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Bioinformatic research value chain
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RRP data stewardship



NGSVivo – a case of a system for core labs

1. Next-gen sequencing core facility of ETH D-BSSE in Basel, established 2008
2. Head: Christian Beisel
3. 4 employees
4. 4 sequencers (Illumina, PacBio)
5. 292 groups, 1300 users

•Expensive technology
1.e.g. sequencer can cost 1M+ CHF, 1 flow cell run 5k CHF minimum

•Large amount of data: (archive: 177 TB, openbis: 110 TB in 2022)



NGS data production workflow
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Data Management and Analysis

Bcl, stats, qual Fastq

Size: 
500MB-4TB

Size: 1GB-
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Library preparation
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summaries (DNA):
1-100 MB



IT infrastructure schema
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IT infrastructure schema



NGSVivo from the user perspective

What is the status 
of my jobs in the 
cluster?

My 
samples have 
been 
sequenced?

Why I can’t 
connect to the 
server X?

Which parameters I 
have to set to better 
map RNA-seq 
data?

Which LSF 
parameters I have 
to set to run a cell 
ranger job with 
200GB as input? 

My data has been 
transferred to the 
server Y with 
success?

Cluster is offline.
Do you know why?



NGSVivo user interface



NGSVivo user interface



Data management backbone: openBIS



Automated tasks in NGSVivo

• Start demultiplexing;
• Release output;
• Wrong barcodes;
• Wrong mismatches;
• Machines not reachable;
• No space in the machines;
• openBIS failed dataset injection;
• Few number of reads per sample;
• Compute stats over lane/pool/samples;
• Users can see the status of their jobs;
• …

NGSvivo notification 


