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GISAID data access and sharing principles 
• Global Initiative on Sharing All Influenza Data is a non profit 

association 

• Operates the publicly accessible EpiFlu™ database (hosted by 
German Gov’t)  

• Data must acknowledge the contribution of those providing the 
both the original isolate & the sequence data.  

• Access to GISAID is free of charge and open to everyone, however 
registration is required. 

• Data submitted to GISAID is publicly accessible without any loss of 
ownership (in contrast to deposits made to Public Domain archives 
e.g. GenBank).  

• GISAID is the only publicly accessible database with a fair sharing 
principle is second-to-none for timely sharing of influenza 
sequences of public interest ie pdmH1N1 & H7N9.  



Features 
• Has the most complete set of influenza sequences 
• Includes patient meta data & geographical locations 
• Submitters retain editing rights 
• Easy upload of data, single or batch upload templates 
• Isolate based entry rather than sequence only 
• Can add sequences to an isolate entry 
• Automated sequence annotation on upload 
• Customised search function outputs 
• Customised fasta headers with sequence downloads 
• Can download meta data in spreadsheet format 
• Worksets function, can be shared between collaborators 
• Analysis tools 



 

 

GISAID EpiFluTM  V2.0 database 



EpiFluTM 2.0 – Isolate detail 



EpiFluTM 2.0 – New publication embargo function 



EpiFluTM 2.0 – New IVHPP function  
(WHO PIP framework) 



EpiFluTM 2.0 – Worksets for Sharing & Analysis 



EpiFluTM 2.0 – Analysis Tools 



Analysis – BLAST, Alignment, Phylogenetic tree 



Analysis – FluSurver for Mutation Interpretation 



• Strong and rising contributions from Asia 

GISAID Outlook and Future 

Global distribution of 
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Countries ranked by number of HA sequences in GISAID in August 2014, 

colored by rank percentile from red (most) to white (least), gray (none) 



• New sequencing technologies in influenza surveillance will 
give us: 
– More sequences, more detail, more to interpret… 

• New features 
– Annotation to include H5 clade designation on upload 

– Updated worksets with more options 

– New search functions 

– Biannual vaccine recommendations 

– GPS Coordinates 

– User tracking on sensitive pandemic potential viruses 

• GISAID allows for easy, safe and timely sharing even of highly 
sensitive new outbreak sequences 
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