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QFastQC Report 9IRM1_HWC3LBBXX_CGCTCATT-TAAGATTA_L001_R1.fastq.gz
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@Basic Statistics
Measure Value
Filename 9IRM1 HWC3LBBXX CGCTCATT-TAAGATTA L0O1 Rl.fastqg.gz
File type Conventional base calls
Encoding Sanger / Illumina 1.9
Total Sequences 94005512

Sequences flagged as poor quality 0
Sequence length 150

3GC 38

@Per base sequence quality
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Guality scores across all bases (S5anger f Hlumina 1.2 encoding}
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@Per tile sequence quality

Guality per tile
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1 2 3 456785 15192 30-34 45-49 60-64 75-79 o0-24  105-1092 125-129 145-149
Position in read {bp}
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@Per sequence quality scores

Guality score distribution owver all sequences
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Per base sequence content
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Sequence content across all bases
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123456 7 8% 9 151% 3034 4549 8064 7379 0004 105109 120-124 135-132 150
Positicn in read (bp}

@ Per sequence GC content

GC distributien over all sequences

GC count per read
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02468 11 15 192 23 27 31 35 392 43 47 51 55 52 63 67 71 75 72 83 87 21 545 09
Mean GC content {9}
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@Per base N content

N content across all bases
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Position in read {bp}

@Sequence Length Distribution
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Diistribution of sequence lengths over all sequences
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@Sequence Duplication Levels

Percent of 5eqs remaining if deduplicated 71.52%
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@Overrepresented sequences

Possible

Sequence Count Percentage Source

TruSeq
Adapter,
Index 2
(97%
over
36bp)

ATCGGAAGAGCACACGTCTGAACTCCAGTCACCGCTCATTATCTCGTATG 981789 1.044395141425324

@Adapter Content
% Adapter
100
lllumina Universal Adapter
llumina 3mall RNA 3' Adapter
ap llumina Small RNA 5' Adapter
Wextera Transposase Sequence
o 30LI0 Small RNA Adapter
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10

1234567851213 1812 24-25 30-31 36-37 42-43 4849 54-55 60-61 66-67 72-73 78-7% 84-85 20-01 96-57 104-105 114113 124-125 134-135
Position in read (bp}

Produced by FastQC (version 0.11.7)
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