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ACTTCACATCAGCTATGATGCAATCCAGCAACTAAAGTATTAGTTAATAAATGCTGACAG
CACAGCCTTTTCTGGTCACGTATTCATACTAAAATACGGGGGAGAGTTGGGGGGAGAGGG
GGATATATGGGAAATCTCTGTACCTTCCTCTCCATTTTGCTATGACCTAAAGCTGCCCTT
TAAAAAATACAAGGGGCTGGGCACAGTGGTTCACGCCTGTAAACCCAGCACTTTGGGAGG
CCGAGGCGCGTGGATCACCTGAGGTCAGGAGTTCAAGACCCGCCTGGCCAACATGGCAAA
ACCCCGTTTCTACTAAAAATACAAAAAGTAGCTGGGCGTGGTCGCATGCATCTGTAGTCC
CAGCTACTCAGGAGGCTGAGGCAAGAGAATTGCTTGAACCTGGGAGGCGGCGGTTGAAGT
GAGCCAAGATCATGCCATTGCCCTCCAGCCTGGGCAACAGAGCAAGACTCCTTCTCAAGA
GAAAAAACAAAACAAAACAAGAAAAAACAAAGAATGAGCTCTCCACGCGAAAAATCCATT
GAGATGCAAAGGAAGGAAGCTATCATTGTGGAATTGCACATGTCAGTTACATTAACGTTT
TTGGAGCAAGGTAGAGCTCATCTCTCCCACAAGCAAATTCCAGCCCAAAGCATTGATACT
AATAAAGTGCCATGCTGCGATGTGCAGGGGGCAGACAGTGTCTCCAAGCTCCCTACACAC
ATGCCTTCCCACAGTTTGCCCTTTCTTGACCCCAGAAGCATCAGGCCCCTTCACCCTCGA
GGGCCACTATCAGGAGTTTGAATTAATGGCAATCACCATGCACAGGGAAGGCTGTGGAAT
TCTGACATAAAAACACTTAGTGGAGGGCTTGGAAAAAGTCTAGTAGGAGCAAGACGCAAG
CTGGACTAATTATCTAAAACAAGAGACCTGGTTTGGGGATCTTAATGTTCTCAAAAAAGA
AAATTATTATTATTTTTCATTTTGCACTTTGTGCCATAAAACATTTTCAACAAAACATAG
AATCTCATTTCTTTTGAGGGAAAATGATTGGGAGACCAGCTCATTGCTGGCACAGAGGCC
TGGTTCATTCATAATTCCTTCATAGGCAAGACACCAGGTGAACCGATATAGCCGAGCTGG
AAGAGCTCTCCAAGGCAGAGACTCTGAGCCAAGGAATGTTCAAAGAGCTAGCATGTATTG
TGGGATTACTATGCGCCAGGAATTTTTTACACTGCATCACGTTCCATCTTCACAACAGCC
CTAGAAAGGAAGAACTATTATTACCCCCGTTTTATAGGTGAATAAACAAGGGCACAGGTC
CTTGATGTAACAGCCAGGATCAAACAGCTGGGAAGACGAGAAAACCTTTCCCAGGCTAGG
ATAACAGAGGATTTGGTTGAAAATACAGGCAATTAGGTGCTACCTCTGGGAAAAGGGGCC
AGGAGAGGAAGGAGACACTTTTCCCTGCATGCCCTGATGTCCTATTTGAACATTTTATCA
TGAACACGAACTTCCTATTTAAAAAACACTTTTTATTGAAAAGATAAATCTGTGTGTTGT
ATTGTGTCACTCAGTTCAAGTACTTGAAATTTATTGAATTGTATTTTCTAAAAAATAGAT
AGTTGAGTAAAAGCAAGCTCACATTACATAGACGGATCACAGTGCACGGCTGCGGAGCTG
GGAGCAGTGGCTTCGTTTCATGCAGGAAAGAGAACTTGGTTCAGGAGTGTCTACGTTGCT
TAAGACAGGAGAGCACTAAAAATGAAACCATCCAGCCATCCTCCCCCATTTTCATTTTCA
CACCAAAGAATCCCACCGCGGCAGAGGACCACCGTCTCTGTTTAGACAATCGGTGAAGAA
TGGATGACCTCACTTTCCCCAACAGGCGGGTCCTGAAATGTTATGCACGAAACAAAACTT
GAGTAAATGCCCAACAGAGGTCACTGTTTTATCGATCTTGAAGAGATCTCTTCTTAGCAA
AGCAAAGAAACCGATTGTGA
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Factors predicted within a dissimilarity margin less or equal than 15 % :
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Distribution of the nucleotides over the given chain:
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