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file3.fastq FastQC Report

Filename file3.fastqg

File type Conventional base calls
Encoding Illumina 1.5

Total Sequences 86875298

Filtered Sequences O
Sequence length 90

3GC 44

@ Per base sequence quality
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Quality scores across all bases (llumina 1.5 encading)
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@ Per sequence quality scores

Quality score distribution over all sequences
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@ Per base sequence content

Sequence content across all bases
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@ Per base GC content
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=C distribution over all sequences

GC count per read
Theoretical Distribution
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@ Per base N content
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@ Sequence Length Distribution

Distribution of sequence lengths over all sequences
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Sequence Duplication Level == 100%

%Duplicate relative to unigue
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@ Overrepresented sequences
No overrepresented sequences

@ Kmer Content

No overrepresented Kmers

Produced by FastQC (version 0.10.1)

epigen.hpc.cineca.it/wep/files/44/760/3095/file3.qc_stats/file3_fastqc/fastqc_report.html 6/6


http://www.bioinformatics.babraham.ac.uk/projects/fastqc/



