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The growth of public databases (GENBANK)

Source: the NNM 2015 Congressional Justification, 
http://www.nlm.nih.gov/about/2015CJ.html 
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A perfect world...

Genbank has become a household name among biologists. They all benefit from having 
free access to the 16 billion base pairs of primary DNA sequence and the related 
molecular information that has been submitted to this shared resource by the 
international scientific community. The information either goes directly to GenBank or is 
submitted via its counterparts in Europe -- the European Bioinformatics Institute in 
Cambridge (EBI) -- and Japan -- the DNA Data Bank of Japan (DDJB). GenBank 
demonstrates that, even in the fiercely competitive world of science, researchers 
recognize that contributing to large, shared data sets ultimately benefits everyone. The 
shared resource that is created is an indispensable tool that is greater than the sum of its 
parts.

Scientists have shown a willingness to place data in a community archive for the common 
good, knowing that it can be freely used by anyone. Moreover, all leading journals have 
adopted a policy that requires sequences to be deposited in the public databases, and 
the corresponding access numbers to be cited in published articles. All publicly funded 
laboratories now consider it de rigueur to contribute sequence data to Genbank within 24 
hours of its generation, even if there is no accompanying research paper.

Source: http://www.nature.com/nature/
debates/e-access/Articles/lipman.html 
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Two steps forward one step back ... ?

The GISAID Initiative is working around restrictions, which have previously prevented influenza 
information sharing, with the hope that more shared information will help researchers understand how 
viruses evolve, spread and potentially become pandemic. The access to GISAID is open to everyone, 
provided they identify themselves and agree to uphold the GISAID sharing mechanism.

platform.gisaid.org/
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We gratefully acknowledge the authors, originating and submitting laboratories of the sequences from GISAID’s EpiFlu™ Database on 
which this research is based. The list is detailed below. 
 
 

Segment ID Segment Country Collection 
date Isolate name Originating Laboratory Submitting Laboratory Authors 

EPI187670  HA Japan  2009-Apr-02 A/AICHI/158/2009  Aichi Hospital National Institute of Infectious Diseases, 
Tokyo Odagiri.T 

EPI187671  HA Japan  2009-Apr-09 A/AICHI/161/2009  Aichi Hospital National Institute of Infectious Diseases, 
Tokyo Odagiri.T 

EPI169724  HA Japan  2008-Nov-26 A/AKITA/12/2008  Akita City Clinic National Institute of Infectious Diseases, 
Tokyo Odagiri.T 

EPI187672  HA Japan  2009-May-27 A/AKITA/34/2009  Akita City Clinic National Institute of Infectious Diseases, 
Tokyo Odagiri.T 

EPI185826  HA USA  2009-Feb-27 A/Arizona/08/2009  Arizona Medical Center Centers for Disease Control & 
Prevention, Atlanta  Garten.R, Smith.C 

EPI185829  HA USA  2009-Feb-25 A/Arizona/11/2009  Arizona Medical Center Centers for Disease Control & 
Prevention, Atlanta  Garten.R, Smith.C 

EPI186310 HA Australia 2009-Jan-12 A/Sydney/1/2009 Westmead Hospital  
WHO Collaborating Centre for 
Reference and Research on Influenza, 
Melbourne 

Deng.Y-M, Iannello.P, 
Caldwell.N, Leang.S-
K, Komadina.N 

EPI186311 HA Australia 2009-Jan-20 A/Sydney/3/2009 Westmead Hospital  
WHO Collaborating Centre for 
Reference and Research on Influenza, 
Melbourne 

Deng.Y-M, Iannello.P, 
Caldwell.N, Leang.S-
K, Komadina.N 

 

All submitters of data may be contacted directly via the GISAID website www.gisaid.org 

Acknowledging data contributors
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Two steps forward one step back ... ? 

The GISAID Initiative is working around restrictions, which have previously prevented influenza 
information sharing, with the hope that more shared information will help researchers understand how 
viruses evolve, spread and potentially become pandemic. The access to GISAID is open to everyone, 
provided they identify themselves and agree to uphold the GISAID sharing mechanism.
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• Requiring you to acknowledge data contributors , e.g. the Originating Laboratory where the clinical 
specimen or virus isolate was first obtained and the Submitting Laboratory where sequence data have 
been generated and submitted to the GISAID EpiFlu™ Database (a sample can be found here).

• Preventing you from attaching restrictions on the data made available through the GISAID EpiFlu™ 
Database, such as including in a patent application any fraction of the sequence data obtained from 
GISAID. This will ensure that researchers will have unlimited access to the data for future generations to 
come;

• Requiring you to make best efforts to collaborate with the Originating Laboratory responsible for 
obtaining the specimens.
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GISAID sequences in any publication, transferring the data to colleagues that are not registered users, or 
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Recommendations and open questions

• submit data to public database
• use unpublished genetic data in a collaborative spirit
• is the public domain sharing model not viable for genetic data?
• other credit systems for genetic data?
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