGACATTCACTAG 1 0.136986301369863 No Hit

ACGCCGGAATTATATGTATATTTTCTTTTTAATTT 1 0.136986301369863 No Hit

TGTCAGGACAAGTGTTAACCAAATGCTACATTCATGTCAGGGCAAGTGTA 1 0.136986301369863 No Hit

ACATCATACAGTAACTACAACAGTGGCAT 1 0.136986301369863 No Hit

CTTAAAACCTTCTCTTGCCACCAAGACGTGAT 1 0.136986301369863 No Hit

CTCTACATAGATACTGAGTGTCATTAATAATACACA 1 0.136986301369863 No Hit

ATCGTATGTTGTGTATCTGAGAATACAGTGCTATTCTTATGACAAA 1 0.136986301369863 No Hit

TAACGTAGGTTTTGTTTATGTTCTCGTCTCGGTGCG 1 0.136986301369863 No Hit

CTTCCACCCTTCTTCCCACAGTAGAAAGACAAAATA 1 0.136986301369863 No Hit

GTTGAAAACATGGCGGGTGTGATACGGAATCCGTCA 1 0.136986301369863 No Hit

CTGAGGTACCACCTATTCAACAAACTGAAGATAGGTGGTACCGACGAATGCA 1 0.136986301369863 No Hit

GTTCTCAACCTGTTCCAGATCCGGGCCCTTTCCTGAATT 1 0.136986301369863 No Hit

GTAAGAAGATTATTGATTGGTCTAGAGCTTGAT 1 0.136986301369863 No Hit

CATAAAATAAGGTGTATCAAACAGTGTGGATATTTCTGTTCAAGATC 1 0.136986301369863 No Hit

TCCTTATCTTCTGTTGGTGGCTTTCTGATTGATTTGAACATCCTTATCT 1 0.136986301369863 No Hit

ATCATGGACGCCATCAAGGGAATCGACACTAATTACAGAAACATGTCCGA 1 0.136986301369863 No Hit

CTCGAGCAGGGAGTACCCCAAGGGGGAGTACTGTCACC 1 0.136986301369863 No Hit

GTCATAAGTCTGGTGTTGACCCTTCAATCCATGGCTTTGTCCAGATAT 1 0.136986301369863 No Hit

CTGTACTACAACATTTTGTGGTACAGAACTCTATGTCAGTA 1 0.136986301369863 No Hit



CTGTACTACAACATTTTGTGGTACAGAACTCTATGTCAGTA 1 0.136986301369863 No Hit

CTTCAGATGTGGTTGTCATCAGATGTGGTTGTCATCAGGTGCAGTT 1 0.136986301369863 No Hit

GTTCACTAGTTCAATAACTCACTCACTAGTTCACTGGTTCACTTACA 1 0.136986301369863 No Hit

GATTACATGGGCTGACCAGTTCCCTTCCTCACTGTCA 1 0.136986301369863 No Hit

CCATATGTCGTGCACGAGGATGACAACAAG 1 0.136986301369863 No Hit

CTTTGTGCTGATCGCATGGCCTCATGTGCCGGCGACGCATCTTTCAAATGTCTGCCA 1 0.136986301369863 No Hit

CCATAAATCAATGCTCAATGCATAATTTGCTGAGCAAATAATAGGGATAACAGGG 1 0.136986301369863 No Hit

AGCTAGGAGCGTGTAGGAAGTTGTGTAAGGTAGAAGAGAGATTTAAGTTAGGTA 1 0.136986301369863 No Hit

GCAGCTGGGCTCTGCAGTCTCTTCTGTCGGTCATGGATTG 1 0.136986301369863 No Hit

GGTCTGCATCTTGACACATCTTGTCTTAA 1 0.136986301369863 No Hit

TACGTACGATGATGACATCACTTCTGATGTAA 1 0.136986301369863 No Hit

AGAGCAATGTCTGCACAAGGGCAGGTGCTGGGGATTGATGCGGTTA 1 0.136986301369863 No Hit

GTCATAGGTTTCTTGGCATTTTACATTCAGTAG 1 0.136986301369863 No Hit

CTTTCTAGAATACGTGGGACAGACTCGTTCTAGAATACGTGGGAGAGACTCGTTCTAG 1 0.136986301369863 No Hit

