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Filename skewer_SW042-trimmed-pair1.fastq

File type Conventional base calls

Encoding Sanger / Illumina 1.9

Total Sequences 730

Sequences flagged as poor quality 0
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CTTATAGAGAATACACACAGGATAAAGAGGTTTAACATTGTCAATGTAGC 2 0.273972602739726 No Hit

GCAAACCAAAGAGAGCCAGTCTGGTCCGCTTAGCGACCATACTAGGGATAACAGGGT 2 0.273972602739726 No Hit

CTGAGGAATGACTTGTGTTGTATCTTGTGGGCCGGGGTTTTCTGGCCCAG 1 0.136986301369863 No Hit

ACATAGTAGTCATTAATTTAACATAGTATTGAATTATGACATGCATATCC 1 0.136986301369863 No Hit

GGAGAGTGTGAACCAGTTCTTCTACATGTCAACTATTGTCGAATGTCTGT 1 0.136986301369863 No Hit

CATCAGTCTGATCCTATCTCCTCAGTCTGCTACTATCTCATTAGTCTGAT 1 0.136986301369863 No Hit

TATAAATGTTATGTGCATCCAATTGTCACAGGCAATAAGCATTTGTAAAT 1 0.136986301369863 No Hit

CATGTAATCTATACTAGACAGTGAGGAAGGGAACTGGTCAGCCCATGTAA 1 0.136986301369863 No Hit

GCGTTTGAGCTACCAACCTGGAGCAGCGTCTGAGCTACCAACCTGGAGCA 1 0.136986301369863 No Hit

GGACGAAGGAATGCTTCTGGGAGAAGCCATGCTCCTTGGAACAACTGTTT 1 0.136986301369863 No Hit

GGATTACCCTGTTATTCCTAATTCCCCCCAGAACATCTTCATCAGTTGTT 1 0.136986301369863 No Hit

ATTATTAAGTTTAGAAATTCTTTGGTTTTTGTTGATATTGTTGATATTGT 1 0.136986301369863 No Hit

GAACTCAACACATCCCACTTATCAACACCTGAACAGAATCCAACCACAAC 1 0.136986301369863 No Hit

GTTAAGTAGGGAAAACAGGGTAAACAACAACACTACTATCAATGCAGGGA 1 0.136986301369863 No Hit

GCTTAGGGGATACAAGAAACGTGATATGATCAGAAGACGCATGCACGGTA 1 0.136986301369863 No Hit

GCAGAATCTAGTCCAGAGAACGGAATGCGTTTTGTCGTAGTTTACAGCTT 1 0.136986301369863 No Hit

GTATAGTGTGGGTCATATCCAATCCCATTTCCTTGGTATGACATGCTGTT 1 0.136986301369863 No Hit

GTCTTATGGAGGCTGAGATTGTCTTTTCTTAAAGAGGCTACCACTGTCTT 1 0.136986301369863 No Hit

GATGCCCTGTGTATGTCCCAACTGGTATGAGCAGGATGCAGCCGGAAGAC 1 0.136986301369863 No Hit

GAATATATCCAATAACTTACGACTACTCTAGAACAGATGTACAGAAGTTG 1 0.136986301369863 No Hit

GTATATAACCAGTTTCTTCTACTCCACTTGAAAATAACTATATGCATACT 1 0.136986301369863 No Hit

GATATAAGCTGTCAAACAGATGACGGTTATTAGCTTCCAATTGTTTTTTC 1 0.136986301369863 No Hit

CTATTACCCTGTTATTCCTATCTTCTACTACGAAACTTTTTACTCTTGCCTCACTC 1 0.136986301369863 No Hit

GCTTGGAGGCATTGTACCGCTTGTGCTTCCAGCGTCCGTTATAGCCTATT 1 0.136986301369863 No Hit

GTAAAAATCCATAGACACAATTACACAAACCTGCTTGACAGTAATTACGT 1 0.136986301369863 No Hit



GTAAAAATCCATAGACACAATTACACAAACCTGCTTGACAGTAATTACGT 1 0.136986301369863 No Hit

GGTTGTCCTGGTCTGGTTGTCCTGGTTGTCCTGGTTGTCCTGGTCTGGTT 1 0.136986301369863 No Hit

AGTTATAACAGGTGGCAGGAAGTCAACGCCAATTGTAGAACTTGAAAGAT 1 0.136986301369863 No Hit

TTCCATAATAGTGCAGCATATTCTGCTGCAGACAGACACAATCTATTTTG 1 0.136986301369863 No Hit

GTACTAATTAATGTCGTTGTGTACTAGTTAATGTCATTGTGCTGTTAGAG 1 0.136986301369863 No Hit

CCAAAGGATAGTTAAGTGGAGAGATCTGCTTAGACAACTTTACAGCCCGT 1 0.136986301369863 No Hit

CTTCATGTCATCGATAGTTTAATTATGATTCTCACGATGTTTAGATCATA 1 0.136986301369863 No Hit

ACTATATGAACATCTAAACATGAGCTTGGCAACAAAACAACAGACTAGCA 1 0.136986301369863 No Hit

AATGAAAGCAATGCTATACAAATACAATAGATGCAAAGATAAAGGCTAAC 1 0.136986301369863 No Hit

CTGACTGCAGCTGGGCTCTGCAGTCTCTTCTATCGGTCATGGATTGCAGT 1 0.136986301369863 No Hit

ATATCACACTTGTCATTACATCACACATGTCATTATATCACACATGTCAT 1 0.136986301369863 No Hit

CCAAGCGGCTAACTCAAGGTTTTGTCTGAAATAAACTTACCCAACCTCGA 1 0.136986301369863 No Hit

CCATACCTATGTCCAAATCATTTATATATATCAAGAATATAATTGGTCCC 1 0.136986301369863 No Hit

CGAATATGCAGCTACGTTTCGTTATTACGCTGTTATCCCTAATTACCAGA 1 0.136986301369863 No Hit

GAGCCGTATAGCATATTAGTGATTGCTGGGGTACCAGGCAATAACTTTAC 1 0.136986301369863 No Hit

CATATGAGGACACACACACACACACACACGCAAGTACACCTACACGCACG 1 0.136986301369863 No Hit

ACATGGATGTCTGCAAATGATGGGTATCGTAAATTTTAATGGATGTCACT 1 0.136986301369863 No Hit

CATTCAGGGCTTGGCAGCGGGAGATTCAGAACGTTCAGGGCTTGGCAGCG 1 0.136986301369863 No Hit

GGTCCGGGCTGTTCTTATCCACGTAACTCGTGTACTCGTAACGACTGATG 1 0.136986301369863 No Hit

TACTTAAAGTAGCTACAGCAGAGGCATGCATGAAATGAGAACAGGGAGGC 1 0.136986301369863 No Hit

GTATACCCGTCGCCATTTGCTATGAAAAAGACATAGTGACTATTGGTCAG 1 0.136986301369863 No Hit

GTGTTGGCCTGTTGACATGTGAATAGTAAGATACTATGTAGGACATTCAA 1 0.136986301369863 No Hit

GGTAAGTCTTGAGCTGAAGAGATACAATACAATTGTTACACGAGGTAGAA 1 0.136986301369863 No Hit

CTTTACTATCACACACAAACTTTACCATCACACACACACTATACTATCAC 1 0.136986301369863 No Hit

CCACCTGGTATGACCAGTGGTGGTAATGTCCAGGTACCACCAGATGATGG 1 0.136986301369863 No Hit

GGCCTGGCAAGTGCTCATGAGGCCATTCTTAATCGCTTTTAAAAGAAAAC 1 0.136986301369863 No Hit

GTGCTATTACCCTGTCATCCCTAAAATGGATACAGGCCTATCAGTCTACTGAACTA 1 0.136986301369863 No Hit

GGATAATACTAGGCATGTGAATCATCAAGAGTTTCGTTATCAACACTGCT 1 0.136986301369863 No Hit

CGTATTGATCTGGTGACTGAAAGCGATTAATGCGTCCCACATGAATGGCA 1 0.136986301369863 No Hit

CCTCCACTCTAGTACATCCATACCTCCACTCTGGTACATCCATACCTCAA 1 0.136986301369863 No Hit

GCATTAACCTGTTATCCCTACGCACCGAGACGAGAACATAAACAAAACCTACGTTA 1 0.136986301369863 No Hit

GCATAAGGCCCAGGAGCGAAAATTTGACACCTGCGAAACGCGGTGCTTAC 1 0.136986301369863 No Hit

AGATAGGACATACACTGAGGAATGCATCATCCGACATAGCTTGGCAGGCA 1 0.136986301369863 No Hit

GACTAGCGAGACGGAGACAGAACAGCTCATGACAGTATAGACTAGCGAGA 1 0.136986301369863 No Hit

CTTGGCCAGTGTTCCACGACGATGCGAAGAGTTGGTGCAGGGTGGTGGTC 1 0.136986301369863 No Hit

ATTGAAGATAGGTGGTACTGACGAATGCTCGTGTGGCACAGGGAAAATGA 1 0.136986301369863 No Hit

AATCTCAACCATCAGCTAATAACCTAATTGCTCTCTAGTCTGCAACAAGA 1 0.136986301369863 No Hit

GGAGTGGAAGCACCTAACTGCCTTCAGATTGTTTTATTGTCCAAGCCAGG 1 0.136986301369863 No Hit

GAGCATTACCCTGTTTTCCCTAGTCCAGACCATAGGGATATGGACATTCTAGATTCC 1 0.136986301369863 No Hit

CGTGAAAAACTCCCGATCTCCACTGTGATTCAAACGAGCGACCTCCAGCA 1 0.136986301369863 No Hit

GTGGATTACCCTGTTTTCCCTACCTCACACCTCACAGTCCGACCTCAAACCCCACAGT 1 0.136986301369863 No Hit



CTGGAAGAGTGAGACCAGTTCTCGAGTATGGCATTGCGGCATGGACAACA 1 0.136986301369863 No Hit

GAAAGACAGACGTCTTAGAAACAGAGGATTGAAAGTATGAAAACAAACGT 1 0.136986301369863 No Hit

GGTTGAAAGTGAATAAATGTCCAGGTCAAGATGGTATGCACCCAAAATTG 1 0.136986301369863 No Hit

CATATAGCCTCTGACAACAAAGCCATACTCCTGGCCTTTGCGCTGCAGAA 1 0.136986301369863 No Hit

TTGTTAGTTTGGCCATCATGTGCTCTTCAGGAGCCGTGTTAATGTTTTCG 1 0.136986301369863 No Hit

CCAGTGTTCCATTACCCTGTTATNCCTATGTCCCTATGTCCCAGCGTCCCTGTCTCC 1 0.136986301369863 No Hit

GTTCTCAGTCTGATGTGGTCTGTTCTCAGTCTGGTGGTCTGTTCTCAGTC 1 0.136986301369863 No Hit

GTCTTTGTCATACACAAAAACCCCCGCAGATCACTCAGTTTGTTCGACAG 1 0.136986301369863 No Hit

