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ABSTRACT Features and Usage

Reference ontologies are often very large and complex. When applied @ h
e o ) ttp://ontodog.hegroup.or
to a specific application, generally a subset of one reference ontology is - n t o dog P // g-heg| P g/
needed. Moreover, the labels of ontology terms that were given in the Ontodog data input:
perspective of ontology developers might not be preferred labels to the (1) Provide Ontodog input term file (Microsoft Excel file or tab-delimited text file. see help or use tool to generate template file
end users. Therefore, it is desirable to have a community view of a Upload \Dh\\re\easeslzmZ-DI-TE\merged\OE\_FGEDx\sx -
reference ontology that is a subset of the ontology including the terms '“[““ term f"ef
needed for a particular application or community with user-preferred {2) Select one source ontology:  ~ Required A list of terms in a source ontology
labels. Ontodog is a web-based system to support generation of Ontology for hiomedical investigations { OB} v with required information to
ontology community views. Ontodog allows users to provide terms of Or enter your awn source entalogy and SPARCL endpeint: Example generate the view
interest in a source ontology and customized annotation information,
such as user-preferred label. With these inputs, Ontodog can extract a
subset of the sour?et ontology c.onta_mmg all the terms Qf interest .and Settings for Ontodog output files: * Plase chack at least ona fle
generate user specified annotations in RDF/XML format (i.e., OWL files)
which can be used to build an ontology community view. Currently over Output File 1: inSubSet annotation ontology thely) inSubset annotation layer OWL file
100 ontologies including all OBO Foundry ontologies are available in (1) URI of owl file (e.g.: http:#/purl.obalibrary. org/oho/F GED_inSubset.owl, optional)
Ontodog to generate views for a specific application or community. We hitp:#purl abolibrary orgioba/F GED_inSubset owl
demonstrate the application of Ontodog in generating ontology (2) Annotation Property URI (default: hitp:/wnim. geneontology: orgfformats/obolnOwlginSubset)
community views using the Ontology for Biomedical Investigations (OBI)
11 as the source ontology. {3) Annotation Value (e.g.: SLM, FGED, IEDB ..)
FGED * Required for output file 1

Ontodog website: http://ontodog.hegroup.org/ L Userpreferrediabel annotation layer OWL fil
Output File 2: User preferred annotation ontology (help)

MOTE: This file includes userpreferred label defined in Ontodog input term file (e.y., OBl term ‘selective maintained organism' = FGED term 'strain).
{13 URI of owl file fe.g.: http:/purl.obolibrary. orgéobofF GED_annotation. owl)

ontOIOQy Community View hitpipurl.abolibranorgiobo/F GED_label.awl

(2) * Required for output file 2

¢ a subset of the whole ontology or tagged subset of terms Annatation Property URI fone child term of IA0; alternative term, e.g.. hitp:#/purl.abolibrary. orgfabo/OB1_9391119)
in the whole ontology to meet users’ specific need itp:pur.abolibrar.orgiobo/OB|L 83511189
) e . or label of the Annotation Property if not defined. A new term will be generated .
® contains user specified annotations (e.g., user preferred Subset of source ontology OWL file
Retrieved using OntoFox SPARQL
label) where needed (3) Language of annotation values used: [ English v / rolated term retrioval approach 1
Ontology Community View Output File 3: Subset of source ontology centaining all view terms and related terms/axioms (help

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, (13 URI of owl file (e..: http:#/purl.obolibrary. orgfohofobi_FGED. ow)

| an ontology or e
piipurl abolibranyorgiobajabi_FGED owl
ontology "~ subset of an ontology

(2) Include inferred hierarchy? [J

imports

«—— provide community specific

A B C D E

annotations (e.g., user = -
Source ontology term IRI Source ontology term label Include in View User-preferred label Include all children

3 PR z i Include all individuals of a class in the subset? [

o | [imports [ community indication | ; 2"netation layer ) @

i 9 ¢« indicate the terms are in a

: annotation layer specific community view Get OWL (RDFXML) Output Files

! annotation layer | Input term file (tab-delimited or Excel file, template file can be generated by Ontodog)

preferred label) of the terms — -
hitp://purl.obolibrary.org/obo/OBI_0001182  negative binding datum

hittp://purl.obolibrary.org/obo/OBI_0001183  epitope protection from tumor challenge experiment
http://purl.obolibrary.org/obo/OBI_0001184  epitope protection experiment

hittp://purl.obolibrary.org/obo/OBI_0001185  selectively maintained organism Ged strain, cultivar, orecot-q;,@
System ArChitectu re indicate terms are chosen indicate all children of the chosen
for inclusion in the view term will be included in the view

Web Interface Web Server Database Server

Use Cases: OBl FGED View, OBI Core

Input term file PHP

SPARQL
(Tab-delimited o

or Excel file) A queries OBI FGED view: a view generated for the Functional OBI core: a view contains all OBI core terms with
RS tripIReDs't:ore Genomics Data (FGED) community, a simplified set labels in different languages
~ Raw OWL Brsource of OBI terms with FGED community friendly labels.
> output ontologies - Sorganism 1| |ntetne N R Amnotations |/ Usage | Anmotation template | Seaich An
p »-OArchaea
Create annotation » @ Bacteria 1l Annotatians
{ » Euk: it il E, .
OWL-ApI| _Properties, Validate or Retrieve v @viruses ::::;:.T aternative term!
Reformat raw ontology terms » - ©'genetically modified organism® = = process IWOEBILIEH @D
-~ ©'host of immune response’ E e e Earrative tarr
OWL output iinfecti t "selectively maintained srganism"@en biological_process
c ity vi - Erselectivety mamtainea orgarisiy || | ; ‘planned process' Fosentobzerator'@en
%mﬂnle)sl \f/g:W Ontodog *-Oorganization Il m;;m‘::::;:;u;mmsm‘ ! ::lsast:v!ransformatlon' defnition Source!
download OWL outputs i~ @population e ' ®documenting . "OB| branch derweln“@en
— "Bjoetn Peters, Helen Parkinsan, Philipp ::::r"':::t?:‘g data® "’"“'" ""’f’"’“'"“
assay'@en
definition - @investigation . z'@
. Ay that is bred to h - ©'material processing' rexampie: of usage*
Ontodog workflow ObI—FG ED.owl ch!fa?‘ae’vv\:::s v:ﬂ‘wﬁs\rr:ﬂa:y bav‘fd Snuv;“;n ‘specimen collection’ "Assay the wavelength of light emitted by excited N
imports FGED_inSubset.ow! inSubset | Study desigh eXSCUOl| |imas curation status’
1. Theinput data is processed using PHP. X ) FGED_I belowl “FOED'@en pla::f:;'"‘e”’e""°" ® readyforrelease’
. . . . . imports abel.ow| iitor
2. SPARQL queries are issued against an RDF triple store to validate P - tabel term cditor
. . . "selectively maintained organism®@en "PlanAndPlannedProcess Branch"@en
whether terms exist in the source ontology or retrieve terms from — i
the source ontology 0em Peters, Helen Parkinson, Philipg ch. h;‘li
"3 @ch
den
3. OWL-API is used to create annotation properties and reformat the ‘An erganism ihat s bred to have some e Jabel
ﬁles in RDF XML fOI’mat as output fi|e54 characteristics with similarly bred organ | "rressung’ @de
/ put fil ‘ = e
4. Then the RDF/XML format output files are provided to the users | roepr@en AT I T (i BT e
for download. label label
"selectively maintained organism"@en “agsay'@en
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