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

CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
TGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
TGCTTTTCACCTTTCCCTCACGGTACTGGTTCACTATCGGTCACTAGGGA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (
CGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGATGTGTACTGG.. (
CCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
ICCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
CGCCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGA.. (
CCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
TCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCAGAC.. (
CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
(
(
(

[a]e)alo)elele)

CCEGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT..
CCECGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC..
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). QC.1.trimmed.fastq.gz
frequent sequences (per Mio.):

CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCCGCGTCTGCCGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGA.. (
CCCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
TGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
TGCTTTTCACCTTTCCCTCACGGTACTGGTTCACTATCGGTCACTAGGGA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (
TCGGTTTGCGGTACGGGTAGTTTATTTCTCACTAGAAGCTTTTCTTGGCA.. (
CGCCGGCCAGCTATGTATTCACTGACAAGCAATACACTGATGTGTACTGG.. (
CCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
ICCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCC.. (
CGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
CYCGCCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGA.. (
CECCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGCCTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
GQTCACTTGGTTTCGGGTCTACATCTGCTTACTCATTCGCCCTGTTCAGAC.. (
COQCCGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GECCTATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT.. (
CCEGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCACT.. (
CCECGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CCECGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
CGQCGCTACTATGGGAATCGAGTTTTCTTTCTCTTCCTGCGGGTACTGAGA.. (
GTQCAGTCCTACAACCCCGAGAAGCAAGCTTCTCGGTTTGGGCTCTTCCCA.. (
CCOEGGTATATTTTCGGCGCAGTGCCACTCGACTAGTGAGCTATTACGCAC.. (
GGl TATTCACTGCGGCTGACCTTGCGGTCAGCACCCCTTCTTCCGAAGTT(

T T T T T T T T T T
2 3 4 5 6 7 8 9 10 >10
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1(R2). SRR616268sub_2.fastq.gz
frequent sequences (per Mio.):

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

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). QC.2.trimmed.fastq.gz
frequent sequences (per Mio.):

GCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCG.. (
TGTGGGTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCC.. (
GTAGCGGTGAAATTCCAAACGAACTTGGAGATAGCTGGTTCTCTCCGAAAT.. (
GCCTTGGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTC.. (
GAGCGATAAGGTCCATTGTCGAAAGGGGAACAGCCCAGATCACCAGTTAA.. (
ATGGATCATGGAGGTAGAGCACTGTTTGAACTAGGGGCCCATCAAGGGTT.. (
GGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCGCCAC.. |
CAGCTGGAAAGCTGCGCCACAGAAGGTGAAAGCCCTGTAAGCGAAACGTC..
ACCAGTTAAGGTCCCTAAATTTATGCTAAGTGGAAAAGGATGTGGCGTT.. ( 4
ATTGGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCG.. (
GCGAAACGTCGAACCCTCCGTCCAGGATCCTGAGTACGGCGGAACACGT..
TGGAGTTACCAAAGTCCGACGTAGTCGAAGTCAGCTGGAAAGCTGCGCC.. (
TACTCCGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGA.. (|
TCGAAAGGGGAACAGCCCAGATCACCAGTTAAGGTCCCTAAATTTATGC.. (
IAGAAGCTTGCTTCTCGGGGTTGTAGGACTGGACATTGGAGTTACCAAAG.. (

TCCGAAATAGCTTTAGGGTTAGCCTCGGAGGATGGATCATGGAGGTAG.. (
GGCACTAGGAGCCGATGAAGGACGGAACTAATACCGATATGCTTCGG.. (
CGGGAGTCAGACAGTGAGCGATAAGGTCCATTGTCGAAAGGGGAACA..
CCCGGAAGGGGAGTGAAACAGTTCCTGAAACCGTGTGCCTACAATTA.. (
TGAACTAGGGGCCCATCAAGGGTTACTGAATTCAGATAAACTCCGAATACC.. (
GAAQCAGTACCGTGAGGGAAAGGTGAAAAGCACCCCGGAAGGGGAGTGAAA..

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

Sequence duplication level



B mapped B unmapped
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dunique B non-unique
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