CTCTTGATCTGCTCCTATTCTTTATCGTCTTCTTGAGTTCCGCCCCTGTG 1 0.136986301369863 No Hit

ACATGGATGATGGACATGACAACATGGGTGATGGACAACATGGATGATGG 1 0.136986301369863 No Hit

ATGTTGTCGTGCCCCTTTTGCTCTTCACTAATGTCTGTATGCCTATCTGC 1 0.136986301369863 No Hit

TCCTACAACTATTTTGTTTCCTGTCTAAGAGTTCATAGACATCTGTATAT 1 0.136986301369863 No Hit

GCTCAGGCTACGGGCCGGTTTGTACTTACTTGAGCTCAGGCTACAGCTTC 1 0.136986301369863 No Hit

GCGCTGAACCTTCTCAACGTCAGCTACCAAGCGCTGAACGTTCTCAACGT 1 0.136986301369863 No Hit

ATAGGGATAACAGGGCAATCGTGATGATTAGGGGGTGGAGTGAGGGTAATCACAGGAT 1 0.136986301369863 No Hit

ACCGAAAGGTGCAGATATTGCAGTCAAGCTGTAAACTATGACACAACGCA 1 0.136986301369863 No Hit

GGTGAGATGAGGGATTGAGAAGGTGTTATGGGGGATTGAATAGGTGATAT 1 0.136986301369863 No Hit

AAACTCAACACTCTATAGTAGAAGTGGAGTGACTAGATAAAACTCAATAC 1 0.136986301369863 No Hit

TAGTCTATGATTCTGTCACTGGGCCACTTGGTCCAGATCTTATCATAGTC 1 0.136986301369863 No Hit

CTCTTGTACCGTCCGAAGTAAAGGATGGAGAGTCTAACACGATGGTTTGC 1 0.136986301369863 No Hit

GTATTGTAAGCACGCTCCTGTAAGCACGCTCCTGTAAGCACGCTCCTGTA 1 0.136986301369863 No Hit

GCTGCGCACTTGCTGCTTACCTCCAGGTCGAAGGAGCTTTATGGCCTGGT 1 0.136986301369863 No Hit

GGACATACTAAACAGCTGGTTTATTGTTCCTCTGCTTGATGTACTCGAAC 1 0.136986301369863 No Hit

ACCTAATACCTAATACCTAATGTATGTATGTATGTATGTATGTATGCATG 1 0.136986301369863 No Hit

CATCTAATATCCTCATCTAATATCCTCATCTAATATCCTCATCTAGTATC 1 0.136986301369863 No Hit

GAACAAGATCACACAAGCCAAACTATCAAAATACAATGTTAGGCTTGTGT 1 0.136986301369863 No Hit

CCATCAAGGTGTAGACTCCACTTATACACTTGCTGGAGTGAAAGACATAC 1 0.136986301369863 No Hit

TCATTATACTGTGTTCTTGTAAAGCGACCAAATCAAGTAATCTTGCGTGT 1 0.136986301369863 No Hit

GACAAGATGTGTCAAGATGCAGACCTGGCTGGAGGCAGACTTGGTGTGTT 1 0.136986301369863 No Hit

ACCCACTCCCTATTCACACGCAACCCACTCCCTATTCACACGCAACCCAC 1 0.136986301369863 No Hit

AGTCGACGACTTACACTTGTGTTCACGGAAACGTGGTGTTGTTTTCCGTC 1 0.136986301369863 No Hit

CAGATGAAGAGAAGGGTCTAAGTTTTTTCAGTCGATATGTTGCCCAGACT 1 0.136986301369863 No Hit

CTCGAAAAAGAAGGGGCTACGTTAAAAAGTAATTTAATAAAAGCAGCTAA 1 0.136986301369863 No Hit

TTATGTAGCGTGCCTAAGGTTAAGCATACTAATGTGAAAGAAGTGATGCA 1 0.136986301369863 No Hit

CTCTTGTATGAACCTCACTGTCTTGTCACTCAGAGTATGCCTACATCTGC 1 0.136986301369863 No Hit

CATGTCTGGCAGGTTACGGTGCTGCTATTCTTTGCTACCATTTCTGACCC 1 0.136986301369863 No Hit

GAGCATTAGAACAAGAGATTTGTTGATGCAGCCCTTTAATCTCTGAGTTT 1 0.136986301369863 No Hit

TGTGAAGACAGTTGGATCGGCCACATAAAGTGAAAAAAAGGAGATGCGGT 1 0.136986301369863 No Hit

GTATTACAGAGGAAATGGTTTTTATATTTAAATTGGAGGGGTTGAAAGTG 1 0.136986301369863 No Hit

CCTATGCACACTTAAACACATGCTACCCACCTGGAGAAAACAGAGCTTTC 1 0.136986301369863 No Hit

GGAGAAGGAAAGGAAGACGAGGAGGACCAGTGAGTGACTTACCTGATCTA 1 0.136986301369863 No Hit



GGAGAAGGAAAGGAAGACGAGGAGGACCAGTGAGTGACTTACCTGATCTA 1 0.136986301369863 No Hit

CAAAGACAACGTATTACAAGAATAAGAAGAAGACAGTCATCTACTTTCGT 1 0.136986301369863 No Hit

CATGGACCTGTTAAAGAGCAATATGATTTAGTTGAACTCATGGACCTGTT 1 0.136986301369863 No Hit

GTTCTATTACCCTGTCATCCCTACCCTATGAACACCATAACAACACCAAA 1 0.136986301369863 No Hit

GTGCTTAGGGATAACTGGGTAATGATTGAGACTAAAAGAGTTGTACATGGGTCTAGTT 1 0.136986301369863 No Hit

TAGAAAATCACTTCACACCAGAGCTGAAGCAAGAACTGTTCACGCATCAA 1 0.136986301369863 No Hit

GGCTAATAGGGATAATAGGGTAATTTCATTAATGTTAATGTATTCTTTGACATCACAT 1 0.136986301369863 No Hit

TTCTTAAATTGGGTCAAAAGATACAGATATTGCAGCCTTGCTGTAAGCTA 1 0.136986301369863 No Hit

ATTGGACCCTTTACCTTTGCTAAGAAAAGCAAGTGCTTTCCCACTACCCT 1 0.136986301369863 No Hit

GTCATATATAAAAAAGAATTTGGCTTAATTATTGACCCTATTTCCCTCCG 1 0.136986301369863 No Hit

CAGCAAGACCTGCGTGGCGGCCTGTCCTTCATGGACGACAAGATGGGCGA 1 0.136986301369863 No Hit

GAGAACCCTGCCATCAGTCCTCTAGCTTGAGAACCCTGCCATTCGGCCTC 1 0.136986301369863 No Hit

CAAAGATACAATATATGTACTGAAACCATAGTAACAATATGCACATGAAT 1 0.136986301369863 No Hit

TCGTACGTACGTTCACTTGGTGCACTTAGGTCCAGTTTCATTTGAACACG 1 0.136986301369863 No Hit

GAACAATGGTCTTGGAGCAACCCACTAAACATTATGCAGGTCACAAGGGG 1 0.136986301369863 No Hit

TAAGATGAGTGAGTAATTAGACGAGTCATACAAAAGGATAAGATGAGTGA 1 0.136986301369863 No Hit

GAGAGAGAAGGGGAAGAGTGGCCCCCAGGGTGAGCCCCTTCGTCTGTAAA 1 0.136986301369863 No Hit

GTGTTTACAATATCGCCACAAATGTTAGTTTCCAATTCAAACGTAGTTCT 1 0.136986301369863 No Hit

TCTTTCATCTTTGCTTTGGCTATTTCTGCAAAGGTTATTCGCTTTAGTTT 1 0.136986301369863 No Hit

GTGTTACTGTTGGTGGCTTTCTGATTGATTTGATCATCCTTATCTTCTGT 1 0.136986301369863 No Hit

CGTCATACTGGTATCTGTTTGTGGTAGTGCAAGTGTCAATTCAGTGATGT 1 0.136986301369863 No Hit

ATCAGCTTTGCTGCGATATTTGCACCTTTCGGTCCAACACTCCGACTTCA 1 0.136986301369863 No Hit

ATACTATACAGGGGAGGACCTGGGAGTGGCAAATGAAAAACACTGACGGT 1 0.136986301369863 No Hit

ACCCTTCACTGTCCAGGGCACACATCCCTTCACAGTCCAGGGCATATACA 1 0.136986301369863 No Hit

CTCAAATAGGTGTGTGAGTTTTGCATTAATAGATAATCTGAAAGTGTGTT 1 0.136986301369863 No Hit

CAATGAGTGACATGAAACACAAATGTTAGTGCAACCTCAGCGATAGTTAG 1 0.136986301369863 No Hit

AAGTTACTATCAGGACAGATACGAAAATCAGTTTCATACCAGCAAGATAT 1 0.136986301369863 No Hit

GGGTGATGGTGAGGGTGAGGGTGAGGGTGATGGTGATGGTGAGGGTGATG 1 0.136986301369863 No Hit

CTAGAACTCTTCTCTCCCCCTTCTTCTCTCACTAGTCTGTCCCACGTATTCTAGAACG 1 0.136986301369863 No Hit

GGCAACAACTGACTGCCCCGTCTCTAGCCTGAAGTCCATTGTCTCTCGAG 1 0.136986301369863 No Hit

GTTGTTACTTGGGTCAGGAGTTTGTCCTGAAGGACATTTATTAGTGCAAG 1 0.136986301369863 No Hit

GTATATGCATTACCCCGTTATCCCTATTTAAATTTATACTATACACACAAAACAACAG 1 0.136986301369863 No Hit

TTTCACCCCAATTGGGCTGTAATGGTGGTTTACATGTACCCACTTCCTCC 1 0.136986301369863 No Hit

CAGCGTAGATGAAGCAGCAATCCACAGACTGCAAAGTTTCAACATTAAAC 1 0.136986301369863 No Hit

GGATGAAGACAGAGAAAGTGGATCAAATTGACCGCTTAGGATTACCATAA 1 0.136986301369863 No Hit

ACGTTATTCATACAAACTGAAAGCCGACCGTCAAGTGTCAAGTAGCAATC 1 0.136986301369863 No Hit

GAGAAGAGAGAAGGGGAAGAGTGGCCCCCAGGTGATCTTCCGTTCCAATT 1 0.136986301369863 No Hit

AGACTATACTCTGGACTTGCAAGGAGGTTCAACCACTTCCAAACAAGTTG 1 0.136986301369863 No Hit

GCCTGAAGGTGACAACTTTCACTTCTCTAATTAAATCATAGTAGTAGTCT 1 0.136986301369863 No Hit

GGAAGAGAGAGTTAGGTCATGCAACACTTAGAGAAGAGTCTGTGAACAGG 1 0.136986301369863 No Hit

TAATTACCCTGTTATTCCTATTTTGGGTGTGGACTGCTCGCGTAGTTGACAGAGTAC 1 0.136986301369863 No Hit

GCCAGTGTCCTTCCACGAGAAGCTGTACGGAAGCGTACAGCGCCTTGAGT 1 0.136986301369863 No Hit



GCCAGTGTCCTTCCACGAGAAGCTGTACGGAAGCGTACAGCGCCTTGAGT 1 0.136986301369863 No Hit

GACACAGTCAAAGATGAGGGGGCAGACACAGTCAAAGATGAGGGGGCAGA 1 0.136986301369863 No Hit

