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European Variation Archive – EVA (Eva) 

•  Submission based data 
sharing & analysis platform 

•  All types of variation: 

•  SNVs, MNVs, small indels 
and structural variation  

•  Germ line, somatic, within / 
cross population, potentially 
between species 

Any variation represented as a change against a 
reference genome sequence 



European Variation Archive – EVA (Eva) 

•  Why archive VCF files? 

•  Administer file accessions 

•  papers 

•  share between researchers / labs 

•  stable 

•  Administer variant accessions 

•  TransPlant accessions 

•  cluster variants based on position 

•  stable 

Sharing VCF files, and variant data, from a single 
resource 
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Direct 
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EVA Is A Collaborative Archive 
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EVA transformations 
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EVA Content 
 •  3 main methods of increasing the data in the EVA 
archive: 

1)  Large next generation sequence datasets are 
archived as individual studies 

2)  User submitted datasets 

3)  Smaller legacy datasets from dbSNP 

•  Shrinking percentage of the dbSNP legacy database 
will not be loaded as individual studies but available 
via dbSNP legacy track only e.g. older (array-based) 
technologies, very small studies 
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EVA Website www.ebi.ac.uk/eva/     eva-helpdesk@ebi.ac.uk 



EVA Study Browser 
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EVA Study Browser 
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EVA Study Browser – Structural Variants 



EVA Study Browser – Structural Variants 



EVA 1.0 

That’s the data available at the current production site:  
 www.ebi.ac.uk 
 
For the remainder of this presentation, including analysis 
tools, I shall be discussing our upcoming first full release 
version 
 
This shall be available in ca.3-4 weeks. We’re in the final 
stages of testing 



EVA Study Browser – 1.0 



Coming: sorghum, rice, orange, soybean, bean 
 
Harmonizing with TransPlant  
 
User submitted datasets… 

EVA Study Browser – 1.0 



EVA VCF Browser 

•  Build view(s) of the data within EVA 

•  Users can query and understand data before 
download 

•  Ease of use 

•  Gene annotation from Ensembl 

•  Direct download of query results 

•  HTML5 technologies 

•  Cross-browser compatibility 



EVA VCF Browser – 1.0 
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EVA VCF Browser – 1.0 



EVA VCF Browser – 1.0 



Ensembl Plants VEP 



EVA VCF Browser – 1.0 
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EVA VCF Browser – 1.0 



EVA VCF Browser – 1.0 



EVA VCF Browser – 1.0 



EVA VCF Browser – 1.0 



EVA VCF Browser – 1.0 



•  EVA VCF browser is our GUI view of web service 
results 

•  Efficient programmatic access through a RESTful 
web services API 

•  All EVA data available regardless of the 
programming language 

•  Results provided as JSON objects: easily parsed 
by Python, R, JAVA, for example 

•  Web services for: 

•  files, segments, studies, variants 

•  full documentation at EVA website (1.0) 

EVA API 



EVA needs your input!   

•  EVA is now in beta-release, please suggest changes to 
make it more useful 

•  EVA 1.0, first full release, July 2015, comments and 
suggestions are the foundations of changes 

•  Data submissions are key, ideally with genotypes 

•  Contact at eva-helpdesk@ebi.ac.uk 

•  I’m also around this week 



Submit data to EVA 



Submission to EVA 

•  Data submitted to EVA is shared with NCBI: 

•  dbSNP, dbVar 

•  No need to submit data twice 

•  Response time of 48 hrs 

•  Accession number suitable for publication 

•  EVA dynamic study loading pipeline 

•  No need to wait to release date to see study on 
website or data in variant browser 

•  Focus on growth of PAG relevant data  



Conclusion 

European Variation Archive 
www.ebi.ac.uk/eva  

•  Variant file archive 

•  All types of variants, all species  

•  Provides direct views of raw VCF files 

•  Full API 

•  Completely free to use 
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