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Additional Notes on this morning’s 
Practicals 

 

Hendrik-Jan Megens 

There is an overwhelming number of 
assemblers to choose from ….  

Zhang et al., 2011, PLoS One 6:e17915 

Many complex (and less complex) genomes are being 
assembled right now, or in the near future – how well 

do modern assemblers perform on modern data? 

http://assemblathon.org 
http://cnag.bsc.es 

Demonstration data sets derived from GAGE 

h'p://genome.cshlp.org/content/early/2012/01/12/gr.131383.111	
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GAGE website and characteristics GAGE has tested 8 assemblers 

The GAGE website provides four datasets 
for four genomes of increasing complexity 
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The S. aureus and HChr14 assemblies 
have been benchmarked 

… as are the other two. The bumble bee 
genome could not be assembled by all 

Graphical evaluation of assemblers: 

Bad Bad 

Good Good Contigs Scaffolds 

The GAGE-paper provides various assembly quality evaluations, 

including comparison to a published reference 
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Each assembler can introduce unique artifacts Data cleaning and error correction: among 
the most important steps 

A likelihood model is applied in error correction Of course, everything you learn today on De Novo 
assembly, may be completely obsolete next year…. 
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Practical this morning: 

§ GAGE datasets: Staphylococcus areus and human 
chromosome 14 

§ Pre-cleaned and pre-corrected datasets 
§ SOAPdenovo assembler 
§ Basic evaluation (N50; MUMmer). 


