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Bioinformatics

 A lot of data is produced!!
 Raw data, i.e. reads and qualities

 NGS:
 Raw data - TeraBytes
 Text-sequence data - GigaBytes
 Sequence variant data - Mega/KiloBytes



Current Solution

 Indexing
 The reads
 The genome

 Fast sorting/indexing algorithms
 BWA (Burrow-Wheeler), SHRiMP, MAQ,Soap, 

BFAST, Bowtie, ……
 Indexes become larger and larger…



NGS apps and interfaces

 Availability
 Resources
 User friendliness

 Galaxy
 http://main.g2.bx.psu.edu
 local





Upload your file

 Many file formats are supported
 But be aware of the size of your data!

 NGS data can be obtained from the 1000 
Genome Project:
 www.1000genomes.org

 Get some data here!



Upload your file

 Go back to Galaxy and click “Get Data”
 Browse to your file
 Select the genome you want to use as reference 

(a.k.a Human Genome build GRCh37/hg19)
 And wait….









SAMtools



Visualization



Visualization



Visualization

 Other Genome Browsers
 Ensembl, NCBI
 IGV (can be installed locally)
 Savant (can be installed locally)
 …



Visualization

http://main.gz.bx.psu.edu/


And then…



To boldly go 
where no man has gone before!

To boldly go 
where no man has gone before!

http://www.1000genomes.org/
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