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File type
Encoding
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Sequences flagged as poor quality

Sequence length

%GC

Wed 20 May 2015

skewer_run2_SW042_1-trimmed-pair2.fastq

skewer _run2_ SW042_ 1l-trimmed-pair2.fastqg
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@Per base sequence quality

Quality scores across all bases (Sanger / llumina 1.9 encoding)
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@Per tile sequence quality

Quality per tile
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@Per sequence quality scores

Guality score distribution over all sequences
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@Per base sequence content
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@Per sequence GC content

GC distribution over all sequences

5C count per read

Theoretical Distribution
20000

40000




30000

20000

1aoao

02468 11 15 1% 23 27 31 35 39 43 47 51 55 59 63 67 71 75 78 83 87 91 B85 6%
Mean GC content (%)

@Per base N content

M content across all bases
140

a0
a0

F0

2]



20

40

30

20

10

1224567806 1212 1819 24-25% 20-31 38-37 4243 4849 534-535 60-61 66-67 ?2-?3_?"-6
Position in read (bp)

@) sequence Length Distribution

Distribution of sequence lengths over all sequences

Sequence Length
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@Sequence Duplication Levels

Fercent of seqs remaining if deduplicated 84.27%
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’Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 1840

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG 1471
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0.25003193342628 No Hit

0.1998896598206836 No Hit

llurnina Universal Adapter
llurrina Small RMA Adapter
Mextera Transposase Sequence
SOLID Small RMA Adapter
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123456789 11 13 15 17 19 21 23 25 27 20 31 33 35 37 39 41 43 45 47 49 51 53 55 57 59 61 63 65 67 66

Position in read (bp)

CGGATGG 140 4.7293724E-11 26.945515 18
CCTGTTA 2365 0.0 22.299229 3
GGGCTCT 185 6.366463E-11 22.123663 23
ACCCTGT 2360 0.0 21.694696 1
CCCTGTT 2460 0.0 21.43808 2
GGGATAA 3335 0.0 21.09746 1
TGGGCTC 195 1.2914825E-10 20.987684 22
AGGACCG 90 4.0244413E-4 20.92765 5
AGGGATA 2465 0.0 20.898008 1
CTGTTAT 2655 0.0 19.86353 4
CGTGTAG 355 0.0 19.795761 68
TCCCTAG 860 0.0 19.727047 10
AGTCGTG 320 7.2759576E-12 19.318377 65
ATCCCTA 2675 0.0 19.261354 9
GACGGAT 170 2.8989416E-7 18.483196 16
GGATAAC 3800 0.0 18.174011 2
ATAACAG 3890 0.0 17.914928 4
TATCCCT 2955 0.0 17.855442 8
ATGGGCT 215 9.815267E-9 17.565084 21
TCGTGTA 380 5.456968E-12 17.400879 67

Produced by FastQC (version 0.11.3)



