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File type
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Sequence length
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skewer_SW042_2-trimmed-pair2.fastq

skewer_SW042_2-trimmed-pair2.fastq
Conventional base calls

Sanger / Illumina 1.9
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@Per base sequence quality

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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1 23458 7895 1213 18-19 24-25 3031 36-37 4243 48-40 54-55 6081 6667 72-73 76
Position in read (bp)

@Per tile sequence quality

Quality per tile
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@Per sequence quality scores

Quality score distribution over all sequences
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@Per base sequence content
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Fosition in read (hp)

@Per sequence GC content

GC distribution over all sequences
g00
GC count per read
Theeretical Distribution
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@Per base N content

M content across all bases
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Position in read (bp)

:33:3:Sequence Length Distribution

Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels

Fercent of segs remaining if deduplicated 90.1%
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“’Overrepresented sequences

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG 20

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCC 18
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0.25316455696202533 No Hit

0.2278481012658228 No Hit

lllurnina Universal Adapter
llurnina Small RNA Adapter
Newtera Transposase Sequence
SOLID Srall RMA Adapter
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ACAGCAT 5 2.7207995E-4 3879.9998 56
CAGCATT 5 2.7207995E-4 3879.9998 57
TACAGTG 5 2.7207995E-4 3879.9998 67
CTTTACA 5 2.7207995E-4 3879.9998 64
GACAGCA 5 2.7207995E-4 3879.9998 55
TGCTGTC 5 2.7207995E-4 3879.9998 57
CTCTTAT 5 2.7207995E-4 3879.9998 63
CATTTGC 5 2.7207995E-4 3879.9998 53
TTATACA 5 2.7207995E-4 3879.9998 66
CTTATAC 5 2.7207995E-4 3879.9998 65
AGCATTC 5 2.7207995E-4 3879.9998 58
ATTCTTT 5 2.7207995E-4 3879.9998 61
CTGTCTC 5 2.7207995E-4 3879.9998 59
TCTTTAC 5 2.7207995E-4 3879.9998 63
TTTGCTG 5 2.7207995E-4 3879.9998 55
TCTTATA 5 2.7207995E-4 3879.9998 64
ACAGTGA 10 0.0010883198 1939.9999 68
TATACAA 10 0.0010883198 1939.9999 67
TGTCTCT 10 0.0010883198 1939.9999 60
TTACAGT 10 0.0010883198 1939.9999 66
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