ACCACTAGCCCACACCGTCCCCAGAGTGATAACGATCTGGTGG 1 0.136986301369863 No Hit

GGGATAACAGGGTAATGTGTTGATAGTTTCAGTCCATAGGTTTCATATTGTTGTTCTG 1 0.136986301369863 No Hit

CAGCAATGATACGATGGCCAGTGTACATCT 1 0.136986301369863 No Hit

GTGCATAGGTGATATTTGTGATGTGCCATTTATAAAATCTGA 1 0.136986301369863 No Hit

CCTTGTGACAGTTCCCTGTGGAGTATGTACATACAACCTTGTGACAGTTC 1 0.136986301369863 No Hit

GCATAGACGCAAATAACTCAAAGAAAGGTACAGATTATAAAA 1 0.136986301369863 No Hit

GATTGAAACAAAAAAATTGGCCAATGAAGGATCTTGGATAACAACATGTTTGCGTG 1 0.136986301369863 No Hit

GTCCTCACTCCAGAGCGAGGCTGGAGTAGCTTCTCCAGA 1 0.136986301369863 No Hit

ACCGGCTTTAGACTCTGGTCATGGGTGTTGTCCAGTACCGGCTTTAGGC 1 0.136986301369863 No Hit

CATTATACTACGTNNTCANGTCTTNACAAA 1 0.136986301369863 No Hit

GTATGCCTTCGTCTGCTCCCCAGCTTGTGA 1 0.136986301369863 No Hit

GTTCACCAGCATACAAACAACAACTAACTGAGATGTTTAC 1 0.136986301369863 No Hit

ATAACGCACTGTCTGTGCATCTTGAAAAGTTACC 1 0.136986301369863 No Hit

GGCTTAGCAACTTCATCGTGTTAAGCAAATTTCTACAGAAACTACCATTTCTG 1 0.136986301369863 No Hit

CTGCACACTTGTCAAGAGACTTATTACAG 1 0.136986301369863 No Hit

CCATAAAGGAGTCCTTTCGGCAGTTTTATGTCTGGCATGCGTACAAA 1 0.136986301369863 No Hit

TCTGACAAGTTAGTCAGGGTCAGGCAAAATATACA 1 0.136986301369863 No Hit

AACGAATACTAATTCCACAGCAAGCCGGCTTTAGACAGCACAGATCCACTGAGA 1 0.136986301369863 No Hit

GTGAAACAGTTTATGTCAAGTGTACTGGTTTCTGTGAAACAGTTTAT 1 0.136986301369863 No Hit

CCCTTCTCCTTAGCCAGTCTGCCCTGCTGCAACCTGTT 1 0.136986301369863 No Hit

TTTGAAGGCAGCACATTGCTCTATCAAATGGTGTTATA 1 0.136986301369863 No Hit

AAAGAAGCGTGGGTATGTGAGCAATGCACAAACATCGAAGAGAGACTTAACAG 1 0.136986301369863 No Hit

TATTGCACTTTTGTTGGATTTCCGGCGTAATTCTTA 1 0.136986301369863 No Hit

ACTGCAAAGAGGACAGCCAATAACTATCTTTGT 1 0.136986301369863 No Hit

GTGGATGTCGAGCACACTTTTTCCACCTGTCCATTACNNTCTAGATGCT 1 0.136986301369863 No Hit

TACCAAATGTGAAGAAAATAAAAAAAAAAGCTAAACGTA 1 0.136986301369863 No Hit

TCAAAAGAGGATCCCTCTAACACAGCACCCCTGGACA 1 0.136986301369863 No Hit



ACTCTGTAGGACATTCAGGCTCTGTGTTGGCCTGTTGACATGTGGATAGTAAGA 1 0.136986301369863 No Hit

TGTGAATACCTTCCGTAACATGGAGAGTCGTGTGCAGGCAAGCCTTG 1 0.136986301369863 No Hit

AACTAGACCCATGTACAACTCTTTTAGTCTCAATCA 1 0.136986301369863 No Hit

ACCTATCTTATATATAATATTCGTTTAATCA 1 0.136986301369863 No Hit

