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QPer base sequence quality

Quality scores actoss all bases (Sanger { lllumina 1.9 encoding)
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Quality score distribution over all sequences

Average Quality per read
3000000

2500000

2000000

1500000

1000000

500000

2 3 45 6 7 8 910111213 141516 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37
Mean Sequence Quality (Phred Score)

OPer base sequence content

file:///Users/natashadudek/Desktop/SW019_S1_L001_R2_001.fastq%20FastQC%20Report.html Page 4 of 12



SWO019_S1_L001_R2_001.fastq FastQC Report 15-04-08 12:44 PM

Sequence content actoss all bases
100

%7

%C
90 %A

%G

80

70

&0

50

40

\ |

307<,\ — —
S

20

12345687809 1519 30-34 4549 60-64 7579 90-94 110-114 130-134 150-154 170-174 190-194 210-214 230-234 250-254 270-274 290-204
Position in read (bp)

Dper sequence GC content

file:///Users/natashadudek/Desktop/SW019_S1_L001_R2_001.fastq%20FastQC%20Report.html Page 5 of 12



SWO019_S1_L001_R2_001.fastq FastQC Report 15-04-08 12:44 PM

GC distribution over all sequences
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Distribution of sequence lengths over all sequences
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CTTCCGA 25830 0.0 56.245663 3
TCGGAAG 30855 0.0 53.62129 4
TCCGATC 27840 0.0 52.016403 5
TTCCGAT 28530 0.0 50.503345 4
ATCGGAA 33310 0.0 49.940838 3
CCGATCT 29370 0.0 49.2569 6
GATCGGA 33645 0.0 49.22524 2
AGATCGG 35290 0.0 47.06803 1
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