GATGATAACTGAGAACACGCAGGATAGTCCTGACGTCATATACACCGACG 1 0.136986301369863 No Hit

GGGAACAAGCTACGGAAGCTAGTATGAGCCATGAATGACGAAACCCCTTC 1 0.136986301369863 No Hit

TACTTATGCTTTCCTCCTCACATGCAATTAAGATCCCAATGGATGATCAC 1 0.136986301369863 No Hit

GGATATAAACGCTTGAGGAAAGCGTCAACCATCTTGTGAACTTCTTGGGG 1 0.136986301369863 No Hit

AAATTACCCTGTTATTCCTAGTCGATCTGTACTTCTGCAGAGGCGGATGCCCTTGTGC 1 0.136986301369863 No Hit

GAAACATACTGACCAAGATTCTACTTTACCTCAAATCATGTGAAACATAC 1 0.136986301369863 No Hit

CTGGCGAACATCTCATTTAGTTATTGTTTGTTTGTTGGCAAACATATCAG 1 0.136986301369863 No Hit

CCTGCACAGACGCTTTCCGCATGGTTTCCCTTACCTTCACAATCAGTGAA 1 0.136986301369863 No Hit

GTAAAAACCATGTTGCAGATTACCCTGTTATACCTATTTCCACCCTTACC 1 0.136986301369863 No Hit

CCCCAGCAATGGGGAGGAAGACTAACGTCTGGGCAGGCCCAAATATCTAA 1 0.136986301369863 No Hit

CTCCAAACACATTTTGCGGTACTGCCCAACATACAAAGAACTAAGACGCC 1 0.136986301369863 No Hit

GTATAAGGACATTCAATTTGTTATGTCCTGTTCTCATCTTGAAGAAGATC 1 0.136986301369863 No Hit

GTCGTAAGACGATCTGCAAATAAGTTCATGAAGTAGGTCTAATCTATCCA 1 0.136986301369863 No Hit

AATGGTATCTGTGCGTGTTTATCAGTTATTCTCTAGTGCCATACAAAGTG 1 0.136986301369863 No Hit

GCCTGTTCTCCCTCTTCTTTGCTCAGCAAATTATGCATTGAGCATTGATT 1 0.136986301369863 No Hit

ATTAAGTATAATGTTAGAAGTTCTGAAAGTCTCATGTTAGTGTTCGTAAA 1 0.136986301369863 No Hit

GGGTTGAGACAAACAAATCAATTAAGCTGGACTATTAAGGGTTAAGACAC 1 0.136986301369863 No Hit

GTGGGGGGGGGGGGGGGGGGGGGGGCCGCCCTCTTAACGCCCCCATTGCC 1 0.136986301369863 No Hit

CTGTCTGACTGCGTACGATGAAGAAGAAGAAGATTCCCTGTGGAAAAACT 1 0.136986301369863 No Hit

GCCAAATCAGAATCAGAGCTGGCCAAGAGCCAAATCAGATACAGAGCTGG 1 0.136986301369863 No Hit

GTAAGACCACTGAGTCCCCTTTTTACAGAGTGAGACCACTGGGTCCCCTC 1 0.136986301369863 No Hit

GAGAATATGAGGTTGGGAGAGGTATCGTTTAACCTCCGGTGAAGGGAGGG 1 0.136986301369863 No Hit

CAAAATAAGTATAAAAGTGTAGCCCAGATACCGCAACGGAATACCGACCT 1 0.136986301369863 No Hit

GGTGGTGAGAGTTGTGAGAGTTGTGAGAGTTGTGAGGTGGTGAGAGTTGT 1 0.136986301369863 No Hit

CATCAAGGTTGCATCAACTTTTAGTCAGAAATGACGGACAAGGGGCTACT 1 0.136986301369863 No Hit

GTGTAGAGATCATCGCTAGATTCACTGTTTGACTTGCCAGGCAGGCGTTT 1 0.136986301369863 No Hit

TAAAAGATGTGGGTACTGATAATTCCTGCATTTCGTTCATTGTATACACT 1 0.136986301369863 No Hit

CTTTATGGCAACAGAGGAGCTACATCATATGTAGAGAAGCAGCTATATCT 1 0.136986301369863 No Hit

CGCTTAGATCTTTGGAAGCAACGGAGATGTAGTTTTAAAGAAGAAGGTTG 1 0.136986301369863 No Hit

CACAAACAGACCACCATTATAGCACACAAACAGACCACCATTATAGCACA 1 0.136986301369863 No Hit

ATCAAGGACTGGGCAATGCAGAAACAGCACAGAATAAACAAGTAAACTAA 1 0.136986301369863 No Hit

GTACCAGAGCTGTTAGAATGCATTTATTTGCATATTACACACTACACTCC 1 0.136986301369863 No Hit

CTCCAGATTTGGCCTTCTCCACACAGGACATACACCATAAAATAGACCGC 1 0.136986301369863 No Hit

GGGGATAGTACACAACCGAGCCCTAGAACAGATCTAATATGAAATATTTC 1 0.136986301369863 No Hit

GGTGAATGTGAGACTGTTGTCTAGAATGTAAAGGGGAGTAGTGGACCAGT 1 0.136986301369863 No Hit

GCCATATAGTCCTGCTGACAGATGCTCTCGCCGTAGTCACAGCGCTAAAA 1 0.136986301369863 No Hit

TGCCAGTGTAGCTACCAGGAAATGTCTGGCCTGGTTGACTCAGCCAGGAG 1 0.136986301369863 No Hit

CAGATGAAGCCAAGCATAGCACAGCCGCCTGGAGGACCGTGCTTGGAATG 1 0.136986301369863 No Hit

ACGCTGATGTCCTTTAAGATTGTGCATGTATTCGACACATATTTTAATGA 1 0.136986301369863 No Hit



TTCTCCCTCTGCCCCTGATATGCTCTCTCTCTGCCCCTGAGATGCTCTCC 1 0.136986301369863 No Hit

GAAGAAGGCGAAGAAGGAGAAGAAGAAAAAGAAGAAGAAGAAGAAGAATA 1 0.136986301369863 No Hit

AACCCTAATCCTAATCCTAAACCTAATCCTAAACCTAACCCTAACCTAAC 1 0.136986301369863 No Hit

CCAAAACCCATCACTACTCTACGAAAACCTACCTGGAGGCAGGATATATT 1 0.136986301369863 No Hit

AGTCTAGCCTGTTTCTGGGGACGCCTTTTCGATTTGTGATCGGGTCTTGG 1 0.136986301369863 No Hit

GGAAAAAAGGCTTACATGGCTTGTGAAGTAAGCTCTGGATATATTCTGAA 1 0.136986301369863 No Hit

AATTTATCCAAACTTGTTATAGTCTAATTTATCCAAACTTGTTATAGTCT 1 0.136986301369863 No Hit

CCCAAATTGTTTAGTCTCTGGTGCATTGGATGGTCGGTCAGTCTTCGGAG 1 0.136986301369863 No Hit

CTTGTCAGATCAGTATATTTTGTCTGACCAGTAGTTAGTCCTCCTTCCCA 1 0.136986301369863 No Hit

AGTTAATGGATATCGTTACTATAAAAAAATTGTTATAGTAGTTAGGCCTA 1 0.136986301369863 No Hit

ATCTTAGGGTAGTATCTCTCCTTTCTTTTTCAGTCTGGCAGTTTTTGTTT 1 0.136986301369863 No Hit

CGTCCTTTCCATGGCGCTCAAAAGAGTAAACTTACTCATTGTGGGCATTA 1 0.136986301369863 No Hit

GTAGGCACAAAAACATTAGGAGTTACAGACTCAGTTTCTCGCCAGTAGTT 1 0.136986301369863 No Hit

GTACTGTCCAGGTCCTGCTGGGGTTTCAGGTCCCCAGGCGTTGGTGTGAA 1 0.136986301369863 No Hit

GTATGTATGTGTATCTATATGTCTATATGTTTGTATATCAGCATTGAGGT 1 0.136986301369863 No Hit

GTACTCTGCATCCAAAATCAACATTACAGAGGAATGATACAAGAATCAGA 1 0.136986301369863 No Hit

TAATCCATGTGCGCCACCATGAAAGGTGGAGAAGGTGAGAAAGACTATGA 1 0.136986301369863 No Hit

ATACAAGGACAACTAAATGTTATTAACTATCCAGAGAAAGTGCATATAAT 1 0.136986301369863 No Hit

CATCCAATCGTGTTGAAGCTTATCTATTGTATAACTGCTCTCGGCGATCC 1 0.136986301369863 No Hit

ATAGTAATGATAAATGGTGCTAGTAGAAAAGATAGTAGTAATAGTATTACTAGTGC 1 0.136986301369863 No Hit

CAGGGAGCCTGGCAGCGACCATCGTCAGCATCAACACATGAAAAAAAGGC 1 0.136986301369863 No Hit

ACCTTGTGGAGGTATACTTCAGGATTTGAACGAATGCTATAGACTTTTTC 1 0.136986301369863 No Hit

CTTTGCAGTATCGTCTGACGAAGATAGTTATTGGTTGTCCTCTTTACAGA 1 0.136986301369863 No Hit

GGTGAACGATTGAGGCGTCCTTTAGCTCCTGCGGAATTTTACCTTCAGCC 1 0.136986301369863 No Hit

GGGCCACCACTCTACGTGTTCATCTGTTATTCGGCATGTGCACTACATGG 1 0.136986301369863 No Hit

GCATTACCCTGTTATTCCTAATTACCCTTGGTATATGACAGAATTATATGTGACGC 1 0.136986301369863 No Hit

GGTAAAGACAGGGTGTTAATAAATTACCAAGTTGGGGGTTGTTTTAGAAT 1 0.136986301369863 No Hit

ATGTTGAACCATGCAAGCCAACGCTCAAAGGAAAGAGGACTGAGGTCCCA 1 0.136986301369863 No Hit

CAATTACTATTACCTCAACCACAACTACCACAACCACCATCACCACTACA 1 0.136986301369863 No Hit

GAAGAGGGCTCCCCTTTTAATACAAGCTTTATGGCAGTGTCAACCGCCTCAGGATGAC 1 0.136986301369863 No Hit

GTTGTATCATATGTCACATAGTGCAGTAAGCCGTATGAGCTCGAGCATTA 1 0.136986301369863 No Hit

GGGGTATTGTACCCCAGGCATGTAAAGACGCTGTACTTATACCAGTACCC 1 0.136986301369863 No Hit

GAGGAATGGCTTCCAGTCTCGACATGTCATGTTTCAGCAATGTCCAGGTT 1 0.136986301369863 No Hit

TTTTTTAACCGTTATTACAGCTATTCTTACTGTTTTTAAAGTCATTCTAA 1 0.136986301369863 No Hit

GGCGTTATCTGTGCTGTCAGGAAATATATCGTCTTCTGCGCTCGTTCTTT 1 0.136986301369863 No Hit

ATCTTACTGTCTGTATCACACTGTTAGATGGAAACCAAGATAATTGTCCT 1 0.136986301369863 No Hit

TATTACCCTGTTATCTCTAGATTGATGGGGAAAGGGAGGTCATGCTGATT 1 0.136986301369863 No Hit

CTCCTAGCTAATGGTTACCTAACTTAAATCACTCTTCTACCATACACAAC 1 0.136986301369863 No Hit

GAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 1 0.136986301369863 No Hit

