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1. SRR616151 fastq.bz2
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
ACGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC

CGGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG

GGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
GCAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(
CCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
CGATTTCCCGCTCGGCCGTGGTGGTGAAGCTGTAGCCGCGCTCGGTGAGGA
CAGATCATGTTTGAGACCTTCAACACCCCAGCCATGTACGTTGCTATCCAGG
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
CGACAGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGA
AGGTTCAGCACGAAGCTCTTAGCGTCAGGAGCCACCTCGCCTCGCACTCG,

GGTCTGCCCATTCTTGGAGATACCAGCTTCAAATTCACCAACACCAGCAG
TCTCATCTTGTTTTCTGCGCAAGTTAGGTTTTGTCAAGAAAGGGTGTAA (
TTTATAGATCAGATGGCCAGTAGTGGTGGACTTGCCCGAATCTACGTGTC
GGCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCGGA(Q
AATTGAAACAAACAGTTCTGAGACCGTTCTTCCACCACTGATTAAGAGTG
GATTTCCCGCTCGGCCGTGGTGGTGAAGCTGTAGCCGCGCTCGGTGAG(H
GATGGAGCCGCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATG
ATCGTGATGGACTCCGGTGACGGGGTCACCCACACTGTGCCCATCTAC
CTAAGTCATAGTCCGCCTAGAAGCATTTGCGGTGGACGATGGAGGGGC
GGGCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCG(
ATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAAAAATGACCCACCAAT]

1 2 3 4 5 6 7 8 9 10

I I I I I I I I I I I
>10

Sequence duplication level

3. SRR616153.fastq.bz2
requent sequences (per Mio.):

GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GCGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
CGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
GGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
CCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
CCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTCCACA
GCAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
TGGTCTAGGGTGTAGCCTGAGAATAGGGGAAATCAGTGAATGAAGCCTCCT]
GATTTCCCGCTCGGCCGTGGTGGTGAAGCTGTAGCCGCGCTCGGTGAGGA
GGATGGAGCCGCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATG
AGATCATGTTTGAGACCTTCAACACCCCAGCCATGTACGTTGCTATCCAGG

CAATGCCAGGGTACATGGTGGTGCCGCCAGACAGCACTGTGTTGGCGTAC
AGGTTCAGCACGAAGCTCTTAGCGTCAGGAGCCACCTCGCCTCGCACTCG.

GTTAGGTTTTGTCAAGAAAGGGTGTAACGCAACTAAGTCATAGTCCGCC
GAGACCTTCAACACCCCAGCCATGTACGTTGCTATCCAGGCTGTGCTATC

AGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGAGA(
CATCGTGATGGACTCCGGTGACGGGGTCACCCACACTGTGCCCATCTAC
TCTCATCTTGTTTTCTGCGCAAGTTAGGTTTTGTCAAGAAAGGGTGTAA (
GGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTGT
GTTGTAGCCAATTTTCTTAATGTAAGTGCTGACTTCCTTAACAATTTCCT (

GGCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCGGA(

1 2 3 4 5 6 7 8 9 10

I I I I I I I I I I I
>10

Sequence duplication level

5. SRR616155.fastq.bz2
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC

CCGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG

CCAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
(GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT

GAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGGT (|
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
CGGCCATTCTCTTGGACTCTCCCATTCTACTGATATCGGGGCTTTGATGTAC (
GGAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC
CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(

GAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
ATATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCGCA
GAGTTCATGAGCCGCAACACGATGTAAGTTGTACTCTCTGAAATTGTTGGT
CATCTGCTCTTGGCAAATCTGGCGTGTAATTTTCAATCCTGTAGGTCAGA (
ACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
GTTGTACATAAAAAATCCAGGTTTGTGGAAGTCGCGTTCTTTACATCTGG (|
GCTACACCTTCAGTGGTGATGTTCAGCTAGCTCAGGATGACATTGATGGC
AACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA!
AATGAAATTGAGCTCAACTTCCGGGTAGAAGGGATTTGTGCGCATGTAGA
AGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGAGA(Q

