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A quality control tool for high 
throughput sequence data.



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

FastQC aims to provide a simple way to do some quality control checks on raw sequence data coming from high 

throughput sequencing pipelines.

Program: FastQC

Supported files:

•FastQ (all quality encoding variants)

•Casava FastQ files*

•Colorspace FastQ

•GZip compressed FastQ

•SAM

•BAM

•SAM/BAM Mapped only (normally used for 

colorspace data)

Basic Statistics

Per Base Sequence Quality

Per Sequence Quality Scores

Per Base Sequence Content Summary

Per Sequence GC Content

Per Base N Content

Sequence Length Distribution

Duplicate Sequences

Overrepresented Sequences

Adapter Content

Kmer Content

Per Tile Sequence Quality





















Genome Recostruction



Mapping De Novo Assemby

https://galaxyproject.github.io/training-material/topics/sequence-analysis/tutorials/mapping/tutorial.html https://people.eecs.berkeley.edu/~mme/cs267-2016/hw3/index.html
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Mapping 
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De Novo Assemby
Pre-correction (Canu) 

https://galaxyproject.github.io/training-material/topics/sequence-analysis/tutorials/mapping/tutorial.html
https://people.eecs.berkeley.edu/~mme/cs267-2016/hw3/index.html


Mapping De Novo Assemby
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Identification of sequence reference

Literature 

Standard reference

Bioinformatic analysis

Mapping Sequence nearest sequence our data



https://www.ncbi.nlm.nih.gov/nuccore
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FASTA Format



Alignment of reads on the reference

https://www.geneious.com/resources/getting-started/

https://www.geneious.com/tutorials/

https://www.geneious.com/resources/getting-started/
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Running velocity depend to multi factors such as:

- Type of computer (laptop, workstation, server…)

- Number of the reads

- Length of the reads 

- Number and type of the CPU

- Type of computer processor 

At the end….
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