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@Basic Statistics
Measure
Filename
File type
Encoding

Total Sequences

Value
M5_S5_L002_R1_001.fastq.gz
Conventional base calls
Sanger / Illumina 1.9
103949860
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Measure Value

Sequences flagged as poor quality 0
Sequence length 151
%GC 23

@Per base sequence quality
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Quality scores across all bases {(Sanger / lllumina 1.9 encoding)

1 2 3 456 7 8 9 1518 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-151
Position in read (bp)

°Per tile sequence quality
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Quality per tile

1 23456 7 89 1519 30-34 4548 6064 75-79 90-84 105-109 125-129 145-149
Position in read (bp)}

@Per sequence quality scores

4 0of 12 6/23/24,5:58 AM



M5_S5_1.002_R1_001 .fastq.gz FastQC Report file:///Users/giladevrony/Downloads/M5_S5_1.002_R1_001_fastqc.html

Quality score distribution over all sequences

Average Quality per read
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@Per base sequence content
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Sequence content across all bases
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0 1 23 456 7 8 9 1519 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-15:

Position in read (bp)

@Per sequence GC content
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GC distribution over all sequences

GC count per read
Theoretical Distribution
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Mean GC content (%)

@Per base N content
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N content across all bases
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1 23 456 7 8 9 1519 30-3¢4 4549 6064 75-79 90-64 105-109 120-124 135-139 150-15:
Position in read (bp)

@Sequence Length Distribution
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Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels
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Percent of seqgs remaining if deduplicated 75.16%

% Deduplicated sequences
% Total sequences
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@Overrepresented sequences
No overrepresented sequences

@Adapter Content
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% Adapter
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llurmina Universal Adapter
llurnina Small RNA 3' Adapter
llumina Small RNA 5' Adapter
Nextera Transposase Sequence
SOLID Small RNA Adapter

1 2 3 4 5 6 7 8 9 1519 25-29 35-39 45-49 55-59 65-69 75-79 §5-89 95-09 110-114 125-129 140

Produced by FastQC (version 0.11.7)

Position in read (bp)
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