GACCAGAGCTGACCAAGACTTTTTATGCCTA 1 0.136986301369863 No Hit

CTCTCAAACACTTCGACGGTTTGCAAAGACTGGA 1 0.136986301369863 No Hit

GGCTATATGAGACACATGCCATGGGAGCATTA 1 0.136986301369863 No Hit

TGTATTTATTGCTGTGTATCTTTACGCATGTATTTATAGCTCTTTGTGA 1 0.136986301369863 No Hit

GTCTGCATGCGTAAAAAGGTTCAAAAACACAGACTTAACA 1 0.136986301369863 No Hit

AACCATAGCTGACCAAGACCTTATTTAGTCGTCAAATGGTAGTCCTAGAA 1 0.136986301369863 No Hit

TATCTGCACCAAGTCAACATACCTAACAGCTGAAAGATATTGCCCAGTTGACAGA 1 0.136986301369863 No Hit

CTTGAGTACCGTCTCCTGGGCCTATCAATTAGGCAACTG 1 0.136986301369863 No Hit

CCACAAGGTGATGGCCTCTCATCTAAACAATGGC 1 0.136986301369863 No Hit

GAAAATAAGTTGTTACCAGTTTTGATTGGGGTTTCAAAGTAAATAA 1 0.136986301369863 No Hit

GACAAAATATACTGATCAGACATGTTAGTCAA 1 0.136986301369863 No Hit

CAGATCCTGAGTTCAGTATATTTTGTCATGTGTTCTTAA 1 0.136986301369863 No Hit

CAGTAAGATACTACATATGACCTTAAAGCTCAGTGTTAGCC 1 0.136986301369863 No Hit

CGGGTATACATACTTATAGTTTTTGTAGCTCG 1 0.136986301369863 No Hit

GGTTAAGCCGCTTGCCATTGATGTTGATGCCA 1 0.136986301369863 No Hit

TATCTGGACTACATTCTGCTACTTACCCTTTCAGGGTTTGGTAG 1 0.136986301369863 No Hit

CTTACCAACACAGTTCACATGAGAGCATGTTCA 1 0.136986301369863 No Hit

CAAAATATCTGTTAGTCTAATGTGCCGTGAGATAACA 1 0.136986301369863 No Hit

TTCTTAGTCTGTATCCTGTTTATTTAGTCGTTATCCCCTCATTCTTCGCATGTGTA 1 0.136986301369863 No Hit

GCTGAACCTCTAGAAGGCGTAGATGTGTTAGTTGCTGAACCTCTAGAAGG 1 0.136986301369863 No Hit

CAGATGGGCTGTGTGAAACCATCAACACACGAAACACCAAAA 1 0.136986301369863 No Hit

GGGAGAGGGAGATGGGAAGTTGAGGTTAGAGGGAGAGGGAGAA 1 0.136986301369863 No Hit

GTTCAGTGAAGATTCTAGGGGCTTATAGAGACGATACATGGAAGTAAA 1 0.136986301369863 No Hit

TAATATAACATACTATAACATATTTTAATA 1 0.136986301369863 No Hit

AAAATCTGTAGTCGAGGTGGTATGCCATGTTATAGAATAGAAACTAGTGCTATCTAA 1 0.136986301369863 No Hit

ACTTATGTAGCACATGTCTTCAACAAATACATGTCAAGCCCTC 1 0.136986301369863 No Hit

CTAACACATCAGGTCAAAGACCTTCACTAAC 1 0.136986301369863 No Hit

TGTTATCCCTACCTGGACTTCCTCATAGTGCTACCTAGACATGGACTGTTCTTGGC 1 0.136986301369863 No Hit

GGAAATGTAAATGAAACTGGTTGCGTACAGACTCTGCAGAGTCA 1 0.136986301369863 No Hit

GTTCAGAGAGCGAAAGACATGCTGAGAGGGTTCTTAGAGA 1 0.136986301369863 No Hit

GTTATCAAGTGAGGCCTACCATATCCCAAA 1 0.136986301369863 No Hit

CAAGTTTCCTCATGATTGCCATTCTTTCTCTGGCTCTCATTCGGTT 1 0.136986301369863 No Hit

GATTAAGGTCATAGAACTACAGATGACAGCTGCAAGCATCTCATAGTTGGCTGTA 1 0.136986301369863 No Hit

