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1. SRR616151.fastg.gz
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
ACGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
AGGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
ICGGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG

CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
TEGCAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(
CEHECCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
CECAGATCATGTTTGAGACCTTCAACACCCCAGCCATGTACGTTGCTATCCAGG
CICGGGTCTGCCCATTCTTGGAGATACCAGCTTCAAATTCACCAACACCAGCAG
CQGGGTTGTAGCCAATTTTCTTAATGTAAGTGCTGACTTCCTTAACAATTTCCT (
CAOCAGGTTCAGCACGAAGCTCTTAGCGTCAGGAGCCACCTCGCCTCGCACTCG
CTBEGCATCGTGATGGACTCCGGTGACGGGGTCACCCACACTGTGCCCATCTAC
TGRACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGAAAGT]
CCEGGTTTGAGAACACCAGTCTCCACTCGGCCAACAGGAACAGTACCAATACCA
CGEGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
TGQACATCCGCAAAGACCTGTACGCCAACACAGTGCTGTCTGGCGGCACCACCA
GGACAATTGAAACAAACAGTTCTGAGACCGTTCTTCCACCACTGATTAAGAGTG
GTCEGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTCCACA
GGABEGGCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCGGA(Q
CCAGGATGGAGCCGCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATG
CGAAGATTAAAAAAATTTTGCATTACATAATTTACACGAAAGCAATGCTATCAC (
CGAQAGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGAGA(
CTTCRACACCCCAGCCATGTACGTTGCTATCCAGGCTGTGCTATCCCTGTACGC
GTTCBEACAGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGA
GTTTGGTCTAGGGTGTAGCCTGAGAATAGGGGAAATCAGTGAATGAAGCCTCCT
CGGCRATGCCAGGGTACATGGTGGTGCCGCCAGACAGCACTGTGTTGGCGTAC

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.gz
requent sequences (per Mio.):

GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GCGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
CCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
GGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
ACGATGGAGGGGCCGGACTCGTCATACTCCTGCTTGCTGATCCACATCTGCT
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
GGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTGT!
AGATCATGTTTGAGACCTTCAACACCCCAGCCATGTACGTTGCTATCCAGG
CAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(Q
GATTTCCCGCTCGGCCGTGGTGGTGAAGCTGTAGCCGCGCTCGGTGAGGA
CGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTCCACA
GGATGGAGCCGCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATG
GCATCGTGATGGACTCCGGTGACGGGGTCACCCACACTGTGCCCATCTAC

(GGGCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCGGA(

CGGEGTTGTAGCCAATTTTCTTAATGTAAGTGCTGACTTCCTTAACAATTTCCT (

GCCAATCTCATCTTGTTTTCTGCGCAAGTTAGGTTTTGTCAAGAAAGGGTGTAA (
GTTQGACAGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGA
TGGACATCCGCAAAGACCTGTACGCCAACACAGTGCTGTCTGGCGGCACCACCA
CAGQCATGTACGTTGCTATCCAGGCTGTGCTATCCCTGTACGCCTCTGGCCGTA

ACGTTGTAGATGTGGTCGTTACCTAGAAGGTTGCCTGGCTGGCCCAGCT]

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.gz
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCA(G
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC
CCAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
CCGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG
IGCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA|
TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(

CEHCGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
CACGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
TAQGGAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC
CAGGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CTEGGCCATTCTCTTGGACTCTCCCATTCTACTGATATCGGGGCTTTGATGTAC (
CABGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
CCBAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGGT (|
GTY{GACTTCTGGTGTCCCCACGAACTTGGCCCTGATGACGAGGTCGGAATTGCA
CAQAAATGAAATTGAGCTCAACTTCCGGGTAGAAGGGATTTGTGCGCATGTAGA

AAGTCAAGTTTGTGGCTTATGGATTCATATAGGCCAGAGTTGCAAAGATC (|
CATCGTGTTGCGGCTCATGAACTCGGCCATTCTCTTGGACTCTCCCATTC (|
AGTTCATGAGCCGCAACACGATGTAAGTTGTACTCTCTGAAATTGTTGGT

TTGAAGCAAATGCAGGAATTCTTTGGGCTGAAAGTGACTGGGAAACCA

CTACACCTTCAGTGGTGATGTTCAGCTAGCTCAGGATGACATTGATGGC
ATATCCACTTTACCAGAGTTAAAAGCAGCCCTGGTGACCAGGCGCCCAA
TTGTACATAAAAAATCCAGGTTTGTGGAAGTCGCGTTCTTTACATCTGG (|

I I I I I I I I I I I
1 2 3 4 5 6 7 8 9 10
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Sequence duplication level
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2. SRR616152.fastq.gz
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA
TTTTATTCAACTGGTCTCAAGTCAGTGTACAGGTAAGCCCTGGCTGCCTCCAC
ACGAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GGACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
CCAATTGAAACAAACAGTTCTGAGACCGTTCTTCCACCACTGATTAAGAGTG
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CATTTATAGATCAGATGGCCAGTAGTGGTGGACTTGCCCGAATCTACGTGTC
CCAACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA
GGGTCTGCCCATTCTTGGAGATACCAGCTTCAAATTCACCAACACCAGCAG
CAGGGTACTTTATTGATGGTACATGACAAGGTGCGGCTCCCTAGGCCCCT(Q
GGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
CGATGGAGGGGCCGGACTCGTCATACTCCTGCTTGCTGATCCACATCTGCT
GATTAAAAAAATTTTGCATTACATAATTTACACGAAAGCAATGCTATCAC (
CAATCCAATACAGGGGCATAGCCGGCGCTTATTTGGCCTGGATGGTTCAG(Q
GGTTGTAGCCAATTTTCTTAATGTAAGTGCTGACTTCCTTAACAATTTCCT (

GATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAAAAATGACCCACCAAT]
GGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTGT!
GCTCCCCGAGCCGTGTTTCCTTCCATCGTCGGGCGCCCCAGACACCAGG
AGTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGAGA(Q
TCTCATCTTGTTTTCTGCGCAAGTTAGGTTTTGTCAAGAAAGGGTGTAA (
GCTCGGTGAGGATCTTCATGAGGTAGTCAGTCAGGTCCCGGCCAGCCAG
TCTGGCACCACACCTTCTACAATGAGCTGCGTGTGGCTCCCGAGGAGCA
GCATACCCCTCGTAGATGGGCACAGTGTGGGTGACCCCGTCACCGGA(
ATGCCAGGGTACATGGTGGTGCCGCCAGACAGCACTGTGTTGGCGTAC

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

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

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAQG
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC
GCCGATCCACACGGAGTACTTGCGCTCAGGAGGAGCAATGATCTTGATCTTCA|
CCAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
GGAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC]
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
CGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG

TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT
GGGGGGCATCGTCGCCCGCGAAGCCGGCCTTGCACATGCCGGAGCCGTTG
CGTCCGCCCCGCGAGCACAGAGCCTCGCCTTTGCCGATCCGCCGCCCGTC(
GAAACTACCTTCAACTCCATCATGAAGTGTGACGTGGACATCCGCAAAGAC
GAGTTCATGAGCCGCAACACGATGTAAGTTGTACTCTCTGAAATTGTTGGT

CGCTTTTCAACTTGCCTCCCATCATTCTTCAGGTTGTAGTATTTTTCCAGG (

ATGTAGAATCTGTCTTTAAAGAACATCACTTCTCCCCGAATCGTAGTTATA (

GGTAGAAGGGATTTGTGCGCATGTAGAATCTGTCTTTAAAGAACATCACTT

GATATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCG

AAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAA
GATTCAGGCTATCTGGGACCGCAGGGACTGCCAGGTGCACAGCCCTGG(
TATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCGCA
ACTCCATGCCCAGGAAGGAAGGCTGGAAGAGTGCCTCAGGGCAGCGGAA
GCCATTCTCTTGGACTCTCCCATTCTACTGATATCGGGGCTTTGATGTAC (|
AACACAGTGCTGTCTGGCGGCACCACCATGTACCCTGGCATTGCCGACA

CTTCTGGTGTCCCCACGAACTTGGCCCTGATGACGAGGTCGGAATTGCA
GTGGACCATGCCATTGAGAAAGCCTTCCAACTCTGGAGTAATGTCACAC
GGTGTAGACGAACCGGATGTCAGCGGCATCCCCTAAGGCTTGGAACCCT|
TCTTGCTCATGCTTTTCAACCAGGCCCAGGTATTGGAGGGGATGCTCAT

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.gz
frequent sequences (per Mio.):

ATCGGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCA(G
GGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGA
GGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAA
GATGATCTCCCCTGACAAAAGATATCATGATGTCTGCTTGACCCTCAGAGACC
CCGAATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGG
CGGGTCTGTCTCTTGCTTCAACAGTGTTTGGACGGAACAGATCCGGGGACT(
CAATTCCAGGAAAGTCATGTGCTATCATTTTGGGATAACCTGGATCCATAGA (|
ATAACGTTGTAGATGTGGTCGTTACCTAGAAGGTTGCCTGGCTGGCCCAGCT]
TTGGTCTAGGGTGTAGCCTGAGAATAGGGGAAATCAGTGAATGAAGCCTCCT
TGCCTATCCAGGGTGACACCAGTGACTGCACATGTGTTCTTGAGCTGCTTTT

GCATTTACCATCTCACTTCTAGGAATACTAGTATATCGCTCACACCTCATA (

CAATCGGGAGTACTACTCGATTGTCAACGTCAAGGAGTCGCAGGTCGCCTG
AATCGTAGTTATAGCATCAAAGGTTAGCTTACTGTCACACGCTTTTGGGGT (|
AGATGTTAGTATTAGTTAGTTTTGTTGTGAGTGTTAGGAAAAGGGCATACA (
GAAGCCATCACTTACCTTGCACTGAGAAAGAAGACAAAGGCCAGTATGCAC
CCGTTGACTATTCTCTACAAACCACAAAGACATTGGAACACTATACCTATT (

GGAAGAGCGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGGTCAGCA(
TACCAAACGCCCCTCTTCGTCTGATCCGTCCTAATCACAGCAGTCCTAC

GTTGTACATAAAAAATCCAGGTTTGTGGAAGTCGCGTTCTTTACATCTGG (|
TATCAGTAGAATGGGAGAGTCCAAGAGAATGGCCGAGTTCATGAGCCGCA
CATCTAAGTTCTTTAGCACTCCTTGGCAAAACTGCACCTTCACACAGAGC (
ACGCTACTTCCCCTATCATAGAAGAGCTTATCACCTTTCATGATCACGCC (|
CTTCTGGTGTCCCCACGAACTTGGCCCTGATGACGAGGTCGGAATTGCA
GTCAGCCGCATCTTCTTTTGCGTCGCCAGCCGAGCCACATCGCTGAGA(
CCATTCTCTTGGACTCTCCCATTCTACTGATATCGGGGCTTTGATGTAC (

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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