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command. zip command.zip (zip: 2KB)

samtools http://samtools.sourceforge .net/

DDBJ SRA (DRA) http://trace.ddbi.nig.ac.ijp/dra/index.html

16V https://www.broadinstitute.org/igv/

Youtube : I1lumina Inc https://www.youtube.com/user/Illuminalnc

Youtube : PacBio https://www.youtube.com/user/PacificBiosciences

Youtube : Ton Torrent https://www.youtube.com/user/iontorrent

Nagasaki et al., Nat Commun., 2015 Rare variant discovery by deep whole-, ing of 1,070 J. individuals

bwa http://bio—bwa.sourceforge net/

tophat—fusion http://ccb.jhu.edu/software/tophat/fusion index.html

SEQanswers http://seganswers.com.

Velvet http://www.ebi.ac.uk/ zerbino/velvet/

Vague http://www.vicbioinformatics.com

Powell and Seemann , Bioinformatics, 2013 VAGUE: a graphical user interface for the Velvet assembler
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DDBJ SRA (DRA) TERR038793 % fR
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cd “/Downloads

wget —c http://www. ebi. ac. uk/ zerbino/velvet/velvet_1.2.10. tgz
cd velvet_1.2.10
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cd ~/Desktop/amelieff
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velveth tmp 31 —fastq 1K_ERR038793_1. fastq
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cd “/Downloads
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