GCCGGAGGATAGCCCTAGTTTCTATTCTAGAACATA 1 0.136986301369863 No Hit

TGTCTGTGTCATGCCATTAACATATTAAAATAATCCT 1 0.136986301369863 No Hit

GTCTATCTAATGAATACAGATCGCAGACCCGGAGTC 1 0.136986301369863 No Hit

GTTATTGTTTATCGTCCTTAACTAATTGTTTATCGTCCTTAGC 1 0.136986301369863 No Hit



GTTATTGTTTATCGTCCTTAACTAATTGTTTATCGTCCTTAGC 1 0.136986301369863 No Hit

GTATATCTGTGATATAATTCTGTATTATA 1 0.136986301369863 No Hit

TATCTGAGACTTCTATAACAAAGGCAGTCATCGTGACAGATGCGCAAGCCGT 1 0.136986301369863 No Hit

GTATAGGGGGTGGGGAGAGGGGGGGGGGTAGGGGGTGGATT 1 0.136986301369863 No Hit

ATCTCTAGGTGGGAAGATTGTGCTGTCGTTAGGTATAACTTCCTGAA 1 0.136986301369863 No Hit

CTGCATGATGGACGGACCGCTTCATGTCGACCACAATTGGATAGGAACA 1 0.136986301369863 No Hit

CTGGAAACACAGTCCATTGGATTCACAGAATCCTTAATCGAGCAGCTGGAAAA 1 0.136986301369863 No Hit

TCCACACACGCATCCACACACGCATCCACACACCCATA 1 0.136986301369863 No Hit

GTCAGATGTGTATAAGAGACAGACCCTGTTATCCCTATCAAGGACAGCTC 1 0.136986301369863 No Hit

CTCATACACACACACCCAAATACACATACACACACACA 1 0.136986301369863 No Hit

AAGTTGGTTTACAAAAACAAATCCTTTAAAAGGCCAA 1 0.136986301369863 No Hit

TTTAGAAACAACGCACCTCTATTACTGCGTTAAGTTCGAAATGTGTTCTAAC 1 0.136986301369863 No Hit

CCATTAACTATTATGAATTCTTTCTTACCGTTGCATGCGCTTGCGGTTTGTC 1 0.136986301369863 No Hit

GAAAGATTGGTGAGTTGATGGGGTGAGAGAGATTGGTGAGTTGATGGGG 1 0.136986301369863 No Hit

CTATGGGAGTGTGTCTTCTCTGTTTTATGTAGCTAGGCTAGGCTACTT 1 0.136986301369863 No Hit

GTGTTAACTCTTCCAATCCGGAATTATTTTGCACGCTGTGCTGGGCATAATTTT 1 0.136986301369863 No Hit

GCTTATATCTTAAGACATGACTTCCAAGCTGTATTTGAAAGAAGACA 1 0.136986301369863 No Hit

CTGTGAGATTGCTTGCAAGGTTTCCTGGGTGTCTTTAACCAACTTTA 1 0.136986301369863 No Hit

GAATGAGTCTCGTTGCGTCTTTTGACCACATCTGTGAACCACTA 1 0.136986301369863 No Hit

CCATGCCTCTAATAGCAATACATTTTTTCTTAT 1 0.136986301369863 No Hit

GTCTTGCTGCGCTTGCTCGACCTTCTCCACCGACTTCTTCGCATCA 1 0.136986301369863 No Hit

GGCCTGTGCGGAGTCTGAAGACCATGACCA 1 0.136986301369863 No Hit

CCTCATGTCAGAGCCTGCTCCAACACACTGACCAAAGGTCCACTTCATGTA 1 0.136986301369863 No Hit

TATAAAATCTATTAACACTCATGTAGAAATGGATGAA 1 0.136986301369863 No Hit

GACATCTTTTGAACCTCAACTCGGGTCAGCTGGCTGTTCATTTGTCAA 1 0.136986301369863 No Hit

TGTATACCAGCGAGATAAATGTACCATTAGTATTCATACAACTGCAATTTGAA 1 0.136986301369863 No Hit

GATCAGAGAAAGCACATGTGGCCATCACCAGTGGCAACACT 1 0.136986301369863 No Hit

