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Genome Biology Computational Support (GBCS) 



STOCKS aims at storing the analyzed datasets



Raw and derived datasets are listed under the same menu



Raw data processing made easy with Galaxy Link 

No data duplication

Start ATAC-seq Standard WF

https://galaxy.embl.de

All jobs executed on ITS HPC

Analyzed Data



Sending derived datasets back to STOCKS

ØDerived datasets are automatically linked to their parent
ØThe complete data structure is reproduced in STOCKS
ØThe executed WF is saved as a protocol
ØLinks to Galaxy are maintained 

Under active dev



Processed datasets can also be manually imported
From the main Menu From the Assay Page

Ø Loading derived datasets uses the same dataset loader, but simplified
• No Assay type selection nor Assay creation
• Datasets can optionally linked to individual samples

Ø Linking derived datasets to samples is highly recommended (when relevant)



Import multiple Dataset Collection at once

Ø STOCKS also offers a DatasetCollection to (manually) group datasets into meaningful sets 
• e.g. “bam files”, “segmentation maps”

Ø They are created when importing datasets



Linking processed datasets to parent datasets



STOCKS to support complex Multi-omics scenarios

Ø Aggregate on common samples
Ø Dependent Datasets can be linked



Datafiles may have multiple copies (different locations)

Ø A paired-end datasets (== 2 datafiles) with two copies (hence 4 datafile copies)

Ø Tracking copies is important:
• to save space by deleting useless copies
• All copies of human data must be deleted when project ends
• STOCKS has a concept of primary copy (cannot be deleted but in special situations)



Data can be archived to free space

Ø Old data is packed in an archive and copied to Tape 
Ø All metadata remains live and searchable
Ø Ultimately handled by ITS 
Ø Taping cost apply (see ITS)



Smart Dataset Archiving

Ø Send Datasets to tape by selecting Studies or Projects
Ø Datasets have a new copy on tape
Ø Datasets can be deleted from disks after archiving

• This removes the main copy of the datasets
• The tape copy is immutable and cannot be deleted; kept for 10 years

Ø Already archived can be skipped



Datafiles are always listed, even when offline



Preparing data for public repository submission

• Data submission == Study submission 
• Make sure to have a study containing all the datasets to submit

• Give a good name and description (will be public)
• Set the design terms; which also hint at necessary sample annotations

• Annotate your samples according to the study design
• Make sure all samples’ relevant fields are filled 
• Link protocols to your samples (all the way up to specimen)

• Make sure each protocol has a summary (no format, few sentences)
• Growth protocol is always mandatory
• Extraction protocol is always mandatory for omics
• NGS Library preparation is always mandatory for sequencing

• One ready get in touch with GBCS
• Get in touch a few weeks before you want to submit your paper

• Get in touch at project start if you use human samples



Data Submission as done today

Usual submission steps (after initial discussion):
• Annotate samples
• Curate samples (e.g. merging redundant samples)
• Linking protocols
• Visualization of the complete Study Graph

STOCKS UI

https://git.embl.de/grp-gbcs/stocks-python-client

STOCKS CLI (uses REST API)

• Export MAGETAB
• $ stocks arrayexpress-export export.xlsx <studyid>

• Transfer Files
• Create local links to files
• FTP or Aspera 

• Email the MAGE-TAB to annotare



The STOCKS REST API enables interoperability 

• STOCKS REST API available
• allow integration with other tools e.g. Galaxy and LOOL
• automate data registration e.g. GC Bridge
• STOCKS GUI communicates with the server only using the API

• Write your own client !

• CLI available
• also uses the REST API
• extract study information into MAGE-TAB 

• Integration with the ITS DMA (soon):
• Datasets created in STOCKS are pushed to DMA
• Will also allow import from DMA



External 
Services

LabsCFs

Specialized assay registration 
wizzards (requires user input)

ITS DMA
Register & Manipulate

Other Clients

Under dev

Existing Routes

Potential Routes

Eg BCN Sequencing Facility, table top 
sequencers

CLI, API, Libs

Integration with DMA
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