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Two questions to that I want to discuss today:

Should we create more formal guidelines for developers 

1. On how to name ExperimentHub data packages?

2. What format to store data in when submitting 
ExperimentHub data package? 



A case study



Currently, all FlowSorted 
data based on array 
platforms

Flow sorted purified cell 
types from various blood 
and brain samples



http://dcc.blueprint-epigenome.eu/#/experiments





https://github.com/Bioconductor/Contributions/issues/1207#issue-480969976





FlowSorted.Tissue.Platfor
m





First Bioc developer’s forum in 
August 15, 2019





Thing.TISSUE.PLATFORM.SUPPLIER

Proposed naming convention: 

If so, then do we need to change already 
existing ExperimentHub packages? (maybe 
save discussion of this idea to end?)



https://github.com/Bioconductor/Contributions/issues/1207#issuecomment-521735531



https://github.com/Bioconductor/Contributions/issues/1207#issuecomment-521735531



















Simplest data representation (e.g. HDF5) 
vs derived classes (serialized objects)

Discussion on data storage format 
convention: 



Two questions to that I want to discuss today:

1. Should we create guidelines for developers on naming 
ExperimentHub data packages?

2. Should we create guidelines for developers on what 
format the data are stored in when submitting an 
ExperimentHub data package? 


