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Species Study Source # Studies # Records

Human EXPR-ATLAS 22 20,972

Rat EXPR-ATLAS 3 313

Rat GEO 4 448

Dog GEO 1 75

Pig EXPR-ATLAS 1 51

Vervet EXPR-ATLAS 1 116

Current Expression Data in RGD

31 studies
21,975 records
Approximately 32,000 individual expression values per record 
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Data Re-mapping
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GEO Rat Expression Accession Assessments

• 1,135 Rat Expression Studies imported  to RGD 
Expression Curation Tool

• 800 studies reviewed
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Data Types Reported in Submitted Data n=800

Other: Differential expression, methylation, UMI, etc. 

SuperSeries: multiple data types are often provided
NA: unknown, conflicts from what is stated as submitted data type
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Metadata Curation – Project Level
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Sample Level Curation
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Summary of Curation Status

• Metadata for 101 studies have been loaded to the database via the new Expression 
Curation Tool.

• 529 categorized for future curation.

• 24 categorized not for curation (due to lack of information or species).

• We have notified GEO of 15 publications that are associated with GEO Accession IDs 
but not displayed on the interface.

• We have connected to 21 authors for data clarifications on aspects such as strain, 
data type, sample to experimental condition relationship. 
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Data Remapping QC
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Data Re-mapping Evaluation
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JBrowse2
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JBrowse 2 developed by The JBrowse Consortium (https://jbrowse.org/; https://github.com/GMOD/jbrowse-components)
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Thank you

Special CTC-RG meeting attendee 

deadline extension is October 13th, 

2023
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