@FastQC Report

Summary

@Basic Statistics

aPer base sequence quality

P

' Per tile sequence quality

-

@Per sequence quality scores

QPGI’ base sequence content

@Per sequence GC content

@Per base N content

@Sequence Lenath Distribution

@Sequence Duplication Levels

@Overreoresented sequences

aAdaDter Content

@ Kmer Content

@Basic Statistics

Filename
File type
Encoding

Total Sequences

Sequences flagged as poor quality

Sequence length

%GC

Wed 6 May 2015
BS-tag GTAGAGG_R1.fastq

BS-tag GTAGAGG Rl.fastqg
Conventional base calls
Sanger / Illumina 1.9
67916291

0

250

42

@Per base sequence quality



40
38
i
34
32
30
28
26
24
2z
20
18
16
14
12

10

Quality seores across all bases (Banger ! llumina 1.9 enceding)

T T TN I TR TR TR

I T I e

1239486789 1519 30-34 4542 60-64 779 2084 110114 130-134 150154 170174 190124 2910-214 230-234 250
Paosition in read (bp)

Per tile sequence quality



Cuality per tile
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Cuality score distribution over all sequences
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100

a0

g0

70

g0

&0

40

10

12345667882 1519 30-34 4549 60-64 7579 20-24  110-114 130134 150-154 170174 190134 210-244 230-234
Paosition in read (bp)

@Per sequence GC content

%
e

i

250



GC distribution aver all sequences

GC count per read
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N content across all bases
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Distribution of sequence lengths over all sequences

Sequence Length
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