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Additional information



Functional Genomics Team – what we do
Data submission & archival Data integration & visualization

Repository for functional genomics data 
ArrayExpress and its submission tool, 
Annotare

Knowledgebases: Expression Atlas (EA) and 
Single cell Expression Atlas (SCEA) –
standardized re-analysis and integration of 
gene profiling data across species and 
conditions



submission assembly & 
temporary file holding 

storage

processing & loading

permanent and 
secure data 

archival

What is Annotare and ArrayExpress?

ArrayExpress



Annotare – submission tool for ArrayExpress

Findable Accessible

Interoperable Re-usable

• Provides templates configured to each experiment 
and sample type

• Captures all data related to an experiment, 
including protocols

• Ensures high quality metadata by following 
MIAME/MINSEQE/MinSC data standards

• Defines unique links between samples and
associated files

• Instant metadata validation feedback

• Quick automated accessioning

Promote reproducible 
research

Make data FAIR

Journal submission 
requirement



Annotare – submission tool for ArrayExpress
• for functional genomics data (microarray and sequencing)
• user-friendly web-form tool to collect all data and metadata about an experiment

background

samples
protocols
(wet-lab & 
analysis)

data files
(raw and 
processed)Annotare



Annotare – submission tool for ArrayExpress
• for functional genomics data (microarray and sequencing)
• user-friendly web-form tool to collect all data and metadata about an experiment
• adopts standards and ontologies
• mix&match templates according to technology and sample type
• continue to develop templates in line with advancing technologies



Annotare – single cell sequencing template

new 
technology

joint proposal of ‘minSCe’ standard for scRNA-seq from SCEA, HCA, HuBMAP
teams and others



Annotare – single cell sequencing template
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Using Annotare

https://www.ebi.ac.uk/fg/annotare/

https://www.ebi.ac.uk/fg/annotare/


Using Annotare



Using Annotare



Using Annotare



Using Annotare



Using Annotare



Using Annotare – file upload



Using Annotare



Using Annotare – sample attributes and variables



Using Annotare – ontology terms



Using Annotare – drop-downs and pre-fills



Using Annotare – protocols



Using Annotare – register and assign data files



Using Annotare – register and assign data files



Using Annotare – bulk assign data files



Using Annotare – metadata validation



Using Annotare – demo



Submitted – what happens next?



Annotare
ü Templates

FASTQ validation
ü Sequencing 

submissions
ArrayExpress loading 
+ 
ENA brokering

Curator check

submission journey

Stable accession 
granted

ArrayExpress



End result: experiment in BST/ArrayExpress
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