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The authors present a computational framework built over existing open-source technologies like the 

StackStorm, to develop an event-driven automation platform for processing sequencing data. 

Automation and workflow management still represents a significant challenge on many Sequencing 

facilities, there here presented system is a step in the right direction and should capture the attention of 

the community. 

Other workflow management systems such as snakemake and nextflow are available, the community 

how these systems compare with the here presented framework? for instance, 

the system presented here uses the Python ecosystem. The Python ecosystem is a mess to work with 

when it comes to 3rd party libraries that need to be installed on HPC. The installation often requires 

environment management, not all of which are solvable with virtualenv's or conda. Nextflow installs 

seamlessly on any system that has Java 8. 

Besides what a tool can or cannot do, potential users need to check the quality of the documentation, 

whether it is actively developed and maintained, how many developers contribute to it, and size of the 

user base. The authors clearly describe two case-studies at the SNP&amp;SEQ Technology Platform 

sequencing core facility at Science for Life Laboratory and the Clinical Genomics, Uppsala, however, it 

will be important to know what is the plan for continued funding, development, and maintenance for 

this system, this is very important in order to make it an attractive and sustainable alternative for the 

community. 

A case study is presented to demonstrate the system's usability. Illumina bcl2fastq tools is used to 

perform the demultiplexing (dividing sequence reads into separate files for each index tag/sample) and 

generating the fastq data files required for downstream analysis, for some Illumina sequencing 

platforms, this step is carried out automatically using the onboard PC. For others, this step is just a 

simple Linux command line. In order to really demonstrate the workflow management abilities of this 

platform, the authors should incorporate other downstream analysis steps like raw data quality control 

with FASTQC, mapping, feature quantification (for RNA-Seq) or Variant Calling (for DNA-seq) in their 

demo/example case study. 

How the system handles the necessary user-defined parameters for a particular task? for instance, the 

bcl2fastq process usually needs a sample sheet - a simple comma separated file (csv) with the library 

chemistry, sample names and the index tag used for each sample, in addition to some other metrics 

describing the run, this will, of course, needs to be customized for different users, per-run or per project. 

In a similar manner, the incorporation of further downstream analysis steps on the pipeline will require 

a user-defined sample description table (i.e. for DEG detection). 

How the system handles conditional creation of events based on the input data? for instance, 



Snakemake allows for conditional creation of the DAG and conditional execution of different code based 

on the input. Is this feature supported by the system? 

Does the system feature singularity support with the singularity directive? This is an important feature 

since not all potential HPC users will have root access to deploy Docker containers in their 

infrastructures. 
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