GTGTGTTTGTACTTCGCCGCGGCGGCTTTGAGGGCGATAATTGCCTCCAT 1 0.136986301369863 No Hit

ATCTATATTTATGTGTGTTGCTCCATCTATATTTATGTGTGTTGTTCCAT 1 0.136986301369863 No Hit



ATCTATATTTATGTGTGTTGCTCCATCTATATTTATGTGTGTTGTTCCAT 1 0.136986301369863 No Hit

ATGTCAATGCTGAGTTGGGCACAGTCAGTATAGGTTAATGCTGAGTTGGG 1 0.136986301369863 No Hit

CCTGATTATTACGGGAGGTGGTGACTTGCTTGCACAGGATTTCTTCTTGT 1 0.136986301369863 No Hit

GTAATTAGGGATAACTGGGTAATTCTTACTATCTATATTCTCTCAGCCAGACTACACT 1 0.136986301369863 No Hit

ATAACAGGGTAATGACTGAAGACCATTCTCTTAGATCCTCCATCACATAGGCTGAAGA 1 0.136986301369863 No Hit

CTGCTATGGTAGCGAAACCTGGTCTCTAACCAAAGAAGCAGAGAACCAAC 1 0.136986301369863 No Hit

CAGATAAACATCATTGATAGAATAATCATCAAGCTAAGAAAAACTGATAA 1 0.136986301369863 No Hit

AGGTAGGTCAGCTGCGCGGCGGCTTCTAACAGCCGCTCACGCGCTCCGGT 1 0.136986301369863 No Hit

GTTAAATAGGTAAGTTAGGTTTGTGTGTTTTCCTCCAGTCTAAGGTCCGT 1 0.136986301369863 No Hit

TTTGATGATATTGAAAAAATGTAGGGTGAAGAAAGAATTAGTTACCGAAA 1 0.136986301369863 No Hit

GCTCTGGTCTCCTGACCTTGATGTAAGCTGTCAGCTCTGGTCTCCTGACC 1 0.136986301369863 No Hit

GTATAAAGATGTTAAGTTAAGTTAAAAGACGAAAGATGGCCTGGTGCAGG 1 0.136986301369863 No Hit

GTCATATATTGTTGTGGCTGGATTGAAATGGGCATCTCTATCTCGTATTG 1 0.136986301369863 No Hit

GGTCAATAATGTGGTCACTAATAAGGTCACTTATGTGGTCAATAATGTGG 1 0.136986301369863 No Hit

AATACATAGATGCATACATAGGTACACAGATGTATAGATGGTTAGATAGA 1 0.136986301369863 No Hit

CAAATAGAATAATCATGATGAATGGCCCTGCCACCCATTACAAAGAAAGT 1 0.136986301369863 No Hit

GTGGTGAATACTTGGAATGCATTACCACAGGAAGTAGTGGAGGCAAGGAT 1 0.136986301369863 No Hit

TCTGTGAGCTAATCTAGAACATACTGTACGTGTTGACATATCTGTGAGCT 1 0.136986301369863 No Hit

TCTCAGATATCCATTTCAGTGCTGATGTCACTGCTTCCGTCTCCATTCTC 1 0.136986301369863 No Hit

CCTCAGAAGATCCTAACCTCAGACAGACTCTACCCTCAAACAGAATCTAC 1 0.136986301369863 No Hit

GGTGGTTAGTGGGGCATGCAAGACAGGTCGTTAGTGTCGCATCCAGAACA 1 0.136986301369863 No Hit

GATCAATGAGCCTGATCAAATGAGTCATTTCTCGGCACTTGATCTAATTT 1 0.136986301369863 No Hit

CACATTACAAATAATACGGAATTGAGACATTTTAAGTTTTCATCTGGTCA 1 0.136986301369863 No Hit

GTGGAGGGCTCCCATGGTAATATTCAGATGGACATAACCTCCAAGAACATCGGAAT 1 0.136986301369863 No Hit

AAGCAATGTTTTGCAAAGAACATGCTACTTACACAAAAATTACATATTCA 1 0.136986301369863 No Hit

CGTCTAGCGAGCTGAATGAATAACTAGTCTATCTTTCAGATCGATATCTG 1 0.136986301369863 No Hit

ATACTGATCATAGCAACATACGGAAGTAGCCTGTTCATACTGATCATAGC 1 0.136986301369863 No Hit

CATGGCGGGTGTGAATACGGAATCCGTCCAGAGTTGATCAGCGAGCAGTG 1 0.136986301369863 No Hit

ATCGAAATGTGTACAAAATATTGTTGGATCCTCGCATACGGCATATTTGT 1 0.136986301369863 No Hit

TTCCTACCAAGTGCTAAATATTGTAAATATGTAGGTGTACTCAGTCGTCA 1 0.136986301369863 No Hit

TGTTCGAGAAGACGAGAACATTGATAGTTTCGACCCATTTTCGATTGGGG 1 0.136986301369863 No Hit

TACTAGGCCTGGACGATGTGTAGCTCTGGTGTTTCCAGTCTCCAGACTTT 1 0.136986301369863 No Hit

TTGCAGAACCGTCAGTGTATGCATGGGTCGTGTTCGAGCACATGTTCAAA 1 0.136986301369863 No Hit

ACCCAACGTTAGTCTATTCTCACCATGCTGCTGGTTGTTAAAATGGCAGA 1 0.136986301369863 No Hit

GTTCTAAGACTGGTTGTATAAGGTTGTCTCTCCATTTGACCCTATCCTCT 1 0.136986301369863 No Hit

GTATATTAATATATATTTAGAAGGTTTAGTAATATGTATATGCCAGGTAT 1 0.136986301369863 No Hit

CAAGTAAGGTAGAAGCCAGAGAAGAAAAGGTGAGATCAAGTAAGACTAGA 1 0.136986301369863 No Hit

ACCTTAATCCAAGCAGCCAACTATGAGATGCTTACAGCTGTCATCTGTGG 1 0.136986301369863 No Hit

GTCACGTCAACACAGACATAGAGCCAGTCACGTTAACACCTTAGGCATAG 1 0.136986301369863 No Hit

CACTTACACACACCATACATTCTCGTTCACACTCACTCGTACGAAAATCC 1 0.136986301369863 No Hit

AGACTAAGATTCAAAGTCTTGGCGGTGTCTACCTGTGGGCCTCATCTAAC 1 0.136986301369863 No Hit



GGTCCGCCGGGGTCTTTGTGTATGACAAGGACAAGAATATCACCTCTGCC 1 0.136986301369863 No Hit

AATGTTCATTGTGTGGCTGTGCTGGATAGAACGTTCATTGTGTGGCTGTG 1 0.136986301369863 No Hit

GTATATCACAACCGCAATGAGGACCACGGTCCACGTTCATGAGGACGTTC 1 0.136986301369863 No Hit

GAATAAGTCAGACATAACAACAAGATACACATACACTAAATAAGAAAAAG 1 0.136986301369863 No Hit

GAGGTACCATCTATTCCTTCAGACTTGGCACAGGCCACAACAGATTGAGG 1 0.136986301369863 No Hit

ACCAAGCTACTAGCCTTCATAAGGCCACCAAGCTACTAGCCTTCATAAGG 1 0.136986301369863 No Hit

GTACAATATCTTCTTCTTATTGTTTTTGCTCTTCCCATTTTTTTTTCTTC 1 0.136986301369863 No Hit

GCTATTTACAGCGGCCGTCGAAGAGATTTTCGAATAATTCAATCGAATCG 1 0.136986301369863 No Hit

CCTGGATACATGCCACGTCAATCTTACCTTCATGCAGGTGGTGTGTTAGG 1 0.136986301369863 No Hit

CATGGACATCCACGGGTCGATTAAGAACTAGGGCACATGGACATCTACGG 1 0.136986301369863 No Hit

GGACGAAGGCCTGACCACTCAGTAATGTTGTCCACCCATCTCTTCCTTGG 1 0.136986301369863 No Hit

TTCAAAAGCCATTTGTGATCTAGCATGCGGTGCTTTACCGGCAAAAATCG 1 0.136986301369863 No Hit

ACTCAATTGTGAGAAAAACCCATCAAGAATGAATAACTCAATTGTGAGGA 1 0.136986301369863 No Hit

GTGCTGTTATAGGAATCGAACCCAGCACGGGGACGGCGTGGCCTAGTGGT 1 0.136986301369863 No Hit

GATAGGAAGCAGGTCCTGAATATATGTATAAAAAGTAAGAAGTTATGGTG 1 0.136986301369863 No Hit

CCTTTACAAACTATCAACTACATATTTCTGCTACCCCATATCAGTGTGTG 1 0.136986301369863 No Hit

TATATATATATTATATGTTGAAAAGCACCACGGGGGAGTCCAGCGTCTGG 1 0.136986301369863 No Hit

AGTAGTAGTAGTGGTCTAGTTGCAATAGTAGTAGTAGTAGTAATCTAGTT 1 0.136986301369863 No Hit

GTGATGGTAGCAGATGTAATATGGCAGCAGTCATTGCAAACCTGCTTTCT 1 0.136986301369863 No Hit

GTCTATGATCACGACGGCGTTCAAACCCTCCGCCGACCGGTTGAGAATCA 1 0.136986301369863 No Hit

ATCATCTCATGTCTCATCATCTCATGTCTCTATATATTTCTAAATGTCTC 1 0.136986301369863 No Hit

AATATATTCAGTTCAGTTCAGTTCATCCCGTAACCCATCAGGTCGTTGGG 1 0.136986301369863 No Hit

AATATATACTGGAGAGTATTTTTGTATTTTGTTGCTTTCGCCTTATTTCT 1 0.136986301369863 No Hit

GAACAAGATACTGTAAGGACAAAACAATGTAAAGATGAGACAGTGTTTAT 1 0.136986301369863 No Hit

TGTCAATGTTTTAGCGCCATGGATATTCTAAAAATGCATGCAAAAAATCA 1 0.136986301369863 No Hit

CTCTACATGTTCTTGTATCCACTCTCCATGTTTCTTGTATAACACTCTTC 1 0.136986301369863 No Hit

GTATTGTGACAAGTGAAGGCTGAGACAGTCCGTCATATGAGGGAAATAGA 1 0.136986301369863 No Hit

CACACACAGCTGTCAGTCACAAACATATCTATCAGACACACACATATCTA 1 0.136986301369863 No Hit

CCTTTATTTCTATACTTTTTTCTAGACCATTCTTTCTACATCCTTCTTTC 1 0.136986301369863 No Hit

ATCCACGCTGGAGCGAGGCGCTTGCGCATCTGCCCGACTATCTCGGCAAC 1 0.136986301369863 No Hit

CTTGTAGGTGGTTGAATTTTGAAAAACTTGTTATGTCTAATGTATCCATT 1 0.136986301369863 No Hit

AAATATCACAGTCAAGCTGTAAACTCGTGACACAATGCATTCCGTTCTCA 1 0.136986301369863 No Hit

GCATTGAAGTGAGGTGGGGGGGGGGGGGGGGGGGGGGGCGGGCCCTTCTTGTTCACC 1 0.136986301369863 No Hit

GGGTTGCAGTAGCTTTCCTCACATCTCGAACGTGCTGTTAAAGGTGGGCC 1 0.136986301369863 No Hit

GACAGATAGATAGATATATAGGTAGGTAGGTAGGTAGGTAAGTAGGTAGG 1 0.136986301369863 No Hit

GGGATATTTATTTTACGTTCAAATCGTTTCGTTTCCGCTGTTAAACTCTT 1 0.136986301369863 No Hit

CCGCCAACGTCTGTGCCACTCTGGCCAACACTTCACACCCCGATCCCCCA 1 0.136986301369863 No Hit

CTGTGGGGTCAATCATTTTTATATTTTTTGGTAGTGAAAAGTCCTGGCAC 1 0.136986301369863 No Hit

ATCCCATACCAGTTTGTAATCTACTTACTGACTTACCCTGGTACATCAAA 1 0.136986301369863 No Hit

ACCTAAAGCTGTGCCAAAATTACAGAACAATAAGCCTCATTAGCCACCCT 1 0.136986301369863 No Hit

GTTCCGGTACAGTAACAGATGGGAAGATGCAGGAATATAGACCATGACAT 1 0.136986301369863 No Hit



GTTCCGGTACAGTAACAGATGGGAAGATGCAGGAATATAGACCATGACAT 1 0.136986301369863 No Hit

GACTAAGACTGAGACGAAGACTGAGAATAAGACTGAGACTAATACTTGGA 1 0.136986301369863 No Hit

ACCCTATACCGGGCATTCTGCAAGTCGGACCTGGTAGGAATAACAGAAAA 1 0.136986301369863 No Hit

ATGTAAAATACTGGAAAGATATGTAAAATACTGGAAAGATATGTAAAATA 1 0.136986301369863 No Hit

ATAATAAGTTTTTCAAAATTCAAACACCTACAAGAACAAGAGGACATAGT 1 0.136986301369863 No Hit

TGTTAGTGTCACTCTAAAATGCCATTTGGAAATTTGGGAAAAAACATTAC 1 0.136986301369863 No Hit

AGTATGATCTTCAACAAGGAGGTATATTTTGCTATTTGACAAAAATTTCG 1 0.136986301369863 No Hit

GCTACATCCAGCTCACACCAGAGCTGGGACCTGCACAGGAGCATCTGCCT 1 0.136986301369863 No Hit

GAGTGGAGGGAACTGGTCCAACAATCTCTAGTATCGGTGCCCCAATTGAGTGGAGG 1 0.136986301369863 No Hit

CCCTACCTCCGTGCTGTGGAGCCAGGGCACGGACAGTTAGGGAAACCACT 1 0.136986301369863 No Hit

GGTATGGACGAAATGTTTTGAACTTTAGTATGAATGAGTCAAGGTATTTA 1 0.136986301369863 No Hit

TGCTAAGCCCATGCACAACTCTGTTTAATCAAATCTTACAACATTTATTC 1 0.136986301369863 No Hit

GGATAGAGTCTGCATTCTGCAATACAGACAAGTTGGTTGGGATAGAGTCT 1 0.136986301369863 No Hit

TCCTCAAATTGCCTGTATATGAATGGAGTTTCAGCATCTTTGGTGATGCT 1 0.136986301369863 No Hit

TCTATATGCTGCCTGACCCTTAAGATCTGTCTGACCAAACATTAGTCTCC 1 0.136986301369863 No Hit

GGTATGATAAGATCACTAATGTGGAACTGTTGGACAGAACCAGACTGAAC 1 0.136986301369863 No Hit

GAAGTAATGTTAGGTAAGGTGGACTAGAAGTAAGGTTAGGTAAGGTTGGC 1 0.136986301369863 No Hit

GGCTTAAGTAGCAGAATGTAGTCCAGAGAACGGAATGCGTTCTGTCGTAG 1 0.136986301369863 No Hit

