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OME : What We Do
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Open, exchangeable file formats

Open Image 
Management Software



Current model status
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Current model status
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o Model cleanup/unification

o Alignment of OMERO DB/OME Data model

o Dropping of unimplemented complex attributes

o Introduction of new top-level schema object: Folder

o Can be top-level or in another folder

o Can contain a ROI or an Image at present

o Clients

o Measurement Tool client modified to allow ROI organization 

into folders (creation, edition, drag&drop...)

o API

o Ongoing work on API/gateway to traverse new hierarchy adn 

query objects organized into folders



LImitations/next steps
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● API/Client

○ Early API days

○ Client work is limited to Java

● Model changes have large breaking impact for our community

○ Consider performance at scale

○ If concepts are meant to be extended, evaluate the feasibility 

via use cases

○ Make sure changes are propagated across the stack or clearly 

identified as experimental

● Make use of internal production projects (IDR, Glencoe Software) 

as drivers for the testing of these concepts



Glencoe Software
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● High-content screening analytical workflow

○ Typical data imported into OMERO:

■ 10+ plates  * 384 wells * 10+ fields (38,000+ images)

○ Automated analytical scripts e.g. image segmentation 

generate ~100 ROIs per image

○ 10^6+ ROIs created per analysis run

● Limitations

○ absence of grouping functionality for analysis runs leads to 

performance issues when e.g. deleting all ROIs for an analysis 

run

○ usability issues when dealing with multiple analysis runs

○ current status quo makes the re-import of the whole plate 

faster than deletion of the ROIs

● Testing at scale of folders in the context of ROIs



IDR
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IDR
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● Heterogeneous data including extended metadata imported in 

public repository

○ Usage of population script coupled with map annotations to 

store most of the extended metadata at the image level

● Limitations in terms of usability/queryability

○ Revert the paradigm and group objects (plates, wells, 

regions) by metadata (genes…)

● Investigate of the application of the Folder concept to other 

objects than ROIs e.g. Plates

● Investigate client work for a representation of folders


