





    
      Skip to main content
    

        
      
    
  
    
  
        
            
        [image: bioRxiv]      

                

          



  
    
  
                
    
      	Home
	About
	Submit
	ALERTS / RSS

    

  



  
                
    
      
  
    
  
      
  
  
    
  Search for this keyword 
 







  


  
  



  
      
  
  
    Advanced Search  


  
  



  



    

  


  


  

  
  
  	      

    
      
    
      
        
    
  
    
                        
  
                
    
      
	  
  
		
		
			
			  
  
      
  
  
    

      
        New Results    
  
        SPARTA: Simple Program for Automated reference-based bacterial RNA-seq Transcriptome Analysis
  
      Benjamin K. Johnson, Matthew B. Scholz, Tracy K. Teal, Robert B. Abramovitch

  
      doi: https://doi.org/10.1101/021915 

  
  
  

Benjamin K. Johnson 
1Department of Microbiology and Molecular Genetics, Michigan State University, East Lansing, Michigan, 48824, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Matthew B. Scholz 
2Institute for Cyber-Enabled Research, Michigan State University, East Lansing, Michigan, 48824, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Tracy K. Teal 
3Data Carpentry

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site


Robert B. Abramovitch 
1Department of Microbiology and Molecular Genetics, Michigan State University, East Lansing, Michigan, 48824, USA

	Find this author on Google Scholar
	Find this author on PubMed
	Search for this author on this site




  


  
  



  
      
  
  
    	Abstract
	Full Text
	Info/History
	Metrics
	Supplementary material
	 Preview PDF


  


  
  



  
      
  
  
    [image: Loading]

  
    
  
      
  
  
    ABSTRACT
Summary SPARTA is a reference-based bacterial RNA-seq analysis workflow application for single-end Illumina reads. SPARTA is turnkey software that simplifies the process of analyzing RNA-seq data sets, making bacterial RNA-seq analysis a routine process that can be undertaken on a personal computer or in the classroom. The easy-to-install, complete workflow processes whole transcriptome shotgun sequencing data files by trimming reads and removing adapters, mapping reads to a reference, counting gene features, calculating differential gene expression, and, importantly, checking for potential batch effects within the data set. SPARTA outputs quality analysis reports, gene feature counts and differential gene expression tables and scatterplots. The workflow is implemented in Python for file management and sequential execution of each analysis step and is available for Mac OS X, Microsoft Windows, and Linux. To promote the use of SPARTA as a teaching platform, a web-based tutorial is available explaining how RNA-seq data are processed and analyzed by the software.

Availability and Implementation Tutorial and workflow can be found at sparta.readthedocs.org. Teaching materials are located at sparta-teaching.readthedocs.org. Source code can be downloaded at www.github.com/abramovitchMSU/, implemented in Python and supported on Mac OS X, Linux, and MS Windows.

Contact Robert B. Abramovitch (abramov5{at}msu.edu)

Supplemental Information Supplementary data are available at Bioinformatics online.
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