GTTAAAAAAAGCTTCAGTAACGGTTAGAATGTCTGTAATAATG 1 0.136986301369863 No Hit

GATGCTAGCAGTCAGCTCTGGGTCGTTGGCCCTG 1 0.136986301369863 No Hit

GGAATACCTTTGCATGTTAGTAAAGGGGCACGATGGTATATTACGTCATGGCCAAA 1 0.136986301369863 No Hit

GTATCCAGGAAACGCACCTCAACAAAAACCATAAATTCA 1 0.136986301369863 No Hit

CTTCTGTCTTGGTTTCCACTGTTCTTCTCA 1 0.136986301369863 No Hit

CATAAATATAGATGGAGCAACACACATAAATAT 1 0.136986301369863 No Hit

ACATATCATCTTAACTAAATATTCCTATATTATAAATATGT 1 0.136986301369863 No Hit

AGTGAATGTTGTATACATAAAATTATATTTATAACATATTAAATTGACGTA 1 0.136986301369863 No Hit

CTAATGCTCTATGGAGACATGACAGATGACCAAACT 1 0.136986301369863 No Hit

TTACAGCGTAGCCGCTGATCAAGTGATAAATCAGATAAGGACCA 1 0.136986301369863 No Hit

GTCTTGGTCAGTATATTTTTCCTGACCCTGACATTAGA 1 0.136986301369863 No Hit

CCATAGCAAACATTGCTGTTGAAGATGAAGTGTTGGAA 1 0.136986301369863 No Hit

ATCCTGTGATTACCCTCACTCCACCCCCTAATCATCACGA 1 0.136986301369863 No Hit

GTCTTACCTCGAGACGAATCATTCCCAGGGCTTGGATTGAATATAGAAACAA 1 0.136986301369863 No Hit



ACTGAGGATGAAAGATAATATATCATCCTTACTGAGA 1 0.136986301369863 No Hit

GAGTTAGGTAGATATAATGATCAGATAATGTAGTCAGGGT 1 0.136986301369863 No Hit

AGTCAGGGTCAGGCAAAATATATTAATCTGACAATGTA 1 0.136986301369863 No Hit

CTCATAAATAAGATATTGTACAATGAAATCTC 1 0.136986301369863 No Hit

TCATTCCCCTTTTCTCCCTCTTCCAATGATGTACTGGCCCCCTGAACAGA 1 0.136986301369863 No Hit

GGTCTGTACCTGAATGTTGGAGAGAGAAAGAGAGGTCTGTACCTGAA 1 0.136986301369863 No Hit

ATCTATGAGTTGGGGAAAGTTGTTGTTGTTTAATGCCCCCTATGAGTAG 1 0.136986301369863 No Hit

ACTCCAATCTAGGTCTAACTAATGCTTTATATATTTTGACTATCACTTC 1 0.136986301369863 No Hit

TGGTGGACTAGTGGGGGATAAGTTTCCTGTCTGTAACATCGTAGATGTTGTTTC 1 0.136986301369863 No Hit

GGGGAGCAGCGGTTCGTTTTTATCTATCACCCCAGTGA 1 0.136986301369863 No Hit

TTGTCTTTGTGTTTAAACACATAAGGACAAATAATAAGATCATTTCCTTAT 1 0.136986301369863 No Hit

TAGAGGATGTGATCCAGTCTTCCTTGGCGAGGTA 1 0.136986301369863 No Hit

ATTGAGTGCAACAGTTAGTCTGTCTCTTATACACATCTATGCGATCGCGC 1 0.136986301369863 No Hit

ACGTTCACTTCGCTTAGTCACATCTCTTCTGCCCGTGTATGT 1 0.136986301369863 No Hit

GACCTACCTCAATGGCATCGACGTGACTGGGGTAG 1 0.136986301369863 No Hit
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Sequence Count PValue Obs/Exp Max Max Obs/Exp Position

TCTTGGC 5 0.0 497.00003 50

Produced by FastQC (version 0.11.3)


