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Connecting all the things that relate to 
disease research

Image by Julie McMurry 2012

=> we need to uniquely reference these entities and their 
connections



Uniquely Identifying people



So… we can identify people, but how 
identifiable are models in the 

published literature?



An experiment in reproducibility

84 Journals

248 papers

Domains:
Immunology
Cell biology
Neuroscience
Developmental 
biology

General biology

Impact factors:
High
Medium
Low

Reporting Guidelines:
Stringent
Satisfactory
Loose

707 antibodies

104 cell lines

258 constructs

210 knockdown 
reagents

437 model 
organisms



Only ~50% of resources were identifiable
Vasilevsky et al, 2013, PeerJ http://econ.st/18qNQ59

https://peerj.com/articles/148/
http://econ.st/18qNQ59


Journal Impact Factor
0 10 20 30 40

Fr
ac

tio
n 

of
 re

so
ur

ce
s 

id
en

tif
ie

d

0.0

0.2

0.4

0.6

0.8

1.0 Antibodies
Cell Lines
Constructs
Knockdown reagents
Organisms

No correlation between impact factor and 
resource identification



Resources are not more identifiable in 
journals with stricter reporting requirements



Darn, that is a lot of lost mice
44,557 alleles in MGI @21,946 missing alleles
11,154 Genes with mutant alleles     @5,494 missing genes?
55,388 Genotypes with phenotypes @27,281 missing genotypes?






Numerous endorsers https://www.force11.org/RII/SignUp
Implementation of the new standard for authors 
http://biosharing.org/bsg-000532

http://www.force11.org/Resource_Identification_Initiative

https://www.force11.org/RII/SignUp
http://biosharing.org/bsg-000532


Sample citation:
Source Database: MGI
Genetic Background: involves: 129P2/OlaHsd * C3H/He
Affected Genes: Pax2;  Variant Alleles: tm1Mbu 
RRID:MGI:3586676

1.
Research
er 
submits a 
manuscri
pt for 
publicatio
n

2.  Editor or 
Publisher 
asks for 
inclusion of 
RRID

3. Author goes to 
Research 
Identification 
Portal to locate 
RRID

4. RRID is 
included 

in 
Methods 
section 

and 
as 

Keyword 

RRRID Pilothttp://scicrunch.org/resources

http://scicrunch.org/resources


Post-pilot identification



How can we enable genotype-
phenotype data capture AND 

interoperability with the literature?



Any-species G2P curation tool

Uniquely identify a model or disease,
Check organism/genotype nomenclature

Choose terms from any selected 
phenotype ontology

Provide evidence

Check annotation 
sufficiency

Edit collaboratively, group sharing

Familiar spreadsheet and export format

http://create.monarchinitiative.org/
Based on standalone Phenote tool:
Phenote.org

http://www.phenote.org


Case Reports and recording 
phenotypes at publication time

=> New phenotype data sharing recommendations to 
assist in quality genotype-2-phenotype data capture



G2P integration with the literature

http://pubmed-browser.human-phenotype-ontology.org/

Currently searches the literature for combinations of human 
phenotype terms, using synonyms and HPO graph
=> Need to link identified model organisms and model 
phenotypes



Using and sharing G2P data across 
species



Finding collaborators for 
functional validation

Patient
Phenotype profile

Phenotyping
experts
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