TTTGCCATCTGTGCGGTACTTTATGGGTATTCCAAGCTCTAGTGATCTGT 1 0.136986301369863 No Hit

CAACCACAAAGACTAGACTACAATAGATGACAACCACAAAGACTAGACTA 1 0.136986301369863 No Hit

ATAGGATAGGTACAGCTTACCTGACTATAGGGTAGGTACAGCGTACCTGA 1 0.136986301369863 No Hit

CTTTATTAATTTATGTCTCTAAAAACAACAAAATCATATTTATAAAACCA 1 0.136986301369863 No Hit

GTATTGAGCATGTTTAGTGGGTCAGACACACAACCAGATATTGTACAGGT 1 0.136986301369863 No Hit

GAAGAGATGGGTGGACAATATCACTGAGTGGTCAGGCCTTCGTCCCGGTG 1 0.136986301369863 No Hit

TGTTTAAACACTTCACCTCTTGTCCATTACAAAAGAAATGTTTATAAAAA 1 0.136986301369863 No Hit

AAGCACCACTACAAATGCTTCGATAAAGACTTTCTTGGACCATTTACGAA 1 0.136986301369863 No Hit

TCTCTTGACTCCAGAAATGATAATATACACCCGCCATGTTTCCAACGGTC 1 0.136986301369863 No Hit

GGTACACGTCTCTCATGCTACACGTCTCTCTCTCTCCTGCTACACGTCTC 1 0.136986301369863 No Hit

GAACAAGACTCAACCTCGCCTGGTATCATTATAACCGTGTAAGATTATTA 1 0.136986301369863 No Hit

CAGAACACCAGCGATGCTTGTTCCGGAAAGGTGGATAGATCAGTAAATCA 1 0.136986301369863 No Hit

GACAACAGGATCTACAACTATCTCCATCCTGGGTGGGTCCCGACTATAGC 1 0.136986301369863 No Hit

CCTTCATCGTTCTCAAACTTCTGTTACCAAGCCCTGAAAATACTTTCTTT 1 0.136986301369863 No Hit

GCATTATACTGACTGGCAAAGTAAGCATGTGTGTGTCTCTCTCTCTCTCT 1 0.136986301369863 No Hit

AGAAGAAGCTGAAGAAGTTGAAGATGAAGTATAAACCAAAGAAGAAGTAT 1 0.136986301369863 No Hit

CAAAGACCCACACAATACACACACACAGAGACCAGGACACAGACCGACAT 1 0.136986301369863 No Hit

TCGTTTGATTTCAAAGTTCTATAGTTTGTGAAGTACTGATTCATCTTTTT 1 0.136986301369863 No Hit

CCATCACGGCCTGCGATGGGCATCAGAATATGACACAACCGTTGAGATAC 1 0.136986301369863 No Hit

GGGTTCAGACAGGGCAGAAGCACTACAGAACAGATATTTAATTTAAGGCT 1 0.136986301369863 No Hit

ACCTATCGGAGTTCTTTCCTCTCACAAATGGTGTTAAACAAAGGCGTATA 1 0.136986301369863 No Hit

ATCGATATGTAAGTCCCTCATATCTGGTCCCAACGTGTAGCTCTGTTTGT 1 0.136986301369863 No Hit

CTAAATGTCTTCCTATGTTTGGAAATACCTTCACCAAGTCTTCCTTTATA 1 0.136986301369863 No Hit

TTAGAAATCTAACATTGTTATATCGCTATTTTCAGGTCAAGGAGATTTAT 1 0.136986301369863 No Hit



TTAGAAATCTAACATTGTTATATCGCTATTTTCAGGTCAAGGAGATTTAT 1 0.136986301369863 No Hit

GGCATATGTTTGAGAGATTGTGTTGACAGGATAAACATTAGTTTGAGAGA 1 0.136986301369863 No Hit

CCTTCATAGAATTACTCTGTTATCCCTAGTTTTATATGTATATGGCCCCCATATAATA 1 0.136986301369863 No Hit

GAGCGAGAGTGCGAGGCTGATAGAGGGAGAGAGAGATAGAGGGAGCGAGA 1 0.136986301369863 No Hit

GTTTCTTGGCTAGGCAGGTAAAGTTCTAAAATCTGAACATTGGATCGTAC 1 0.136986301369863 No Hit

GATGTTTGCCTCACTAGTTTCTACTAGGGATAAAAGGGTAATTGTGAGTA 1 0.136986301369863 No Hit

CTAATCTCATCTCTGGTCATTCGTTTCTTGCCTAGTTCCTCATCCTTCTA 1 0.136986301369863 No Hit

CATACATACATACATACATACATACATACATACATACATACATACATACA 1 0.136986301369863 No Hit

GTCTATAATGTTACCACACTCATCCACATCATTCACGACTGCACACAGCA 1 0.136986301369863 No Hit

GTTATATTATGTCATGTTATATTCAGCTATAGTAAGTAATGACTTGTCAA 1 0.136986301369863 No Hit

ATGTTCTTCAGTTCAGTTGTCTATTTCTTAATTTCGTTTCTTAGAACTTA 1 0.136986301369863 No Hit

AAAGATTGCAGCATGGAAGACAAAACGTCCTTGATGAACCACAAGCGTGG 1 0.136986301369863 No Hit

ACTATGAACATCCGAAAGTGAGAAACTATGAACAAGAGAAACCATGAACT 1 0.136986301369863 No Hit

GTCTGCCTCCTCGTTGCCTTGAATGTTATAGTGGGATGGAACCCACTGTA 1 0.136986301369863 No Hit

CTACAAGAGTCACAATTCTGCCAAATAAAATATAAATTTAACATTAGAAG 1 0.136986301369863 No Hit

AAAAGAATGTGTCCTCATATCTAATCTGGACATTTCTTTAAATAATGTGT 1 0.136986301369863 No Hit

GGAAGGAAGGAGGTGGAAGGGGGGGGGGGTGAGGGGAATAGTTCACTTCTCATTGAAC 1 0.136986301369863 No Hit

ATCATGGATCCCATATCAATGTCCAAATCATTTATGTATATCAAGAACAA 1 0.136986301369863 No Hit

CCTAGAGATAGCAAGAAATCTACACATCCTGCCTCTCTGTGACGCCTCAT 1 0.136986301369863 No Hit

AGGTGTGGGTGTTGGTCAGTGTGTGAGACCAGGCTCTGACATGAGCTGTG 1 0.136986301369863 No Hit

TAATTACACAACAGCAGCATCGCATAACAGAATGTATTATATTAAGCTAT 1 0.136986301369863 No Hit

TCTCTGAACTGACTAACAGAGGACAGAGGCGTGACATCATCAGAAGTCTT 1 0.136986301369863 No Hit

GACGATTAGTGTTCGGCCTCTAACAGACATCTCCATATGTTAGAGAGACG 1 0.136986301369863 No Hit

GTGTTTCTCTGCTTGAGTGAGAGGGCTGATTGGTGTTTCTCTGCTTGTGT 1 0.136986301369863 No Hit

CCTATACACAGTATACAAGCGTTTGTGAATATTAACAACATTTTCTTTCG 1 0.136986301369863 No Hit

GTATAGGAACTAACAACTGTCTTGTCTAAGGTTTCTCTCTGCCAACGACT 1 0.136986301369863 No Hit

TAATTACAGAATGGGAGAAAACAATATTAGAAAGATAGATAAGGAAAGGG 1 0.136986301369863 No Hit

GGATAGACTGTCTACAATCCCATCTCCTGCATGGACTGCCTACACCCTAT 1 0.136986301369863 No Hit

GCTCTAATGAGCAACTCAGAACTGAACATGCAGGTTGGAATGGACCGGTT 1 0.136986301369863 No Hit

CGGTAGTCCTGAATTACCCTGTTATCCCGATTCTTCATGTAGCTTTGTCA 1 0.136986301369863 No Hit

GTACTACTATTACTTCTACTTCAACGTGAGGATTAGATGTCAGAACATGG 1 0.136986301369863 No Hit

CCACATAATTAGTGCGTTAAAATTGCAATACATTTCAAAGTGGTGAAAAT 1 0.136986301369863 No Hit

CTTCAAAATACAGCCGGCTACAAGAACAAGATAGCAGTTACAAATTAATT 1 0.136986301369863 No Hit

GTCTGTCTGTCTCTCAGTATGTCTGTCTGTCTCTCAGTCTGTCTGTCTCT 1 0.136986301369863 No Hit

CTGTAACGGTAACACTGTAACAGTGACACTGTAACAGTAGCACTGTAACA 1 0.136986301369863 No Hit

CCTATATTACCCTGTCATCCCTAATCAAGCTCTAGACCAATCAATAATCTTCTTAC 1 0.136986301369863 No Hit

GCCCCGCATACTGGGACATATAATCAGGTGTTCCGGGTCCTGGATGGCCC 1 0.136986301369863 No Hit

CCTTGAAACTGATGCGTGCTGCCAGATCTGCCTTGTTCCCTGAACCTGAT 1 0.136986301369863 No Hit

ATATATAGTCGTGTCTGAATAGGTAGACATGTGTTTGTGCATATCGGCTT 1 0.136986301369863 No Hit

TAGTTGGGTAAAACTGACCTGTCTTCAGATGGTCTATTTCCAGCACCCGT 1 0.136986301369863 No Hit

CTCTAACATTCAGGTACAAACCTCTCTTTCTCTCTCCAACATTCAGGTAC 1 0.136986301369863 No Hit



TGTTGAGACTAGTATGTGAGGTGTTGAGACTGGTATGTGGCGTGTTGAGA 1 0.136986301369863 No Hit

GGTTTTAAGCACTAGCTTTTGATGTTTCCTCCAAGATCTATGGTTCCCGG 1 0.136986301369863 No Hit

ACATAAGTTGCTGAAAGATTTTGATTGATTGAAACTATCTGCTTGCGTAA 1 0.136986301369863 No Hit

GGCTGCTGTTGTGCAATGCGTGGATCCCCAACTCGTTAGCCAGCGAGAAC 1 0.136986301369863 No Hit

CCCCTCCTCCCACTAACATATTGACCTATACCCCCTCCCATTGACATATT 1 0.136986301369863 No Hit

AGAGTAAACTTACCCATTGTGGACATTAAACAACAAAACAACAACTTAAT 1 0.136986301369863 No Hit

AGATAAGGCACTCGCCTCCCAAAGTAATGAACTGAAACGATGGGCGTTCG 1 0.136986301369863 No Hit

GTTCCATCTCTGGGGCCTGCATCAGTGCGTGCCATCTTTCGAATTGGCGA 1 0.136986301369863 No Hit

ACCGGAGGATAGGGTCAAATGGAGAGACATACTCAGACACCCTTACAACC 1 0.136986301369863 No Hit

GCTTGATATGTGCTTTCACTCACAGCTAATTGGTTTTCATTGCGTCGCAT 1 0.136986301369863 No Hit

GTGAAGGCAACGGGTCGAATCTCCTGTAAGGATTATGTTGTTTTCTATGT 1 0.136986301369863 No Hit

CTTAACATCCACAGATAACATCAACACTTAACATCCACAACCAACATCAA 1 0.136986301369863 No Hit

GTGCTGTGCTCCCTTGTCAACTAGTCAAACTATGTTATTTCCCTTCGTTT 1 0.136986301369863 No Hit

CCTATGCACCGATCTCACCTTCATTGATACCGTTGGATACTTGAATCTTG 1 0.136986301369863 No Hit

GAGAAAGAGAGAAAATAGGTTGAGAGATGATGAGATATTCTTAGAAAATA 1 0.136986301369863 No Hit

GACTAAGACTAAGGCTAGGACTAAGGCTAGGACTAAGACTAGGACTTAGG 1 0.136986301369863 No Hit

ATTGTACGGAGAATAGAGGCTGCAGCTTTGTGTTCTGCAGGCAGGAGGGT 1 0.136986301369863 No Hit

GGATTGATACTTTGTCTTCTAGGGACGTATTCATGATCAACATGCCCATC 1 0.136986301369863 No Hit

GCTGAATAGGTGGTTAGTGGCTGACTGACAATGTGGTTAGTGGCTGACAA 1 0.136986301369863 No Hit

GGCCGAGCTGGTCCAAAGAGAACGGACATTGGAGTGCTAAAGATTAATGG 1 0.136986301369863 No Hit

TTTGAAGGAAATGTAGTGTAGATAATTCTATTGTAACTTATTTCTATACA 1 0.136986301369863 No Hit

ACATACGATAAGGATATCATTGTGAATTTGGTATCACACGTTTCTGATCA 1 0.136986301369863 No Hit

ATGTCAATGTCTTCTACAGAAGATACTAGAGAGACAGAAGATACTTTTCC 1 0.136986301369863 No Hit

GCGAATGCCTTACCTATCAACCACAGCGACCCCAATATTTGGGGAGCCGA 1 0.136986301369863 No Hit

CATTTAACTAGCTTTCATGGAGCGCATGGCCGAATGGCTTCGATGCCTGC 1 0.136986301369863 No Hit

GTATTACCCTGTTATTCCTACTACTCATAGGGGGCATTAAACAACAACAA 1 0.136986301369863 No Hit

CGGCTGAACAAAGAGAGTGGTCTTCATCACTTGTGATGGACAACTATTAA 1 0.136986301369863 No Hit

ATGTTGATGTTATTCTTGTTGATGGTGTTGTTGATGTTGTTATTTATGTT 1 0.136986301369863 No Hit

CCTCAGAACTGATGAGTGCATAAACTCCCATCGCGGGCGGATATCGCGGG 1 0.136986301369863 No Hit

AAAGAGAGTTGTGCATGAGGATAACAACCTCATCATGCAAGTTAACTGTT 1 0.136986301369863 No Hit

AAAGTGAGGAGAATGGAAAGAGGAGTTGGGGGGCGGGGGGGGGGGGCGCG 1 0.136986301369863 No Hit

ATGATATGTGGATTGATAATTCATTGATTGCAGTGCCATAATTTAACAAG 1 0.136986301369863 No Hit

GAGCAACAAAGCTGATAGTGGAATTCCAGAATTACAGTTATGAGGAAAGA 1 0.136986301369863 No Hit

CCCTTCGCACTGAGCAACTTTGTCAAACAAATGCACCACTGTATATAATG 1 0.136986301369863 No Hit

GCAGAGCCCCTTCCCTTTCTATTTAGCACTATGAGGAAGTCCAGGTAGGGATAACA 1 0.136986301369863 No Hit

ACATGAGAAAGAGAAAAAGTGTGGAAGGAAAAAAAGACTGATCAGATAGA 1 0.136986301369863 No Hit

GGTAATGAGATCACCATTTTGCTATTTGTCTGTAAACAATATTCTTCATA 1 0.136986301369863 No Hit

