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Motivation 

 

Nowadays bioinformatics is one of the most important areas in modern biology. 
Nevertheless, the use of scientific software is not always easy for researchers 

without an informatics background. This is mainly due to:  
 
1) Availability of the software for Linux operating systems only,  
     since most researchers working on the life sciences use Windows or  
     Macintosh operating systems; 
 
2) The complexity of the installation, since scientific software often have  
     many dependencies and some may be non-trivial to install; 
 
3) The lack of knowledge regarding alternatives that mitigate the previous 
     drawbacks, and how to use them. 

 
 

 

Docker Images Advantages 

1) Easy to use since it only requires the installation of Docker; 
 
2) Portable between computers and immutable; 
 
3) Can be deposited in public databases such as Docker Hub; 
 
4) Can be downloaded when needed and erased when no longer needed; 
 
5) Presents a user friendly interface – Portainer.io – that allows users to build and 
     manage Docker environments easily; 
 
6) The installed scientific software is ready to run; 
 

7) Software invoked through the command line can be directly run in Linux and 
     Windows platforms; 
 
8) Docker images can be used in pipelines; 
 
9) All Docker images can be run using a VirtualBox Ubuntu image with Docker 
     previously installed. 

 

https://pegi3s.github.io/dockerfiles/ 

Website 

Docker Hub SEDA Docker Image (GUI) 

HyPhy Docker Image (Command Line Ubuntu 16.04 LTS)  

• We provide Docker images for more than 30 scientific softwares, commonly used in 

genomics, transcriptomics, sequence analysis, and philogenetics, and new images are 

constantly being added; 

 

• Clear instructions on how to use the images  and when appropriate providing test cases. 

Links to the scientific software developer’s manuals; 

 

• We provide a VirtualBox Ubuntu image with Docker installed for those users not familiar 

with Linux operating systems; 

 

• Main difference to BioContainers: detailed information that is given allowing 

researchers without a background in informatics to easily use these Docker images; 

 

• More than 1K Docker images already downloaded! 

 

Conclusions 
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