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UniProt at a glance

UniPrOtKB Protein Knowledgebase Pro‘teomes Protein sets Universal PrOtein Resource
Swiss-Prot expressed by ) )
o AR o * Comprehensive resource for protein
sequence and annotation data.
TrEMBL _ONREE asenos * Datasets: UniProt Knowledgebase
Jo o & (UniProtkB), UniProt Reference
0 1 Clusters (UniRef), UniProt Archive

UniParc

Sequence archive -

(UniParc) and Proteomes

- ° Supporting data: Diseases,
- Supporting data | taxonomy, keywords, subcellular
Literature citations Taxonomy Subcellular locations Cross-ref. databases Diseases Keywords . . .
B s 2 H XXX location, citations, cross-references

Our FAIR story starts from the website

+ K Bioschemas

EMBL-EBI



UniProt datasets, nearly 100% FAIR

Metric Assessment

FM-F1A Identifier uniqueness Stable and unique identifiers = accessions

FM-F1B Identifier persistence PURL identifiers

ndable FM-F2 Machine readability of RDF format + VOID file
metadata FASTA files + headers
XSD for XML
/ FM-F3 Resource identifierin  PURL included in RDF
metadata Accession always provided
FM-F4 Indexed in a Indexed by Google, FAIRsharing, identifiers.org

searchable resource

Metric Assessment
A FM-AL1.1 Access protocol HTTPS for webpages & FTP for downloads
ccessible
FM-A1.2 Access Public datasets, not authorization required
authorization
FM-A2 Metadata longevity Entry history always available

Archive specialized dataset
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UniProt datasets, nearly 100% FAIR

nteroperable

S

eusable

2% U

Metric Assessment

FM-11 Use a knowledge UniProt ontology for RDF
representation language
FM-12 Use FAIR vocabularies Uses well-known ontologies whenever possible

FM-13 Use qualified references “seeAlso” or “cross-reference” is commonly used

Metric Assessment

FM-R1.1 Accessible usage Creative commons attribution (CC BY 4.0)
license
FM-R1.2 Detailed provenance Provided on help pages
Machine-readable via VOID for RDF
On entries via Evidence Codes
FM-R1.3 Meets community What certification body should be used?
standard
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Tools, looking for FAIRNness
ebi-webcomponents & ebi-uniprot

| | | | | | |
G 200 400 600 800 1,000 1,200 1,400 D = = =z =
= = L =L
1 1523 = % L I EE
S==22
2Q (DIa 200 400 600 800 1,000 1,200 1,400 T 22 I T
1-' _ I T L.
» Domains & sites _I 8 % % % 8 8
E w oo o
» Molecule processing § o OO
» PTM AN AA A AA A A A A DPOD1_HUMAN
WRIP1_HUMAN
» Sequence information | I I I TEZIP HLUMAM
» Proteomics ] :EID = 58 F == “DE:;‘:'.:l.j =Rt E %E %ﬂg En EE-:EI,:EEE =" B ﬁ PCN"‘\_HUM‘!\N ®
=8
DPOD4_HUMAN @
» Antigenic sequences ]
DPOD2_HUMAN @
» Variants
Protvista i 200 400 600 800 1,000 1,200 1,400

Eroteins Proteins
Proteins inc. The Proteins service provides an interface for accessing UniProtkB entries and UniProtKB isoform entries. The features service provides protein functional
isoforms annaotations from UniProt Knowledgebase (UniProtkB) protein entries. The variation, proteomics and antigen services provide annotations imported and
Feat mapped from large scale data sources, such as 1000 Genomes, ExAC (Exome Aggregation Consortium), COSMIC (Catalogue Of Somatic Mutations In
ealures Cancer), PeptideAtlas, MaxQB (MaxQuant DataBase), EPD (Encyclopedia of Proteome Dynamics) and HPA, along with UniProtkB annotations for these
variation feature types (if applicable).
Proteomics The proteins service returns XML, ]SON and FASTA formatted results. Features, variation, proteomics and antigen all return XML, JSON and GFF formatted
results, with variation also returning PEFF formatted results.
Antigen
Proteomes proteins Show/Hide = List Operations — Expand Operations
Proteomes [prateins Seare
Gene centric [prateins/interaction/{accession} Get UniProt interactions by accession
Taxonomy Iproteins/{accession} Get UniProt eniry by accession
Coordinates Iproteins/{accessiony/isoforms Get UniProt isoform entries from parent entry accession
UniParc - fPfUIEiﬂS-’{d btype}:[dhid} Get UniProt entries by UniProt cross reference and its ID

features Show/Hide | ListOperations  Expand Operations E M B L_ E B I




Conclusions

FAIRness assessment is not easy

Principles are broad

Metrics help but are not always clear

Certification/validation mechanisms could help but where
are they?
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Your Feedback Matters!

Help us improve the
UniProt Website.

Contactus:  Register : http://bit.ly/helpuniprot
Emall us on: help@uniprot.org

;

https://twitter.com/uniprot https://www.facebook.com/uniprot.org https://www.youtube.com/user/uniprotvideos
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