CACAAATGCCAATGTCAGAAAAGCTGCATCCTGTCAACAAAAAAAAATCA 1 0.136986301369863 No Hit

GCCTAAGCAAGGCAATAATGCAAGCCGCCACTGAAACCATCCCAAGAGGA 1 0.136986301369863 No Hit

ACCCAAATGCGCAATCCTCGACCGTATTTTTGACAGAAGGCACGAAAGGC 1 0.136986301369863 No Hit

ACCGAGGAATGACAGACTAGAAAACGAGGAATGACAAACTAGGAATCGAG 1 0.136986301369863 No Hit



ACCGAGGAATGACAGACTAGAAAACGAGGAATGACAAACTAGGAATCGAG 1 0.136986301369863 No Hit

AACCTAGACTGTAGAACACGCATCACGTCACTCTAACACTAACCTAGACT 1 0.136986301369863 No Hit

GCCTGACCCTGACTAACATGTCCGACCAGTATGCTGCTCCTGACCCTGAC 1 0.136986301369863 No Hit

GTAAGCGCTGGGCAGACTAAGAGCACTCACTGTACAGGAGCATTTTTGAC 1 0.136986301369863 No Hit

CAATTACCCTGTTATTCCTAGTGTGATGTTGTCGATAACCTATGTACCGA 1 0.136986301369863 No Hit

ATTTAATACAGGTTTATAAGATAATCAAAGGAAAGCCTAAATAAAGACTA 1 0.136986301369863 No Hit

GTAATATTATCCTGTTATCCCTAAACACTCTACGCTCTCGTATACTCTGTAGGTAG 1 0.136986301369863 No Hit

GTTTATTGTGCTCCACCGATACTGAAAACGACTGATCATCCAATCTATTT 1 0.136986301369863 No Hit

CCTCCCCCCCCTCTTCCCCCTCTTTACTTAAACTATCAACACATTACCCTGTTATCCC 1 0.136986301369863 No Hit

GATGGAAAGGATGATAAACACCAGACTGATGTGGCATCTGGAAGAAAAAC 1 0.136986301369863 No Hit

TTACTGGGTATTTTGGCACTTTATCGACTAACTCTGGGTGAATTAGACAG 1 0.136986301369863 No Hit

ACATAGAAGTGAGGTGGAGACTTGGTGAGTATGTTACACCTGACCTTGAC 1 0.136986301369863 No Hit

GTAATGTGCCGTTCTTGTAGGACTTCACAAGAGCTGTAGAGTTCGTTGCA 1 0.136986301369863 No Hit

GCTTTAGCTGTCTGTCCAGCTCAGATCTTCAGCCAATATTCAACAAACCT 1 0.136986301369863 No Hit

CCACATCGAAGGAAGGCAGCAGGCGCGCAACTTACCCACTCCCGGCACGG 1 0.136986301369863 No Hit

GGGGAGGAATGGGTCCACACTAGGGATAGAATGATAGAGTGCCATAGAGA 1 0.136986301369863 No Hit

CCTGTACACAGTACTCCAATCTAGATCTAACTAATGCTTTGTACAGTTTG 1 0.136986301369863 No Hit

GTAATGATGCCAATTGCAGTAGTTGTCCTAAGCTTCTACTAGAGGAAAAA 1 0.136986301369863 No Hit

GGAAGGATTGCTTGTTGCTCTCTATTTAGAGGTTGAGTGGTGGTAGAGATGGGGAGG 1 0.136986301369863 No Hit

GTTACATTGTCCGTTTGGTCAACATGGTCACATTGTCCGTTTGGTCGACA 1 0.136986301369863 No Hit

CTATAGACATTTGAACAGCAGTTGGCTGACCACAGATAAGGTTCAAAGAT 1 0.136986301369863 No Hit

AGTTACTGCAGCGTCTCCCAGTGGCAAATGTTGGTGAGTATACTTTGCTT 1 0.136986301369863 No Hit

CTCTTAACAAGGTCTATATCTCAAGGCAAGGACCAGCTATTGTAACTCTT 1 0.136986301369863 No Hit

TTTATGCATCAGGCGAAACGACTTCGCAGGCAAATTATGGATCTACCTGA 1 0.136986301369863 No Hit

GCGCATGGATGCCCAACATGCTAGTCTTTCCAGATATTTTGGAGCTAGAG 1 0.136986301369863 No Hit

ACATTACCCTGTTATTCCTACCCCTACAACACACACTTACATTACACAACAACACAC 1 0.136986301369863 No Hit

GATGATGATGATATGATGGACTTATGGACCCATTTTCAAGTATCCCTGAA 1 0.136986301369863 No Hit

AATCAGATGCATGTGAATGGCTGCCGCCGTTAGGGTTAGGTGCAACAAAC 1 0.136986301369863 No Hit

GGGTAGGGGAGTGTAGGGGCGGAGACATCATCCAGTTGCTGCATCTGAAA 1 0.136986301369863 No Hit

GTCGTGTACAGATCACGATGCTGTTCCTGACATTTCTCTTGGATTTGACA 1 0.136986301369863 No Hit

CCCCTACACCACGAGTTAGATTTACACCCCTACACCACCCGCTAGATTTA 1 0.136986301369863 No Hit

GGTCTTTATTTGGTGGTCCGTACAGATTGAAAATGCGGAGCTTCGTCTCT 1 0.136986301369863 No Hit

GAGATCTGTTGTCCTACATAGTGTGTTACTGTACAGATGTTAACAGACAT 1 0.136986301369863 No Hit

TGGGATCCCTTAAGAACTCGAGCTGCAAGTTCGTTTATAATTTTTTTTTTCATTTG 1 0.136986301369863 No Hit

GTCCCCTAGTAGTCTGTCTCGTCCCTTAGTAGTTTGTCGTATCGCCTAGT 1 0.136986301369863 No Hit

GTGTATATGGTGTGTATAAAGTGTATAGTGTGTATAACGTGTATGGTGTG 1 0.136986301369863 No Hit

GTGTTATGTAGTATAGTGTTATGTAGTGTAGTGTAGTGTTGTGTAGTGTT 1 0.136986301369863 No Hit

TTACTGAGTATGGTCATGATGATGTGGATGAGTGTGAGAATGTTCTAAGT 1 0.136986301369863 No Hit

TGGCTATGGGGAAACGTCTATTGGCCAAAACCTCAAGACCCTCAAAATAC 1 0.136986301369863 No Hit

CAAATAGATTTTTAATCAAAGCAATGTTAAAAAAAACTTGTTGTTTACAG 1 0.136986301369863 No Hit

GTATTTAGGTGCGACTATACAGTACAGTCCGAACCGAAAGCTTCAGACGT 1 0.136986301369863 No Hit



GCTTGTAGCTATGCCCTCGTGTTATTGTAGGTGGCTGTATTAAAAAAAAA 1 0.136986301369863 No Hit

GAAAGAGAGGCAGCAGAAAAAAAATGAGAGAAGCAAGAGAGAAAGTAAGA 1 0.136986301369863 No Hit

GTTCCAAAGGTTGCCGTTGGCTTCTTTCTAATATATATTAATTTCTCACA 1 0.136986301369863 No Hit

GACAGCAACCTTGATTGAGTTTCCCTGAAATAAGGCATCACCGACAAGAC 1 0.136986301369863 No Hit

CTCTGAGAAAGTGGGTTGCCTGATAAACAGAATGCACTCTTTACATGTGT 1 0.136986301369863 No Hit

GAAGAAGTCTTCCCGTTTTCCTCTTTTTTTCCCCTTCTCACTAAATTACCCTGTTA 1 0.136986301369863 No Hit

CCCTGGCCGTAGTTACAGCACTAAAAAGCCAGAAAAATACTGAACTTAAT 1 0.136986301369863 No Hit

GGAAGCAGTTCAATCATCATCTAGTGCCTGACAATGTGTTCATTCATTGC 1 0.136986301369863 No Hit

ATTCAGGTCAAGGCAGACCGTGGCTGGAGGCTGGTTCTAGGCAAGCGTGT 1 0.136986301369863 No Hit

CCACCAAGAGACACAGAAATGCAGTCTTCCCATTTTAAATTAACGTTTGT 1 0.136986301369863 No Hit

ATTCGTTCTCAATCTGCTGCTACGAAATCCTGAAAAGGGCTTAAGTAGCA 1 0.136986301369863 No Hit

GTAGGAGACAAACCCGGATCTAAAAATAAAAAAGCTGAAATCGAATGTGA 1 0.136986301369863 No Hit

GACCTGACCTGGTCTGAACGGAATTTAACTGACCTGATCTAACGTGACCT 1 0.136986301369863 No Hit

GCTCTTGTTCGCTGGCCCGGATGGAATCAGCCAGAAATGAGTCTTTGACT 1 0.136986301369863 No Hit

GGGGTGGAATAGGCGCGCCTCCACCAGAAGAAACTAGTGAGGCAAACTAA 1 0.136986301369863 No Hit

GAAGTTGATGAGATCCAGTTTCTGAGTGTTCTGATTTAGATGAATTATGG 1 0.136986301369863 No Hit

GCACAGGCCACAACAGACTGAGATTCCACCTATTCTTCTTCCTCTTCGTT 1 0.136986301369863 No Hit

CTTTGATCCTTGATCAATGCAGTCAACTTGATGTTGCCATTCAGGGCAGC 1 0.136986301369863 No Hit

ATTGAAATACTTTGGTCACATCAAGAGACACAGCGGTCTTGAGAGGACAG 1 0.136986301369863 No Hit

GGTCAGTACATTGTGCCTGACCCTGGCCCGACGCCTTGGTCAGTACATTG 1 0.136986301369863 No Hit

ATTAAGTATGGGTGTGTTCGACGTGGTCACATGAACAAGACCATCTTATA 1 0.136986301369863 No Hit

GTATGTCAATTACCCCGTTATCCCTAGTCAATTTTGTGTATGAATTGAAACATGCC 1 0.136986301369863 No Hit

AACTAATAGTTTTCTGTGTGGACCTTGTTTTAGGCTCAGAACGATGTCCC 1 0.136986301369863 No Hit

GATTGGGGAAGATGGTGGAAGATGGGAGAAGATGGAGGAAGATGGGAGAA 1 0.136986301369863 No Hit

CAAAACATACTGGACAAGACCCTCATCTTGGCTACCTCGTAGCCCTTCCC 1 0.136986301369863 No Hit

CTATCAATGTGTCACACATACCACATGCTGTACAACTATCAATGTGTCAC 1 0.136986301369863 No Hit

CTGCAAAACCTCCCGAATGAGAATGGGGTTTGAGGCGTGACTGTGAGGAG 1 0.136986301369863 No Hit

ACATACGGCTACGGCCACTGCACCTCCATGAATGTTGTAAAAGGTAACTT 1 0.136986301369863 No Hit

CCACCTTGGGGATTAGAGAAATAAGGCGAACTAAAAAAAAAAATTAAAAA 1 0.136986301369863 No Hit

CTATTGATTAGGGAGAGATTTGCATATATCTCCCAATCTTCCCCTTCGTC 1 0.136986301369863 No Hit

CAAATGACGTTTTCCTGTTTGATGATATCTAAACTTGACATAAGAGGTGC 1 0.136986301369863 No Hit

TATTAAGTCTTAGCTTGTTTACATTAAGTTAGATTGGATCGGTGAAAAAA 1 0.136986301369863 No Hit

ATATGAGGGCGGTAGCCATCTCCTCTCCCTCGCCGCTTTTACTTCCCGGA 1 0.136986301369863 No Hit

GTGGATCCCTCACCTGATTGGCTAGACTGCTATGATACAGCCTGTTTCCA 1 0.136986301369863 No Hit

AATCAAATGTGACTCCCAGGTAGTTTGGGTTGTCGTTTGGCTGCAAGTAT 1 0.136986301369863 No Hit

AGGTTATCCATTACTCTTTGTTCTGGAGATAGGTTATCCATGACTCTTTG 1 0.136986301369863 No Hit

GGATTACCCTGTTATTCCTACTTAGTTTATATCCGCCATATTTGCTCGTTCATTAG 1 0.136986301369863 No Hit

CAGGTACAGCGAACCAGAGCTGAGCAGTGCATGAGCTGCAGCGGTCAGTG 1 0.136986301369863 No Hit

AACTGGATGCGCATAGCTTTTAGAGCAAGGTGATGTAAATGTAACTGGTT 1 0.136986301369863 No Hit

GCGCAGTGCGTCACGTCGCGTCACCGATCGTGAAGAGCGCAGAGGGTCGT 1 0.136986301369863 No Hit

CATATATATGTACACACTCATATTCGTGTGTGTGAATGTGTAAAGCTCTA 1 0.136986301369863 No Hit



CATATATATGTACACACTCATATTCGTGTGTGTGAATGTGTAAAGCTCTA 1 0.136986301369863 No Hit

GTGTTGGATATGACCATTTCTAATTTATAGATTCATTATTATATTTTTGA 1 0.136986301369863 No Hit

AATTGAAACACATAATCATGGACACAAAACGCACGACCTACGTATGATAG 1 0.136986301369863 No Hit

GAGTGAGACCAGTTCTCAAGTATGGCATTGCGGCATGGACAACAGCAGCG 1 0.136986301369863 No Hit

CAAAAATACTCATCAACCGATCCATAAAAACAAAATGGAGAGACCAGCAC 1 0.136986301369863 No Hit

CAAGTGGATCAACCACTACCTCAAACAAAGAACGGCCAGAGTCCAAGTAC 1 0.136986301369863 No Hit

GATAAATCAGTGATCAGTCGAGGATTCAAGAAGAAGATGACTTTGCTAAC 1 0.136986301369863 No Hit

GTCTTAGTCTTTGTCTTAGGTATGTGTCTTACTATTAGTCTTTGTCTTAG 1 0.136986301369863 No Hit

GGTTATACACACTCATGCTCTTTCCTCTTAGGTGGCACTCCATTCTCTAC 1 0.136986301369863 No Hit

AGTTAAGTAGATCGGTGTTCTGTAGACTTGGCTTCTCATTGATTTATTGA 1 0.136986301369863 No Hit

CTGTTAATGAAGACGATTTCGTGAGAAGGTAGGATTCTAATTTTGTGTCC 1 0.136986301369863 No Hit

ACACTAGAATTGTATCTGCCACATTCTAATCATGAAGAGAGCATCTCTAG 1 0.136986301369863 No Hit

GGTAAATGCGTTTCCGAGATATTTGAATGCGCCTATATTTGCTAGTTCAT 1 0.136986301369863 No Hit

AACTATAGCAGAATACCAGCAAACAAACCATCCTTAACGAAATGTATAAA 1 0.136986301369863 No Hit

CAGCATTAGTAGGGACAACAGGGTAATGCTTCATTTAATAAATAGGGCTACCAGAGC 1 0.136986301369863 No Hit

ATAAAGCACGCACCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 1 0.136986301369863 No Hit

