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Reference Guided Assembly 

Machine learning = A branch of artificial intelligence, is a 
scientific discipline concerned with the design and 
development of algorithms that allow computers to evolve 
behaviors based on empirical data. Wikipedia 
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Iterative gap closure 

YASRA / lastz assembly 

Assembly Pipeline 
 
AlignReads (Straub et al. 2011) 
 
A five-stage automated pipeline  
for assembly of short reads. 
 
 
1) YASRA (Ratan 2009) 
 
2) NUCMer (Kurtz et al. 2004) 
 
3) Delta Filter (Kurtz et al. 2004) 
 
4) Sumqual (Straub et al. 2011) 
 
5) Qualtofa (Straub et al. 2011) 
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SUPERLOCAS  Klein et al. 2011 

N50 and L50, which indicate the total number and minimum length, 
respectively, of all scaffolds that together account for 50% of the genome. 

Schneeberger et al. 2011 

Schneeberger et al. 2011 


