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skewer_SW042_2-trimmed-pairi.fastq
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@Per base sequence quality

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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Per tile sequence quality
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12323456789 1213 18-19 24-25 3031 36-37 4243 4849 5455 8081 6667 72-73 76
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@Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read
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@Per base sequence content
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123456788 1213 18-1% 2425 320-31 3837 42-43 4848 5455 8081 8867 72-73 76
Fosition in read (hp)

@Per sequence GC content

GC distribution over all sequences

GC count per read
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@Per base N content

M content across all bases
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Position in read (bp)
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Distribution of sequence lengths over all sequences

Sequence Length
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@Sequence Duplication Levels

Fercent of segs remaining if deduplicated 90.66%
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“’Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCC 20

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG 17
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0.25316455696202533 No Hit

0.21518987341772153 No Hit

lllurnina Universal Adapter
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Newtera Transposase Sequence
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GGTCTGT 10 0.0050425758 159.66667 53
ACACTGT 10 0.0050425758 159.66667 53
CACTGTC 20 1.1038683E-6 159.66667 54
AACCTGT 10 0.0050425758 159.66667 53
ACCTGTC 35 3.6379788E-12 159.66667 54
TTCCTGT 10 0.0050425758 159.66667 53
CCCTGTC 35 3.6379788E-12 159.66667 54
GACTGTC 10 0.0050425758 159.66667 54
TTGCTGT 10 0.0050425758 159.66667 53
CCTGTCT 95 0.0 159.66666 55
TATACAA 10 0.005316749 156.9138 64
CTCTTAT 245 0.0 156.40816 60
CTTATAC 245 0.0 156.40816 62
TCTCTTA 245 0.0 156.40816 59
ACACATC 235 0.0 153.5752 67
CACATCT 230 0.0 153.50262 68
TGTCTCT 250 0.0 153.28 57
GTCTCTT 250 0.0 153.28 58
CTGTCTC 250 0.0 153.28 56
TTATACA 255 0.0 150.76031 63

Produced by FastQC (version 0.11.3)



