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Challenge 1: heterogeneous pipeline
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Challenge 2: 
raw images ⇔ processed data

Andrew Cohen
Drexel U. leverjs 

software tools for live-cell & organell microscopy
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Challenge 4: interactive data mining

Exploration of features in t-SNE space:

Local patterns in CAMs:

Marc-Antoine Jacques
Pertz Group
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Tools for data browsing & visualisation
http://pertzlab.unibe.ch:3838

Time series analysis and clustering 1D cell cycle analysis

FreeClust
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Challenge 6: data reproducibility

Application and pipeline 

containerisation (Singularity)

All tools on GitHub Pipelines & system documentation  
on internal Wiki

https://gitlab.switch.ch/pertz-lab



Challenge 7: hardware choice
cloud / local?

Head node
  2x 16-core AMD Epyc 
  256 GB RAM

Main Storage 
  Synology NAS  
  120 TB RAID6

10 GbE switch

10 Gb 10 Gb

Raw Data & 
Backup Storage 

  Synology NAS  
  40 TB RAID5

1 Gb

Backbone: 10 Gb10 Gb

GPU node
  2x 32-core AMD Epyc 
  512 GB RAM 
  2x nVidia 2080Ti

CPU node
  2x 32-core AMD Epyc 
  512 GB RAM

Main Storage 
(mid 2019)

  HGST 240 TB
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