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1(R1). SRR616268sub_1.fastq.gz
frequent sequences (per Mio.):

CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
TGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
TGCTTTTCACCTTTCCCTCACGGTACTGGTTCACTATCGGTCACTAGGGA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (

(
CCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
ICCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
CGCCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGA.. (
CCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
TCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCAGAC.. (
CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
CCEGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
CcC CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC..E

[a]e)alo)elele)

CCECGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC

CGQCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGAGA.. (
GTQCAGTCCTACAACCCCGAGAAGCAAGCTTCTCGGTTTGGGCTCTTCCCA.. (
CCOLCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GTTECCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTA.. (
GGCETATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
CCCETTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTAAGA.. (

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

Sequence duplication level

2(R1). hoge_1.fastq.gz
frequent sequences (per Mio.):

CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGCCTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
GTGCTTTTCACCTTTCCCTCACGGTACTGGTTCACTATCGGTCACTAGGGA.. (
CCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
TCACTAGGGAGTATTTAGCCTTGGGAGATGGTCCTCCCGGATTCCGACGG.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. ( §
TCCAGTCCTACAACCCCGAGAAGCAAGCTTCTCGGTTTGGGCTCTTCCCA.. (
GTCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCAGAC.. ( §
CCGGCATTCTCACTTCTAAGCGCTCCAGCCGTCCTCACGATCGACCTTCA.. (
CTCCATCGCTTAAACAAAATAAACTAGTGCAGGAATCTCAACCTGCTTG.. ( 4
GGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACTC.. (
CECGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CEACAGTTTCGGTATTATGCTTAGCCCCGGTATATTTTCGGCGCAGTGCCA.. (
CEGCCGTACTCAGGATCCTGGACGGAGGGTTCGACGTTTCGCTTACAGGGC..
CINGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
GTAGGTCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCA.. ( 3
GAAGTATTTAGCCTTGGGAGATGGTCCTCCCGGATTCCGACGGAATTTCAC.. (
GTEACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCAGACT.. ( 3
GCEGGTTCATTCTACAAAAGGCACGCCATTACCCATTAACGGGCTTTGACT.. (
CTQCATCGCTTAAACAAAATAAACTAGTGCAGGAATCTCAACCTGCTTGTC.. ( 3
GGETAGGTCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTT.. (
GCQGGCATTCTCACTTCTAAGCGCTCCAGCCGTCCTCACGATCAACCTTCA.. (
CGOCGGTTCATTCTACAAAAGGCACGCCATTACCCATTAACGGGCTTTGAC.. (
CTCECCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGA.. ( 4
CGGICACTAGGGAGTATTTAGCCTTGGGAGATGGTCCTCCCGGATTCCGAC.. (
GTTAACTATCGGTCACTAGGGAGTATTTAGCCTTGGGAGATGGTCCTCCCG.. (

T T T T T T T T T T
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1(R2). SRR616268sub_2.fastq.gz
frequent sequences (per Mio.):

GCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCG.. (
TGTGGGTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCC.. (
GTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCCGAAAT.. (
TGCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTC.. (
GAGCGATAAGGTCCATTGTCGAAAGGGGAACAGCCCAGATCACCAGTTAA.. (
CAGCTGGAAAGCTGCGCCACAGAAGGTGAAAGCCCTGTAAGCGAAACGTC..
(

GCGAAACGTCGAACCCTCCGTCCAGGATCCTGAGTACGGCGGAACACGT..
ACATTGGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCG.. (
TETCGGGGTTGTAGGACTGGACATTGGAGTTACCAAAGTCCGACGTAGTCG.. (
CJTACTCCGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGA.. (|
CGAAGTGGGAAGAGCCCAAACCGAGAAGCTTGCTTCTCGGGGTTGTAGGAC..
TATCGAAAGGGGAACAGCCCAGATCACCAGTTAAGGTCCCTAAATTTATGC.. (
CAAGAAGCTTGCTTCTCGGGGTTGTAGGACTGGACATTGGAGTTACCAAAG.. (
GHGGATGCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATA.. (

ACTECGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGAACA..
CCTfGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCGG.. (
TGARCTAGGGGCCCATCAAGGGTTACTGAATTCAGATAAACTCCGAATACC.. (
GCA§CCCGGAAGGGGAGTGAAACAGTTCCTGAAACCGTGTGCCTACAATTA.. (
GAAQCAGTACCGTGAGGGAAAGGTGAAAAGCACCCCGGAAGGGGAGTGAAA..

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

Sequence duplication level

2(R2). SRR616268sub_2.fastq.gz
frequent sequences (per Mio.):

GCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCG.. (
TGTGGGTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCC.. (
GTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCCGAAAT.. (
TGCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTC.. (
GAGCGATAAGGTCCATTGTCGAAAGGGGAACAGCCCAGATCACCAGTTAA.. (
CAGCTGGAAAGCTGCGCCACAGAAGGTGAAAGCCCTGTAAGCGAAACGTC..
ATGGATCATGGAGGTAGAGCACTGTTTGAACTAGGGGCCCATCAAGGGTT.. (
GGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCGCCAC.. (
CACCAGTTAAGGTCCCTAAATTTATGCTAAGTGGAAAAGGATGTGGCGTT.. ( 4
[TTGGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCGCC.. (
GCGAAACGTCGAACCCTCCGTCCAGGATCCTGAGTACGGCGGAACACGT..
AECATTGGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCG.. (
TETCGGGGTTGTAGGACTGGACATTGGAGTTACCAAAGTCCGACGTAGTCG.. (
CYTACTCCGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGA.. (|
CGAAGTGGGAAGAGCCCAAACCGAGAAGCTTGCTTCTCGGGGTTGTAGGAC..
TATCGAAAGGGGAACAGCCCAGATCACCAGTTAAGGTCCCTAAATTTATGC.. (
CHAGAAGCTTGCTTCTCGGGGTTGTAGGACTGGACATTGGAGTTACCAAAG.. (
GATGGATGCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATA..
CGRCGTAGTCGAAGTCAGCTGGAAAGCTGCGCCACAGAAGGTGAAAGCCCT..
CTQTCCGAAATAGCTTTAGGGTTAGCCTCGGAGGATGGATCATGGAGGTAG.. (
GGG TAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCCGAA.. (
ACTECGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGAACA..
CCTFGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCGG.. (
TGARCTAGGGGCCCATCAAGGGTTACTGAATTCAGATAAACTCCGAATACC.. (
GCALCCCGGAAGGGGAGTGAAACAGTTCCTGAAACCGTGTGCCTACAATTA.. (
GAAQCAGTACCGTGAGGGAAAGGTGAAAAGCACCCCGGAAGGGGAGTGAAA..

T T T T T T T T T T
2 3 4 5 6 7 8 9 10 >10
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