CTATTGAGGAGGTCCCATAAATGCTAAATTCGATAGAAGTAGGAGGATAA 1 0.136986301369863 No Hit

GATTAACCAACCATTTTTCTTGTAGCTATGTTTTGGCTAATAACAGTTTC 1 0.136986301369863 No Hit

GGTCTATGGTGGACTGTGGTAGTGTAGTTGTAGATTCAGTTACGTCTGGT 1 0.136986301369863 No Hit

GTGTGAACTTAGACATGCATGGCTTAATCTTTGAGACAAGCATATGACTA 1 0.136986301369863 No Hit

GTGTGTATATGTGTGTATGTGTGTGTCTGTGTGTGTGTGTGTCTGTGTGT 1 0.136986301369863 No Hit

CATAAGCACTGATATACACATAATGGCTAATACGCTCTAATATAACCTAT 1 0.136986301369863 No Hit

TCAGGACACTATCCCACCTCTGCCAGAGACAGGTACAGCATACTGATCAG 1 0.136986301369863 No Hit

CACTGAGTGATGCCCTAAACACTCACACCTCACACACTGAGTGATGCCCT 1 0.136986301369863 No Hit

ATCATGCAGAGGCATGACCAGACCAATCCCTTGTTTGTCTGCCTGTTTAA 1 0.136986301369863 No Hit

ATGCGATACTGGCGAAAACACTAACAAGCTATATTTCTTTGTTTTGCCTC 1 0.136986301369863 No Hit

AAGGGAGTGCAGCGGCGAGAGCCTGGATTGTGTAGTTTGGAGAAAATACC 1 0.136986301369863 No Hit

GAAAAGCCCAGTCCCTGGTCTTCCCAAACAAGGAATGTTCCTGCAAGGAA 1 0.136986301369863 No Hit

CCCCCTTATTTCTACATAACAATTAGTATAAAACCAAACAAATAATGTAT 1 0.136986301369863 No Hit

ATGGTAGTCAGGGTCAGGTGAACTATACTGATCAAGCTATGGTAGTCAGG 1 0.136986301369863 No Hit

CTTAGGTGTTGTAAGAAATGCAGGCTGTCTCATATAAGATTGTACTGCAA 1 0.136986301369863 No Hit

GATTACCCTGTTATCTCTAGAGAGTTGCTTCACGCCCAAGCGTAGGATATACAGAGG 1 0.136986301369863 No Hit

ATGTCTCTGTGTATCTGTCAGTCTATGTGTCTATCTGTAAATATGTGTGC 1 0.136986301369863 No Hit

GGTTTTACATAAATGAAAGAGCTGACATTCTGGTCTCAGGGGCATCTGGA 1 0.136986301369863 No Hit

CGTCAGGGCCAGGCACAACATACTGACCAGGACGTTGCGTCAGGGTCAGC 1 0.136986301369863 No Hit

AAAGCAAGGTCATTTATAAAATACAGAATCTAACAATTCTAAGATAAGGA 1 0.136986301369863 No Hit

CAATTAGACCTACAGGCCTGAAGACTTGGTGCATGACCAATCCACATGTT 1 0.136986301369863 No Hit

CTTATCCTTTTGTCCCCCTCTTTACGAAGTTGGGCAGCCATCCCCATACT 1 0.136986301369863 No Hit

CTATGCTAGAGAGCCATACGACAGAACAGACTTTACTTTCTAGTTGATAA 1 0.136986301369863 No Hit

ATCCTAGTCGTGCTTTTTCTAACAGCGCATGGATGCATGGATTCTAGAGA 1 0.136986301369863 No Hit

TTTGAAACCAATAAGGGAGCTAAACACATCTCAGTTGTCCGTCCTATTTC 1 0.136986301369863 No Hit



CATCAAACACACACGGACCCACTCACCAATACGTCCACATTACAAACAGA 1 0.136986301369863 No Hit

GTCTATAGTACTACAGGTGGCCTAGCCTACTACTACATGTGGTCTAGTCT 1 0.136986301369863 No Hit

GAGCTGACATCAGCCAGTGACTCATGGATGACTGCTTGCATCAGGGTCAG 1 0.136986301369863 No Hit

TAGGAGTTCAGCCTGACAGAAAACCTGCTTAAGTTCACTTCTAGCATTAC 1 0.136986301369863 No Hit

GTCAGCTATGAGTCGTTGGCTGCTGACAGCTATGAGTCGTTCGCTGCTGT 1 0.136986301369863 No Hit

GTGTGATGGACATTCACAAGCTAGTGGACAAGTGGACAAAGTGTGATGGA 1 0.136986301369863 No Hit

ATCTAATATTGTTCTCGCTAGGTGACTTATATCCAACACACTGCATTTAT 1 0.136986301369863 No Hit

ATATAACACAAAGCTATAATATCCTACATAGTATCTTAATATCCACATGT 1 0.136986301369863 No Hit

GCTGAAGAGGCATCAGATCTGCAGGGGCTAGGTGCAAGTGTGAATCTACT 1 0.136986301369863 No Hit

AGGTAGGACCATTTGCCTTCCTCGTTGCCTTGCCTTATCAACTGTGAATC 1 0.136986301369863 No Hit

CTTTATTTCCCCTATGCATTCTCATCACCAGATGCCAAAATGTTATTCCC 1 0.136986301369863 No Hit

CACTATCACTGTAAAGAATGCTGTCATCCGAGCTGTCCTTGATAGGGATAACAGGGT 1 0.136986301369863 No Hit

ATGCCATCCAATTTACCGATGACCAAGCGATAGTGGGAGGCTCAGTAGCA 1 0.136986301369863 No Hit

GGATCAGAGAGAGCAGATGTGGCCATTACCAGTGGAACTGCAAGACAAGC 1 0.136986301369863 No Hit

GATACCACACCGAGACGAGAACACAAACAAAACCTACGTTACGACCAATA 1 0.136986301369863 No Hit

ATCTTACTCTATGCTCGTTAACAGACCAACACCGATCTGTAATGTCCTTT 1 0.136986301369863 No Hit

CACAAACACACATGTATGCACATTGGTAGCATATTTATACAATCCAAATT 1 0.136986301369863 No Hit

ACCTATGACAGTCGAGAGAAACTAAACTCAAAGATCTGATGGTGAGGCCC 1 0.136986301369863 No Hit

ATTGGGTTTTGTGATTGTGAACAAGAATTCACGTATTTTCCAATTCCTTC 1 0.136986301369863 No Hit

CATGTGCTCAGTGTATCTCGTATTTCCCATACACGCTCTCAGTGTATCTC 1 0.136986301369863 No Hit

TCGAGATGTTAGGAGAGCGAATGATGATCTGGTCCACCTTGTCAAGTAAA 1 0.136986301369863 No Hit

AAGTTAAGTTAAAGTTAAGTCAGAAAGCATAAGAAGAAGAAAACGTCAAA 1 0.136986301369863 No Hit

GGATTACCCTGTTATTCCTAGTAGTTGGAGATTGAGAACGAATGAAGAAGAAGAAGAA 1 0.136986301369863 No Hit

GAGAAGACGATGGCACTAAGATATCCAGGAATGTCTGGGTATGACTGGTG 1 0.136986301369863 No Hit

TTCGTACGCTGAACCAGCAGTATAAAAACAAATAGAAGGAAAACAAGCAG 1 0.136986301369863 No Hit

GATGGACTATGAGTTAAGTGGATGGACTATGAGTTGAGTGGATGGACTGA 1 0.136986301369863 No Hit

GAGTATTTGATAAGGTGTGTTGAAGACGCAGTTAAGGCGATGTGTGTGTG 1 0.136986301369863 No Hit

CGGCGAGAGCATCTGTAAGCAGGACTATATGGCTTTCATTTTCATTGTGT 1 0.136986301369863 No Hit

TGATTGTATATTGCACTTTTAAGTGTTATTTTTTATTTATTTTTTTCTTT 1 0.136986301369863 No Hit

ACAGTACTCTGTTCATTGTGCCAGTACATCCTTGTCCTCTTTCTCCCAGTTTCCTTC 1 0.136986301369863 No Hit

GTTCACATGAATTCGAAGATGACTAAATAAGCAAATATGTGCCCTGAATT 1 0.136986301369863 No Hit

GAAGAGTGTGGGTGACAGTACTCCCCCTTGGTGTACTTCCTGCTCAAGTG 1 0.136986301369863 No Hit

ATGACATACCCTCCTCAGTGACGTAGTTAGATGGAAAGAATCCCTGCTGT 1 0.136986301369863 No Hit

GTGTATATGACGGCATAACTCTCCTGCGTGTTCTCAGCTATCAGTTGATT 1 0.136986301369863 No Hit

AGTTGGTCTTCTATGTCTATCTATACATAAGGTGGTAATTAGTTCCATTT 1 0.136986301369863 No Hit

GTTCCCCTCCTTTCCTTCTTTTCCTTTTCTCCCCCCTCCTTTACTGCCAGAACAAAAG 1 0.136986301369863 No Hit

GTCTAGCCGTTACTGGTCACCATTTTGTGAGTCAGATGCGTCATGTCCAG 1 0.136986301369863 No Hit

GTACAGTATGTTGACATTACTTTCCGTACGTGGAGAAGCGATCGTGCCAA 1 0.136986301369863 No Hit

AGATTTCAGAGAGATTCAGCTCAGAAAGTATGTATACACAATAGGAAAAT 1 0.136986301369863 No Hit

TGATTACCCTGTTATTCCTATTCATCCATTTCTACATGAGTGTTAATAGATTTTATA 1 0.136986301369863 No Hit

CTCATTCTCCACTGGCCCAGCGTGGCCCAGGACAGGGACCGTAGGAAGAG 1 0.136986301369863 No Hit



CTCATTCTCCACTGGCCCAGCGTGGCCCAGGACAGGGACCGTAGGAAGAG 1 0.136986301369863 No Hit

ATATATAAGAGATTGAGATGTGTATCTGCTCTGAAAATAACTATCACTTC 1 0.136986301369863 No Hit

CAGAAGAAGAAGAAGAATGCCCACAATGACTAGTTCCTGTTGTTGTTGTT 1 0.136986301369863 No Hit

CTGATTCCCTAATTCGTTTACCGATTCACTCAATCATTCATTCACTCACT 1 0.136986301369863 No Hit

ACATATATGTATTACTCTGTTATCCCTACTGAGTCCCACTCATTGTCGAC 1 0.136986301369863 No Hit

CTAATTACCCTGTTACCCCTATCTCAGTAAGGATGATATATTATCTTTCATCCTCAGT 1 0.136986301369863 No Hit

AGTCCACCATGGCTTAAGAAAGAAGACGATGTAAAAGAAGTTGGGATCCG 1 0.136986301369863 No Hit

TTAATTAATTTGTGGCTGTGCCCTCTTGTTCTTATAGGCAGCTGTACTTT 1 0.136986301369863 No Hit

CATACACTATGTCTACACCTTACTCTCACTCACCTATATAATGTTCCCAC 1 0.136986301369863 No Hit

GCCATCCTTGTTGGCTACACTTATGTAAGCTTCACCGAAGACTTCATTTT 1 0.136986301369863 No Hit

GTTCTCCATCTCCACAGTCTCAGCTGAATTCCAGCTTTGACGAGTCTGAG 1 0.136986301369863 No Hit

GTCTATGTCTCTAGGTCTGTCTGCTTATATGTCTCTAGGCCTGTCTATCT 1 0.136986301369863 No Hit

AAAAAAAATTGTTGAATGTTGTTTAGCCAGCGGCCGTTAAGCCTACTCTT 1 0.136986301369863 No Hit

ATTATACACTTTGTCGAGTGCGGAAAACAACCAATCTTTCATGCGAAACT 1 0.136986301369863 No Hit

CTTCACTGCAGCATATCTCTGCAGCTCTCTTCCTTTCAGCAAAGCTTCAA 1 0.136986301369863 No Hit

CTGTAATATATACCGATGGAGCTGTACTGGGGCCAAAATGCAACAGTGCG 1 0.136986301369863 No Hit

ATAAACCCAACAACAACAAAAACGAAGGACCTAGATAGGGATGACAGAGTAATACC 1 0.136986301369863 No Hit

GGCTGCAGCAGGGCAGACTGGCTAAGGAGAAGGGATCAAAGAGGGAATGA 1 0.136986301369863 No Hit

TCTTATGCTTCTGTAAAAAACTGGTGTAGGCAGTTTATGTGTGGCCGTTC 1 0.136986301369863 No Hit

GACTAACACCAAGACCAAGACTAACACCAAGACCAAGACTAACACCAAGA 1 0.136986301369863 No Hit

GGACATTGTGGAGACACAAGAGAGGAGACCTTCCAATATGATTTTTAGTG 1 0.136986301369863 No Hit

CAATTAAGTGCTATTGCTTTGACCTGAGATTCATCAATGTGTGTAGAATT 1 0.136986301369863 No Hit

CAACAGATGTTTGTGTCGTTATTTTCTGGTACTGTGAGACTAATCAGTTT 1 0.136986301369863 No Hit

AAGGAGAGATGTGATTCAGGGTCAGCTTCTTGTATATCAAAGGAGAGATG 1 0.136986301369863 No Hit

CATCTGTATATCATATTCTTAGTTTATTGTGCAGGGGATACCTCAATCTA 1 0.136986301369863 No Hit

GTGTGATCCTGAAGTCCACAAATAAGTACGGTAAATTAGCCTGTTTATGT 1 0.136986301369863 No Hit

GTTCCAGGGTATTGGAAAGATGCAGAAGTGATACTTTTGTTGCAAAAAGG 1 0.136986301369863 No Hit

AAGAAACTACTATCGGTCCTGAACCAAAGCTGGAAAAGGGGAATTGTACC 1 0.136986301369863 No Hit

CTTCCTAAGTTGACACTTGTGACATGCCTGGCAGGTTACAGTGTTAATAT 1 0.136986301369863 No Hit

CCTTTCCCGCTAAGCAGGAAATCATCCATGCTGCATCCAACTCACGCTAG 1 0.136986301369863 No Hit

CTAAACTAGTGACTGACAAGTATGACTAAACTAGTGACTGACAAGTATGA 1 0.136986301369863 No Hit

GCTGCGAATAAATAAGCAGCCGTGGACAAAAACCGGTCGGCAGGCATGGA 1 0.136986301369863 No Hit

GTATAAAGGAAGACAAATGGGTTCAGGCGAGAAATGGAAGGTTTAGAAGA 1 0.136986301369863 No Hit

AACGAAGACCAAACACATGAAACGTTACTTACCGTTACATCCGACCTTGG 1 0.136986301369863 No Hit

GGGTGGAACAACCCCGTCAATCGGTCCCTGCGGCCGTCGTCCCAGCGAGG 1 0.136986301369863 No Hit

CCAAAACATACAGCATGGAAGTCTTTGGTCTGCTGTCTCAGCCACCAAAA 1 0.136986301369863 No Hit