1 2 3 4 5 6 7 8 9 10

T T T T T T T T T T T
>10

Sequence duplication level
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2. SRR616152.fastq.bz2
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
TTTTATTCAACTGGTCTCAAGTCAGTGTACAGGTAAGCCCTGGCTGCCTCCAC
ACGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CATTTATAGATCAGATGGCCAGTAGTGGTGGACTTGCCCGAATCTACGTGTC
CCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
GCAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(
AAGATTAAAAAAATTTTGCATTACATAATTTACACGAAAGCAATGCTATCAC (

ICCAATTGAAACAAACAGTTCTGAGACCGTTCTTCCACCACTGATTAAGAGTG
CAATGCCAGGGTACATGGTGGTGCCGCCAGACAGCACTGTGTTGGCGTAC

TCTCATCTTGTTTTCTGCGCAAGTTAGGTTTTGTCAAGAAAGGGTGTAA (
TATCCACTTTACCAGAGTTAAAAGCAGCCCTGGTGACCAGGCGCCCAA
ACAGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGA
ATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC
ATGGAGGGGCCGGACTCGTCATACTCCTGCTTGCTGATCCACATCTGCT

I I I I I I I I I I I
1 2 3 4 5 6 7 8 9 10 >10

Sequence duplication level

4. SRR616154.fastq.bz2
requent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAQG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC

CCAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
CCGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG

GAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAA
CCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT

CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
GGAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CGAGTTCATGAGCCGCAACACGATGTAAGTTGTACTCTCTGAAATTGTTGGT

ATGTAGAATCTGTCTTTAAAGAACATCACTTCTCCCCGAATCGTAGTTATA (

GTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(]
CGCTTTTCAACTTGCCTCCCATCATTCTTCAGGTTGTAGTATTTTTCCAGG (
GAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GGTAGAAGGGATTTGTGCGCATGTAGAATCTGTCTTTAAAGAACATCACTT
GACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
TATCGGGGCTTTGATGTACCCTAGCTACACCTTCAGTGGTGATGTTCAGC
ATATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCG(
TATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCGCA
AACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
GGTGTAGACGAACCGGATGTCAGCGGCATCCCCTAAGGCTTGGAACCCT]
GCCATTCTCTTGGACTCTCCCATTCTACTGATATCGGGGCTTTGATGTAC (
GATGGAGGGGCCGGACTCGTCATACTCCTGCTTGCTGATCCACATCTGCT
GTCCCCGCGCCAGAGACGCAGCCGCGCTCCCACCACCCACACCCACC
TCAAAGTAGTAAGACATGGACAGGTAAACGTAGGAGGCGTAGAGCTCC,

1 2 3 4 5 6 7 8 9 10

I I I I I I I I I I I
>10

Sequence duplication level

6. SRR616156.fastq.bz2
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAQG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC
GATAACGTTGTAGATGTGGTCGTTACCTAGAAGGTTGCCTGGCTGGCCCAGCT|
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT
CGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG
CAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
TTGGTCTAGGGTGTAGCCTGAGAATAGGGGAAATCAGTGAATGAAGCCTCCT]
AGATGTTAGTATTAGTTAGTTTTGTTGTGAGTGTTAGGAAAAGGGCATACA (
CTWCAATCGGGAGTACTACTCGATTGTCAACGTCAAGGAGTCGCAGGTCGCCTG
TGEEGAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC
GAYCGGAAGAGCGGTTCAGCAGGAATGCGAGATCGGAAGAGCGGTTCAGCAG(H
CGRACCGTTGACTATTCTCTACAAACCACAAAGACATTGGAACACTATACCTATT (
CCECGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT
CAQGAACTTGGCCCTGATGACGAGGTCGGAATTGCAGAAGGCCGTCTGTGGGT!
CTTIEGATTAAGGCGACAGCGATTTCTAGGATAGTCAGTAGAATTAGAATTGTGA (|
CCAATATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCGCA
GATEGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGGTCAGCA(
GTTQACTTCTGGTGTCCCCACGAACTTGGCCCTGATGACGAGGTCGGAATTGCA
CTGACATCTAAGTTCTTTAGCACTCCTTGGCAAAACTGCACCTTCACACAGAGC (
CCTQGTTCTAGGAATAATGGGGGAAGTATGTAGGAGTTGAAGATTAGTCCGCCG
ATTTACCATCTCACTTCTAGGAATACTAGTATATCGCTCACACCTCATA (

1 2 3 4 5 6 7 8 9 10

T T T T T T T T T T T
>10

Sequence duplication level
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