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@Basic Statistics

Filename GOOD_AMPLICON-2_S2_L@@1_R2_8e1_fastq
File type Conventional base calls

Encoding Sanger / Illumina 1.9

Total Sequences 51199

Sequences flagged as poor quality ©
Sequence length 151

%GC 43

@Per base sequence quality

Quality scores asross all bases (Sangsr / llumina 1.8 sncoding)
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@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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QPer base sequence content

Sequence content across all bases
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@Per sequence GC content

GC distribution over all sequences

22500 G count per read

Theorstical Distribution
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@Per base N content

N content actoss all bases
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@Sequence Length Distribution

Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels

Psrcent of seqs remaining if deduplicated 6.98%
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% Total sequences
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@Overrepresented sequences

CATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTC 44003 85.94503798902322 No Hit

CATACTGACTCATCAGAAGTCTCAGCGTTAGGTTAAAGTTTAAGGAAGTC 123 0.24023906716928062 No Hit
CATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTT 116 0.22656692513525656 No Hit
CATACTGACTCATCAGAAGTCTCGGCGTTCGGTTAAAGTTTAAGGAAGTC 107 0.20898845680579697 No Hit
CATACTGACTCATCAGAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTCC 81 0.15820621496513604 No Hit
CATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTAAGGAAGTCC 53 0.10351764682903963 No Hit
CATACTGACTCATCGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTCC 52 0.1015644836813219  No Hit
QAdapter Content
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Produced by FastQC (version 0.11.5)
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