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1. chr20_1.1.UnzipAndMerge.fq
frequent sequences (per Mio.):

CTCTAGGACCGTGGCAGAGGGAAAGTGAAACTGGCGGTTAGAGCCGCTA(Q
GTCTGAGTCTGAGGCTAATCTGGCTGGAAAAGGAAGTGAAAACATCATAG
GCCTACGCCTGGCGGCGCAGACTGGCGGTGCTCGCAATGCCGCGGAGGA
GTGCGGAGGGTGCGGCCAGCGCGGTACCCGCCCCGGCGAGGCGCTGGG
ATCATAGACTCATTGAAAGTGAATCTGACGCTATTCAACTTATGAATCTA (
ATTCCGGACCGTGATGGTGGCGCTGCGCGTGCGCACTCGCTCCGAGCCCT
CAAAGGAGCTGGACCACAGAATTCTGAGTCCTTTCTAGCTCTAAACACTG (
CCCCAGCACGCTCCACTTATACAGGTGGCAGGAAGCCGCCAAGGGCGGA
CCCGGGAGCAGGGCTCGGAGCGAGTGCGCACGCGCAGCGCCACCATCA(Q
CCCTATTATAAGGTAGAGACCACGCCCCTCCACAAGGAGCCAATCAGCAG
CCTCCGGGTGGCGCTTCTCGCCCTCAGTAACCGGTTACCTCCAGAACCAG
CTCCAGGAAAGGCTATGTCATTCATAGCAACCACAGAGTTTTGAGAGTTG (
CTCTCACCCTGCGCCGCGTTGCGACGTCACCACGCTGTCCAGCCCACGG(

CTTCCTGTCGTGGTCAGGTTTCCTCTCCTTTATGAAGCTTTCAATACTTC (

GACCAGGCTGATTGTGAGCTTCCGCCACGCAGGGCGCGGCTGCCGGGG(
GCCCAGCAGCTGGGAGCCCGCCCGCAGCCCCGCCCCACGCGGTGCCTCA
GCCCCACCCAGTGCCGTCACCGCCCTTTCACCCGGGCCGAGCGGGGTCA
GCCGTCCAATGCGCGCCTCTCGACTCTGCTCCGCCCCGCCCCGCCCCCG]
GCTCTGAGCGGCTCACAGTTCCCTTAGCAGCCCAGCAGCCAGCCCTGGAQ
GCTGTGCCCAGGGCAGACAGAGGAGGTTGTGAATGTGCTACTGTGGCAAA
GGAGGTGTTCGGCCGCGGCCGGGAGGGAGCCGGCAGGCGGCGTCCCCT

GGCATGCTCAGAGCGAATGCGGGAGGCAGGCGTTGGCTGCAATGGGGCT

GGCTCAGCCCTGCTAGTCGCGACTAGCGCCCTCTAGTGGTCCAAGAGAAA|

GTCAAATACAGTACACATGTTAGCCCACAACAACTTCCTGAATTAAAAAG (

TATAGGAACTGCCCTTTTTAATTCAGGAAGTTGTTGTGGGCTAACATGTG (

TCTCGACTCTGCTCCGCCCCGCCCCGCCCCCGTCGCCCTGCCTCCCTGG(

AAGCTAGGCTGAAGAGAAGTGAAACTCAGAACTTCAGAAATTAATAACAA (
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2. chr20_2.1.UnzipAndMerge.fq
frequent sequences (per Mio.):

CCATGAACCTCGGTAATGTGGTTAATAGACCATGAAAAGGATGTGGTTTC (
CCCGTAGCCTGCCCGGTGCCCGACTTGGGCGCGTCGCCCCACCCAAGCC
CCTCTCGACTCTGCTCCGCCCCGCCCCGCCCCCGTCGCCCTGCCTCCCT(
CCTTACCCTTTCTCTTGGACCACTAGAGGGCGCTAGTCGCGACTAGCAGG
CGGCAAGTGGAGGCGGGAGGGGGCGTGGCCTCGACGGGCAAGCGGCGA]
CTCCAGAACCAGGGCGCCAGCTCCGGCCATCCGCGGTTAAGCGGGAGCT!
CTGCTAAATTAGTTAAGAGCTAGGCCTGGAACTGGTGCAGTATCACTTCC (
GCCTGGGGCTCCGCTGATCTAGGGCAACGAGCGGGGGACGCTTCGAGC(C
GCTCAGCAGGGGGGCAGCCTGCAGTCTGAAAACGGAACAGCAGCCTTTTA
GGAAGAAAGGGCGGTGGTTGCTGAGGTAACCGACACCCCGGGCAACGGC
GGCATATGGTATTTCGAGTGCTGTACTTTACTATTTCACCACTAGAGGGC (
GTCCCGGCCGCGCCCACCCCGACGCTGCCGCTACCTTGTCCTCGGGTGG
GTGCCGGGCCGCTTGCGATCCTGCACTGCCGCTGGGCTCGACCTGGGGT
GTGGGAAACCCGGGCTTCTGGGCTCTGGGTGGATTTGGGGCCTCCGGTT(
GTTCTGGCCTGCGAACGCCGTCCAAATTGGCAACCTCCCCTTTCCCGTGA
TACACACACACCGCACGGCCGGCTCCGCTTCGCCTGGCCGTGCGGGGCG
AACCAGGGCGCCAGCTCCGGCCATCCGCGGTTAAGCGGGAGCTCCCATT(
AACTACAGGTGTGCACCACCATGCCTGGCTAATTTTGTATTTTTAGTAGA (
AAGTTGTACTTTACAGGGTATGTTTTCTACATGTGGATAGTGTCAATGAA (
ACACATGTTAGCCCACAACAACTTCCTGAATTAAAAAGGGCAGTTCCTAT (
ACATAGCTCAGGGGTAACCACTGAGGGCCTGTCTGGATTCAAATCATGTT (|
ACCATATCCCTTTGGCTTTCAGATGGTATGGAAGAGGATTTCTATAGCTC (
ACCCAGGCCTGTGCAGACAGCTTGGGCAGGGAGGGCTGGGCCGGGCTG(
ACCCTGTACTCTCCTGGGTCTGTCTCATGGTCACTTTGTGCCATCTAGTG (
ACCTCAGTCTCCAAGTAACTTGCTGGCTTTAGCTCATTTCTTCCGCACTT (
ACTCCAGCCTGGGCGACAGAGCGAGACTCTGTCTAAAAAATAAAAAAAAA (
ACTCTACCCTTCTCCAAAATAATTTTGAAAATTATTTCTTTCATCTTCCC (8
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