Tools to search, explore and interrogate your
proteomics data with UniProt.
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UniProt protein feature viewer Integrating proteomics and genomics
data with the variant viewer

Explore key protein features
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UniProt proteins APl — database programmatic access.
WWW. ebl .acC. Uk/prOtei ﬂS/api/dOC/ Genomic coordinates, and sequences of

proteins and their annotations
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“wildType”: “P”,
Gene centric [ * Exon genomic coordinates “polyphenPrediction”: “benign”,
“proteinStart”: 171 Exon start W r . . i
P 3 r A ) polyphenScore™ 0.143, Variant prediction scores and
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 No programming experience required! “genomicLocation”: “NC 000003.12:g.41224558C>A",
e Structured, multiple query search functionality. “sourceType”: "“large_scale_study”

 Example request code in Curl, Perl, Python, Ruby, Java, and R.

 Programmatic interface for accessing genomic coordinates of UniProt sequences, “description”: “[LSS COSMIC]: primary tissue(s): thyroid, large intestine”
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sequences), and protein features. “pegin”: “207, Variant residue change, site,
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