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Software Solutions
     




   
    


     




    



    
 
    




 
  

      


   

    

   




    




 






  
     
   
     

    
 
   



Researchers have their work cut out sorting through myriad 
commercial and open-source offerings for NGS data analysis

CLC Genomics Workbench offers visualization for RNA-Seq data. Left, reads mapped to the 
gene; right, comparative analysis of RNA-Seq runs. 
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Customer Commentary
  


  












GeneSifter compares differential exon/intron coverage and splicing events 
(red arrows) and can identify differential SNVs and indels (blue vertical lines).



60    BIO•IT WORLD    SEPTEMBER | OCTOBER 2010    www.bio-itworld.com

The Road to the $1,000 Genome

     
  



     



   


      


  
     
  
   



    
  
  


   
  




    









  

   




 
 



 


   
    

      


      




Rounding Up
  
   

   


 


    
    
  
    




    



   






 


   

     


 



  

  




   



    


Next-gen sequencing users have 
plenty of open-source programs to 
consider as alternatives to commer-
cial packages. Penn State’s Galaxy, 
for instance, is a web portal that 
pulls together various data retrieval 
and analysis tools; self-described as 
a plausible mix of water and oil, it’s 
designed with both biologists and 
developers in mind, and even comes 
with its own iPhone app. 

Researchers at Cornell University’s 
Life Sciences Core Laboratories Center 
have developed BioHPC. “It’s a web-
based solution so users unfamiliar 
with HPC can simply submit their 
data, which gets pushed into a clus-
ter—we’re still exploring the option 
of building our own [cluster] or mak-
ing use of Amazon,” explains Qi Sun, 
co-director of the core facility. 

As the Sequence Alignment Map 

(SAM) is increasingly used to repre-
sent NGS data, SAMtools are gaining 
in popularity. The Broad Institute 
also recently put forth the Genomic 
Analysis Toolkit (GATK), which further 
filters and refines aligned data, ana-
lyzing said alignments for biologi-
cally relevant features.

While fans of open-source NGS 
data analysis consider commercial 
solutions a waste of money because 
the technology changes so rapidly, 
there are counter arguments. For 
example, says CLC bio’s Görlitz, it’s 
not easy to tweak and update open-
source software when you’re talking 
terabytes of data. “Without a sustain-
able codebase, you’ll have a problem 
if the developer loses interest in the 
project,” he says, “You’re unlikely to 
increase the scientific output by writ-
ing the backbone yourself.”  A.P.

Open Options