TAAGAGGGTTGTGCATGGGGCCAGCAACCTCATTAAGTTATGTGGCAGCG 1 0.136986301369863 No Hit

AGTGAGGACAAAACACAGAACCTGGCAGTGTTATAAGTCACACCCGATTG 1 0.136986301369863 No Hit

TCATTACCCTGTTATTCCTACTCCATGCTGACGCTTGTGTCAAGGTCTTTCGTTTGAC 1 0.136986301369863 No Hit

GATAGGTAGGTAGACAGAAAAATATACATATGGATAGATAAATAGATAGG 1 0.136986301369863 No Hit

AGGCTGCTGTGAGCAAAGAACTGGAAGATCCAATTTTGGATGCATGCCCA 1 0.136986301369863 No Hit



AAACTAAACTGAACTAAACACTAAATTTATTCAACAACCAAATTCCTTTA 1 0.136986301369863 No Hit

GTCCAAGTCTCCACCTTCCCAATGCCCCAGTCTCCGACTTCTTAAAGCCC 1 0.136986301369863 No Hit

CCATGTTCCTTTAATCGGAGAAGCCATCGATCTAGCCAACCACTTTGCTA 1 0.136986301369863 No Hit

CTCCAATGGTGACATAGAGAACCATACCGTACGTACCAGCAGGAGAGCCC 1 0.136986301369863 No Hit

ACATGGACTTAAATCGCAGCGGAATAATAAACTGCTGGAGCCTAGCCCGC 1 0.136986301369863 No Hit

ACCTTAAGTATTATAAGTATTTGCTTTATTTTCATGTAATTATTAAATGA 1 0.136986301369863 No Hit

CCTTCTAGGACTCCACTGACACGATTAATAGCAAACTTTACCATTTTCAT 1 0.136986301369863 No Hit

GGTCATGACATCATCATATGGGATGTACGAACATCATCATCAACATCATC 1 0.136986301369863 No Hit

AAGTAAGCATAACTCATTTTCCTGAATATCAGAAGAAGAAGAAGTTTAAA 1 0.136986301369863 No Hit

GTATGTAGGCCTGAAATATTGTGTGGGAGTAGGAGGTATGAAATATTGTG 1 0.136986301369863 No Hit

CATCCGACTTCATCGTACTTATTTAGGACTTGATTTGCATTTCTCTGCGA 1 0.136986301369863 No Hit

ACGTAGGACACAGCCGGCACACAATTTTCTCATGTTCAGTCTGGTGTGTA 1 0.136986301369863 No Hit

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 1 0.136986301369863 No Hit

GTGCCTGGACGTACCACGGAATACGGAACTGGCGTGATCAACCGCTGTGT 1 0.136986301369863 No Hit

GGGAAAAGATACACATAACTTGGCTAGATTTTTAATTTGATTTTTGTCTG 1 0.136986301369863 No Hit

TTGAAGATACCCCGAACAAGTGAAATCTGAATAAGAGGTAGTGATCGCAG 1 0.136986301369863 No Hit

TTTAAAAGGTGGGATGATAAATTTCCTTATTCGTTGCCTTTTTCTTTCTC 1 0.136986301369863 No Hit

CTTCCTGATGGTATACGTGCATCGCATTCGACCACAACCAGCGTCCTTTC 1 0.136986301369863 No Hit

GGAGAAGGGATCGAAGAGGGAATGCTAACCCGGTACTCAAAAAATGGTTG 1 0.136986301369863 No Hit

CCCATGCATACACCGACGGTTCTGTAACAAACACTACACAGAACGGAGGG 1 0.136986301369863 No Hit

CCATTACCCTGTTATTCCTAGTGGAGGAGGGGGTTCTGATGAGGCTGATA 1 0.136986301369863 No Hit

TATGTACTCACTGACACACGGTACTGTAACCTAGCATGTGCTCACTAACA 1 0.136986301369863 No Hit

CGGAAAACCAGCTCAAATCGAGAGGAGCCGCAGACACTTTGGTTCACGTA 1 0.136986301369863 No Hit

GGTCTAGTGGATGAGTGGGTCTAGTGGATGGGTGGTTCTAGTGGATGTGT 1 0.136986301369863 No Hit

CCACTGTACCACTACTCTTTTTGGTACGGACTACTGGCATAGTTGTCAGA 1 0.136986301369863 No Hit

CTTTGATAAAATTAGCAAACTTCAAAACCAAGCCATGAGAGTTATAACAG 1 0.136986301369863 No Hit

CACCTAATGTGATCAACCATTGTAAAAACGTACTCTCGAAACCGCTACAC 1 0.136986301369863 No Hit

GGTAATTAGGGATAATAGGGTAATTCTTGTTTGTGTTGTACTTAGCCCAGTTACCC 1 0.136986301369863 No Hit

CTATTACCCTGTTATTCCTAGCGATTGAGGGGTACAGGGTGCGACTCAAGATTAAGT 1 0.136986301369863 No Hit

GTGTAGAAGATTAAAGCTTGGTGTCAATCTGCTAATATATTGATAGTGAG 1 0.136986301369863 No Hit

AACGAGCTTTATCGACGCTGGTATTCATGTATCCCCAGAGAGGGTTAGAG 1 0.136986301369863 No Hit

GACCTACGAAGAGTCAAAAAGGCTCATTAGAGCCAGATACATGGCCAAAT 1 0.136986301369863 No Hit

AGGAAGTACTTGTATATTTATAAATATGGGAATGCATTGTATGTAAAAAT 1 0.136986301369863 No Hit

CAGTTACATTTACATCACCTTGCTCTAAAAGCTATGCGCATCCAGTTTAT 1 0.136986301369863 No Hit

CTATAAACTCAATTCCATGTGGTCTCTGCCTGCACTATAAACACAACCCC 1 0.136986301369863 No Hit

GCATTCACGAATGAATTCTCGTTATTCTGTTTATTATGTTAAATACGTGA 1 0.136986301369863 No Hit

TAACAGAGAGTGTCTACATATTGTATTACATTTCCTAACAATTTTTTATA 1 0.136986301369863 No Hit

ATTGGAGAGACGAGGGTATAGCAAGAGAGCCAGAGAGCGGTAGAGATACA 1 0.136986301369863 No Hit

GACAAGAAGTTGTGAAGATAAACAATAGCATACGGCGGGGTCCGAAGAGT 1 0.136986301369863 No Hit

GGGATTGCTGCATCAATTTTGGCGATGACATCTTATGACGCAACAATATG 1 0.136986301369863 No Hit

CTCTAAAGACAGGTCAGCCTTACCCTACAAATGACAATGCTCTGCTACGG 1 0.136986301369863 No Hit



CTCTAAAGACAGGTCAGCCTTACCCTACAAATGACAATGCTCTGCTACGG 1 0.136986301369863 No Hit

CGTTAGTCGACGACTTACACTTGTGTTTTCAAAGAAACGTGTCGTTGTTT 1 0.136986301369863 No Hit

GTTTGTTAACATGTGGATAGTAAGATACTAGCTAGGACTGTAATGCCCAG 1 0.136986301369863 No Hit

ATAAAACACATAAAAATGTTTACAACAAACCCCATTGAGACCGCAGACTT 1 0.136986301369863 No Hit

GAGGGAGGGAGGGGGGGGGGGGGTTGTGGTTTTTTTTAAAGTTTCTTCTG 1 0.136986301369863 No Hit

CCTCCACACCAGTGGAGACTGGTGTCTCATTTAGATTTGACATGCATCAC 1 0.136986301369863 No Hit

GAAAACCTAACACATCCCACTTAAGAAACACCTGAACTGAATTTAAACAC 1 0.136986301369863 No Hit

GTCCAGATAACGGAATGCGTTGTGTCGTAGTTTACAGCTTGGCTGCGATA 1 0.136986301369863 No Hit

ATGCAGTGATGGTCTATTTGGGTCTTTTAATTCGTTTATACATTTTCTTC 1 0.136986301369863 No Hit

CTGAAGTATAGCGTCACTGGCTCACTCTAAAGGTTATGATTTTCCTTTTT 1 0.136986301369863 No Hit

TACATAGTCTTTCTAATTCATTGATCTCGAACCCGTTAGGTGATTTTTAT 1 0.136986301369863 No Hit

TCTCTAAGTGGTCTAACCATTCTGTATTCTAATGTTCTCGAGCTATATGT 1 0.136986301369863 No Hit

GTCCCTGGCATGACTGGTTGTGTTAAGGAAAATGGCTGGAAAGAAGATTC 1 0.136986301369863 No Hit

ACCTGACTCAGACTAACATTGTCCGACCAGTATATTTTACCTAACTCTAA 1 0.136986301369863 No Hit

AGACATGCCGAATTGTGACAGTATGCTTTAAACCAACACCAAAGGCCTAT 1 0.136986301369863 No Hit

GTTGAGTACAGAATAAGTAGATATAACAAGTGAGATATCTGGTTGAGGCT 1 0.136986301369863 No Hit

TCGGATGCACTGGGCCGACGCGCATAAAATAAAAACATACTGCAACGCAC 1 0.136986301369863 No Hit

GCTGTAGGTTACTTAAAATTTACCAGTCTTCTACCTCAGTGCCGCATTTG 1 0.136986301369863 No Hit

GTGGAAGAAATGGTGACAGGTAAAAGGAATGAAAGCCATATAGTCCTGCT 1 0.136986301369863 No Hit

CCTCATAGCTGGCTGATTGCATCAGAGTCAGTGCCTCATAGCTGGCTAAT 1 0.136986301369863 No Hit

TTATAGAACTAACAGAGTAGCTGATAGTGAAGGATGATTTACAGAACTAA 1 0.136986301369863 No Hit

ATTTGAATGTCCTACTTAATATCTTACAATCCAAATTTCTAACAGACCAA 1 0.136986301369863 No Hit

AGGAAGACTGGATCACATCCTCTAATCGTACCTCGCCAAGGAAGACTGGA 1 0.136986301369863 No Hit

GTAATTATACTTACGACTTTGACTGAATCAGTTACATTTGTTTATTTATT 1 0.136986301369863 No Hit

CTGAAGTACCATTTATCGATGGCTTTAGTAGGTTTAACTTGTGGCAGTGG 1 0.136986301369863 No Hit

CAGTTGGAGGTGTCGTTATGGTTGAGTGATATGCAACTCGTCTTTCAATG 1 0.136986301369863 No Hit

AGCAGGATTTAGACGACACAGATCCACTGAGGACCAGATCACTCTCATAG 1 0.136986301369863 No Hit

GTCTCTCTCCTCCCGGAAGCCGTTTATGACGGCGAGCCGGAGATGATCGA 1 0.136986301369863 No Hit

ATCTACAATTTGTTGAATAGGTGGTACCTCAGTCTATTGTGGCCAGTGCG 1 0.136986301369863 No Hit

ACATATAGGGACGCCTAGATCCTAAGAAATCTCTTCTATGGATCAACATG 1 0.136986301369863 No Hit

CCATTACCCTGTTATTCCTAAATGCTTGCTGAAGTCGGATGTGTTAGACCGAAAGG 1 0.136986301369863 No Hit

CCGACATATCTTATGTTGTTCTTACTCCAGTCTGGCTGTCGTGACATAGG 1 0.136986301369863 No Hit

GTCTTGGTGTGACATCATATCTTAATGTCTCTTGGTGTGACGAAATATCT 1 0.136986301369863 No Hit

GTAATACTACAATACTGTGATACTACAATACTGTAATACTGTAATACTAC 1 0.136986301369863 No Hit

CTTACTATGACCATATATTGCAGAGGTTGTCGTATGTGTAACTTTTTGCA 1 0.136986301369863 No Hit

CACGGAGAGAGGCAGAAAGAGCAGCCCAGCGACGGGCTTTGATTGATTGA 1 0.136986301369863 No Hit

GTCTACGACCAACTGAAGCCGTTAGGCAGGACGGGCATTACAGAACAGGA 1 0.136986301369863 No Hit

AAAAAATGCTTGCTGAAGTCGGAGGTTGGACCGAAAGGTGCAAATATCGC 1 0.136986301369863 No Hit

ATATTACCCTGTTATTCCTAGTGGCGAAGTACTGCATATTTTAAAACACACGTAGAC 1 0.136986301369863 No Hit

GTGAGTGAGTGAGTGAACTAGTGAAATAGAGAGGGAGTGAGTTAAATAGT 1 0.136986301369863 No Hit

CTGTTATGATATCGTCTGGGCAAGAGAAGTAGATGCAACACTGGAGTAGA 1 0.136986301369863 No Hit



GCGTTACACTTTGTTTTTATTTTGCGCCTGTCTGTCCATTGTATCCGACT 1 0.136986301369863 No Hit

CTATAACAGGGTGTACGACAAGGCTGCCTCCTTTCACCGAGTCTCTATAA 1 0.136986301369863 No Hit

GAGACAACTCTGACCATAAACAACTGCTGCCTTGCAGATAGGCTGGGGAC 1 0.136986301369863 No Hit

GCGGAAACAGCTTAGACAAAATGAAATATGAAAGAACAGTGCAACTGCAC 1 0.136986301369863 No Hit

GTTCTACTCCTGTGTAGAAATTGAAGACTACATATTGGGATTATGGTGTT 1 0.136986301369863 No Hit

GTCTCAGACATTACCTTGTTATCCCTATCTCAGACAGCCTCACAACCACTCTAAGAC 1 0.136986301369863 No Hit

CATTACCCTGTTATCTCTAGTGGAGACACACCCACACACACACCGACTCCCACCCATC 1 0.136986301369863 No Hit

CTGCAGACTCAAGGTCCACCTACACAGACTTTGCTCAGAGACACCGCCAT 1 0.136986301369863 No Hit

GAACCCACTGTATCACTACTCTTTTTGGTGCGGACTGCTGGCATAGTTGA 1 0.136986301369863 No Hit

GTTAAGGACAAGACGACTAGGGGGCGATTACGAGATGCAGGTAACTCCGC 1 0.136986301369863 No Hit

CTACAAATACTAGGGTTAACAGGGTAATCTAATACCTGACTCACTACTAATACCTGAC 1 0.136986301369863 No Hit

AAATGAAGATTAGTATAATACATCCTTAGAAAAATATTGCTAGACATGCG 1 0.136986301369863 No Hit

GTGAACTGTTGAGACACAACCAATGACCATGAGAGCTGTCCGCACACCAG 1 0.136986301369863 No Hit

CCATCTCTCTTACCACTATCTCATTAACTCACACTTTAGTTAAACCACTA 1 0.136986301369863 No Hit
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