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Our expertise in collaborative research

Efficient 
Computing

Accelerators

Distributed Computing

High Performance Computing

Numerical Modelling and Algorithms

Workflows and Orchestration

Big Data 
Analytics

Computer Vision

Data Mining

Machine Learning

Natural Language Processing

Visualization

Optimized data 
handling

Data Assimilation and Integration

Databases

Handling sensor data

Linked Data and Semantics

Real-time Data Analysis Statistics

Research Software Development



Example from Life Sciences | Highly portable genomics workflow

C/C+
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Python
R

supercomputer / HPC cluster / cloud

Big challenge!
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Example from Life Sciences | Highly portable genomics workflow

supercomputer / HPC cluster / cloud

C/C+
Java
Python
R

Googling the cancer genome
Chemo-informatics for metabolite identification
The evolution of start clusters
Predicting sea level changes
Mapping the Via Appia in 3D
. . .

Software re-use
@

Snakemake

(CWL)

• Enabling portable & reproducible analyses

• Making tools easy to use / extend / deploy

• Following SWE best practices



It's Open Science...

https://blog.esciencecenter.nl/

DOI: 10.1109/eScience.2018.00064

https://research-software.nl/software/sv-callers

https://www.research-software.nl/software/xenon

https://blog.esciencecenter.nl/
https://doi.org/10.1109/eScience.2018.00064
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