
BV-BRC Test Report 

A22. Service – RNA-seq Analysis 
 

Item to test RNA-seq Analysis Service using transcriptomic read sets 

URL https://www.bv-brc.org/app/Rnaseq 

Prerequisites Transcriptomic read sets in workspace as fastq files 

References 
https://www.bv-brc.org/docs/quick_references/services/rna_seq_analysis_service.html 
https://www.bv-brc.org/docs/tutorial/rna_seq/rna_seq.html  

Tester(s) Rebecca Wattam, Maulik Shukla 

Test date 08-May-2022 (follow-up from original test) 

Test result Partial Success (Bugs reported) 
 

Overview 
• Test the RNA-seq Analysis using exemplar transcriptomic reads sets.     
• Test input options, i.e., single-end / paired-end read files. 
• Test different strategies, i.e. Tuxedo and HTSeq.  
• Test differential and non-differential analysis options.   
• For each job submitted, verify successful completion of the job, presence of output files, their content and 

format.  
• Review differential expression results using interactive gene list and heatmap viewer.  

Test Data 
 

Dataset Rational Input Format Input 
Acinetobacter baumannii AMR 
treatments 
  

Workshop 
example 

Fastq file MHB_R1.fq.gz, MHB_R2.fq.gz 
COL_R1.fq.gz, COL_R2.fq.gz 
MERO_R1.fq.gz, MERO_R2.fq.gz 

 
• All test datasets and corresponding job results are available in the following public workspace:  

https://www.bv-brc.org/workspace/BVBRC@patricbrc.org/BVBRC%20Tests/RNA-seq%20Analysis  

Test Results  
• Most jobs completed successfully. However, some jobs failed with errors.  
• All jobs that completed successfully, resulted in expected output files in corresponding job output directory, 

including fastqc results, bam files, read counts, fpkm and tpm values for each sample, and a TPM summary 
matrix.  

• For differential expression option, the results included differential expression values as log fold change and z 
scores.  

• The interactive gene list allowed filtering of the genes based on log ratio, z-score, and up or down regulation 
of genes in various contrasts.  



• The heatmap provided visual representation of the differential expression results and clustering helped 
identify genes with similar expression patters a cross one or more samples.  

• All test datasets and corresponding job results are available in the following public workspace:  
https://www.bv-brc.org/workspace/BVBRC@patricbrc.org/BVBRC%20Tests/RNA-seq%20Analysis  

• Below are a series of screenshots showing successful completion of the jobs, availability of the result files in 
the workspace, interactive gene list and heatmap. 

 

 
 

 

 
 

 
 
• Non-DE analysis results 



 

 
 

 
 

 
 

 
 
 



 
 
• Differential Expression Results  

 
 
 



 
 

 
 



 
 
Note 

• Issue: When Tuxedo – No DE recipe is selected, the service produces expected results. 
However, job is marked as failed.  

• Resolution: The bug has been identified and being fixed. It will be deployed to production in the 
next release. 

 
References 

• RNA-seq Analysis Service Quick Reference Guide 
• RNA-seq Analysis Service Tutorial   


