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@Per base sequence quality

Quality scores across all bases (Sanger / lllumina 1.8 encoding)
an, e T T T T T T T T T T T Y Y e ) e ) e e 1 1 1 1 1 1 1 1 —



Pl

36
34
32
30
28
26
24
22
20
18
16
14
12

10

123456788 1213 1819 24-25 30-31 36-37 4243 4848 5455 6081 66-67 72-73 78
Fosition in read (bp)

@Per tile sequence quality
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@Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read
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@Per base sequence content
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123456789 12-13 1819 24-25 30-31 36-37 4243 48-49 54-35 60-681 68-67 72-73 76
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@Per sequence GC content

5C distribution over all sequences

GC count per read
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@Per base N content

M content across all bases
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Distribution of sequence lengths over all sequences

Sequence Length
S0000a0

200000
F00000
00000

200000




400000

300000

200000

100000

0 —

27 028 3J1 33 33 37 39 41 43 45 47 49 31 53 55 3V 59 B8l &3 65 87 g9 V1 Y3 Y3 7
Sequence Length thp)

@Sequence Duplication Levels

Fercent of seqs remaining if deduplicated 96.84%
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’Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 1682 0.13589382507184516 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG 1444 0.11666509120317743 No Hit
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