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whole genome NGS of a dog generated by Illumina 

CONCLUSIONS 

whole genome NGS data editing & alignment are possible on a small server 
BOWTIE2 software showed the best performance 

RESULTS 

BOWTIE2 
Langmead & Salzberg (2012) 

SOAP2 
Luo et al. (2012) 

BFAST 
Homer et al. (2009) 

   RAW DATA 

 

• # reads:              44 926 270 

• # base pairs:        4 537 553 270 

• read length:     101 bp ± 0 (101 – 101) 

    EDITED DATA 

     remove bp with quality < 20 

     remove reads with average quality < 20 

     remove reads shorter than 60 bp  

 

• # reads:              34 176 710 

• # base pairs:        3 103 884 408 

• read length:      91 bp ± 11 (60 – 101) 

DATA  EDITING 
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READ  ALIGNMENT 
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not enough memory 


