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1. chr20_1.2.UnzipAndMerge.fq
frequent sequences (per Mio.):

ACGTTGGGTCATCTGTTTATTGTCAGCTTGGCGGTCAGGAAGAAAGGGCG
ACTGTATTCCGTGCACCTCTAAGGTGGCTGCCCTTCTTCTCGTGAGAATC (
ATATAGATGAGTAGATCAGGAACTCCCCACCTGCTCCAAAAAGAGGAACA (|
CCTCTTAGTCTTCCGGGCGATCAGAAGCCAGGGATCTCTGGGCACCTATG
CCTTCATATAATGCAAATCATCCTGCTGTACAAACCATGTGATACTTTAA (
CGATTGGGAGATGCAAATACCGGCTTCTCTGCCCAGCAACGGGTGACGCG
CGCCTGGAGGCCCCCAGCGGGGACCGCCCCCTCGGGCGCCCCGGGCCG
CTCTAGGACCGTGGCAGAGGGAAAGTGAAACTGGCGGTTAGAGCCGCTA(
GCCACGCAGGGCGCGGCTGCCGGGGCAACCGCAGCGTGCGCGGTGGGH
GCCCCACCCAGTGCCGTCACCGCCCTTTCACCCGGGCCGAGCGGGGTCA
GGCTACACCAGGGGGAGACAAGGCTCAATTCCATTGGGAACCTTTAGGGG
GTCATACACCGTAGACCTTTCATTTTCTGTGTTTCGGTGTCCTTCATATA (
GTCCTCACTCATTTTGAAAGTTACGTAAGTTAGCATTCCCCTGCTTACCA (
GTCTACAGCGCAGACGAAGCCAACTCCTCAGAGCGCTCACCGCGCTCTTT
GTCTGAGTCTGAGGCTAATCTGGCTGGAAAAGGAAGTGAAAACATCATAG
GTTCTAACTTAGGCAACGTTGGGTCATCTGTTTATTGTCAGCTTGGCGGT (
GTTTTAAGCCGAGGGCAGAAACCACATCCTTTTCATGGTCTATTAACCAC (
TCTTATCGCCGCTTGCCCGTCGAGGCCACGCCCCCTCCCGCCTCCACTTG
AAGTAGAGTGGTGATGAGGGAATGGTTGTGTGCCATCTAGTGGGGAGAGG
AATCAAAGCTAACCACTGCAGCGGCACAGAAATGAGTGTTTCAGTACATA (
AATGTAGACACACAACTTTGTTATCACAGGGCATGATGACCAAGGCATTC (
ACACAGGGCCGGTCACATTCCTTGGCCTCGGCTGCGGCTGAGCCCGACA(
ACACATGTTAGCCCACAACAACTTCCTGAATTAAAAAGGGCAGTTCCTAT (
ACCATGCATGATGTCAAATACAGTACACATGTTAGCCCACAACAACTTCC (
ACCCACAGGAGTGCACTGGTGTTGAGGGTAAGGGTTCAACTGAGACGCTG]
ACCCAGGAGAGTCGGGAATGGTTTCCATGGTTTCAGAAAACAATATGGCC
ACCCCGGGCAACGGCAAGTGGAGGCGGGAGGGGGCGTGGCCTCGACGG
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frequent sequences (per Mio.):

GTCTTACACGTAAGCTTCCAGCTTTGGGACTGATTTACAAACCACAACTG (
CCATAGAAGCCACCTTGGTATGTGGTGACATTACATTGTCATTCACGACT (
GGTTAAAGCAGCCTGGCTTTCTCAAGAAAAGTACACGGGCGCCACCTAGT
GTCCTAGAGTGATCGTGATGCACAACAGAGCCCCGCGTTGACCCATAATG
GTTCTCACCCTCCTCAGATAAAAATCCAATCAGGAAATATGACATTGTCA (
GTTCTGGCCCCTGGCCTAGTTGGGCCGCCTGCCCGTCTTCCTCGCGAGAQ
ACTCTAGCCTGGGTGACAGAAAGACTTCGTCTCAAAAAAAAAAAAGAGAA (
CCACATGACTTGCCTTGGCGAGGAAATGTGAGTTCAAGCAATATGTGTCA (
CCCTAGCCCCGACCCGAGAGCTCCCTCTCCCGGGAGCAGGGCTCGGAGC
CCTTTAGACTGAATGTAATTGGTTTCAGTTTTCATTATAAGTTAATTATT (13

CGTTTGGCCAGCGCGTGCGACCTCCAGGGCGCGGGTGTACCGAGTGCTG
CTCTAGGACCGTGGCAGAGGGAAAGTGAAACTGGCGGTTAGAGCCGCTA(
CTGCTGAGCAGCGCCTCTCCTTCGGGCGGGGGAAGCTAAGCGGTCGCCT
CTGCTGAGCTGCCCAGCTGCTCAGTTCATTTCTTAGTGAAGTGCCTTTTT (
CTTCTGGGCTACACCGCCTTCTCTTCCTCCGCGGAACCCGGATCCCCTCC
GAGTAAAGTGAAAGCAAGTTTACTAAGAAAGTAAGGGAGTAGGCCAGGCG
GCCTCACCCCCCTCCTGTCCCAGGGCCGCGCTTCAATTTCCGCTGAAACT

GGCCGGGGCTGGCCACCTCTACCCAGCACGCCGGGCAGGGCGCATGCG(

GGCTGGGACGGCGCCGGGCGTGACGTCAGGGCCCGCCCCACCGCCCTC

GGGCAAGGCGGCGGACGGCTGCGTCGCCCGAGGCGAGGAGGAGCGCTG

GTCCTGAAACTGTTCTAAACCATGGGGAAGGACTGCGCTATCTTAAATGT (

GTGTAAGACTGCTCTTTACCTCAACCTCCTTTGTTTCGCTTTTGCTTTTT (1

GTGTGACATTGGGCAAGTCTCTGCCCGTTTCCTCATCATTGCAACCAGGG

GTTACTGAGGGCGAGAAGCGCCACCCGGAGGCTCTAGCCTGACAAATGCT]

AAGCAAGGGGACGCGCTGCACCCTCGGCTGTCACCGCGAGGGCTCGGCH

AATTAAGACTATTGCCACCTGCAGTAAAATGGACCTCACATTTCTCTTGA (

ACACAGGACAGCTATAGTCAAAAAGACAAACAGGTGTGGCTAAGGATGTG
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