@FastQC Report

Summary

@ Basic Statistics

@Per base sequence quality

i

f .\'.
.| 'Per tile sequence quality

-

@Per sequence quality scores

@Per base sequence content

@Per sequence GC content

@Per base N content

Fa

(.l 'Sequence Length Distribution

-

@Se uence Duplication Levels

r

f .\.
. Qverrepresented sequences

@Adaoter Content

Fa

(. 'Kmer Content

-

@Basic Statistics

Filename
File type
Encoding

Total Sequences

Sequences flagged as poor quality

Sequence length

%GC

Mon 18 May 2015

skewer_SWO041_2-trimmed-pair1i.fastq

skewer SW041 2-trimmed-pairl.fastqg
Conventional base calls

Sanger / Illumina 1.9

27960

0

49-76

44

@Per base sequence quality



Quality scores across all bases (Sanger / lllumina 1.9 encoding)

1 23438 7 288 1213 18-1% 2425 2031 36-37 4243 4848 5455 8081 6687 7F2-73 76
Position in read (hp)
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Quality per tile
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1 232324538 7 2828 1213 18-1% 2423 32031 36-37 4243 4848 5455 8081 6687 7F2-73 76
Position in read (hp)
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Quality score distribution over all sequences
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Sequence content across all bases
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1 22324538 7288 1213 18-1% 2425 2031 36-37 42-43 4848 5455 8081 6687 7F2-73 76
Position in read (hp)
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GC distribution over all sequences

GC count per read
Theaoretical Distribution
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M content across all hases
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1 2345387 2885 1213 18-1% 2425 3031 36-37 4243 48-49 5455 8061
Position in read (hp)

@ sequence Length Distribution
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Distribution of sequence lengths over all sequences
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Percent of seqs remaining if deduplicated 93.5%
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«’Overrepresented sequences

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG 73 0.26108726752503575 No Hit

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCC 53 0.18955650929899856 No Hit
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% Adapter
100
lurning Universal Adapter

lumina Srnall RMA Adapter
80 Mextera Transposase Sequence
SOLID Small RMA Adapter
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123458789 11 13 15 17 19 21 23 25 27 29 31 33 35 37 39 41 43 45 47 48 51 53 55 57 39 61 63
Position in read (hp)

«“’Kmer Content



180

140

120

100

80

60

a0

20

Log2 Obs/Exp

CTCCTGT
GETCTGT
GTECTET
CTTATAT
CATCTCC

l 23456788 11 13 153 17 1% 21 23 23 27 26 31 33 35 a7 34 41 43 45 47 48 51 53 5% 37 38 6l 63 65 67 69
Pasition in read (hp)

CTCCTGT 10 0.004689999 165.64948 53
GGTCTGT 20 1.0435542E-6 165.64948 53
GTGCTGT 10 0.004689999 165.64948 53
CTTATAT 15 7.165195E-5 164.79999 65
CATCTCC 645 0.0 156.33318 70
ACATCTC 640 0.0 156.2736 69
CACATCT 645 0.0 155.06216 68
TACACAT 640 0.0 154.99268 66
ATACACA 645 0.0 154.57985 65
ACACATC 655 0.0 152.69482 67
TCTTATA 675 0.0 151.37186 61
TATACAC 670 0.0 151.27165 64
CTTATAC 680 0.0 150.25882 62
TTATACA 675 0.0 150.15111 63

CTCTTAT 680 0.0 149.04706 60



GCTGTCT

TCTCTTA

CTGTCTC

AACCTGT

TGTCTCT

Produced by FastQC (version 0.11.3)
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