@FastQC Report

Summary

@ Basic Statistics

@Per base sequence quality

Fa

' Per tile sequence quality

-

@ Per sequence quality scores

QPer base sequence content

@Per sequence GC content

@Per base N content

Fa

| Sequence Length Distribution

-

@Sequence Duplication Levels

@ Overrepresented sequences

QAdaoter Content

@ Kmer Content

@Basic Statistics

Filename
File type
Encoding

Total Sequences

Sequences flagged as poor quality

Sequence length

3GC

Sun 17 May 2015
BS_tag_noAdap_pair2.fastq

BS_tag noAdap pair2.fastqg
Conventional base calls
Sanger / Illumina 1.9
67916229

0

52-250

43

QPer base sequence quality

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

AR, mm—m—_——_———_————— ————————



38
a8
34
32
al
28
28
24
22
20
13
18
14
12
10

—
l_
|_
|_
l_
l_
|_
|_
]

]

il

1234567881519 30-34 45-49 50-64 73-79 9084 110-114 135138 1e0-164 185189 210-214 235-239
Position in read (hp)

Per tile sequence quality

Quality per tile

2215
2213




L&l L
2209
2207
2205
2203
2201
2115
21113
2111
2109
2147
2105
2143
2101
1215
12113
1211
1209
1267
1205
1263
1201
1115
11113
1111
1169
1147
1145
1143
1101

1234567891519 30-34 45-48 5064 75-79 0084 110-114 135-13% 1e60-164 1853188 210-214 2353-239
Position in read (hp)
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@Per sequence GC content
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::::::::Sequence Length Distribution

Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels
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