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The HHumanuman PProteomicsroteomics IInitiative (nitiative (HPIHPI)) is devoted to the manual annotation of all known human protein 

sequences and their mammalian counterparts to the UniProtKB/Swiss-Prot quality standards.

GENOMEGENOME

TRANSCRIPTOMETRANSCRIPTOME

PROTEOMEPROTEOME

~25’000

human genes

~ 100’000

human transcripts

~ 1 million

human proteins

PolymorphismsPolymorphisms and disease mutations:disease mutations: 30% of human entries have at least one described 

polymorphism/disease mutation.  Currently 54% of these polymorphisms are disease-linked and 14% human entries have an 

associated disease comment.

Alternative products: Alternative products: 30% of human entries contain at least one isoform produced by alternative splicing, 

alternative initiation and/or alternative promoter usage. 

Posttranslational modifications (Posttranslational modifications (PTMsPTMs): ): 50% of human entries describe at least one PTM.

Human chromosomal coverage:
14’400 human entries which represent

70% of the mapped proteins (HGNC
and Entrez Gene, May 2006).

Based on publications, internal and external scientific expertise and high-performance bioinformatic 

tools. This knowledge is mostly added in the appropriate topics of the comment (CC) lines  and the 

feature (FT) lines.

Sequence diversity

Protein knowledge

Cross-references

20’000 to 25’000 genes for an estimate of 1 million proteins. Complexity is generated mainly by 

polymorphisms, alternative splicing and posttranslational modifications (PTMs).

Swiss Institute of Bioinformatics (SIB)

European Bioinformatics Institute (EMBL-EBI)

Protein Information Resource (PIR)Contact help@uniprot.org

UniProt is mainly supported by the National Institutes of Health (NIH) grant 2 

U01 HG02712-04. Additional support for the EBI's involvement in UniProt
comes from the European Commission contract FELICS (021902) and from the 
NIH grant 5 P41 HG02273-06. UniProtKB/Swiss-Prot activities at the SIB are 
supported by the Swiss Federal Government through the Federal Office of 
Education and Science. PIR activities are also supported by the NIH grants for 
NIAID proteomic resource (HHSN266200400061C) and grid enablement (NCI-

caBIG-ICR), and National Science Foundation grants for protein ontology (ITR-
0205470) and BioTagger (IIS-0430743).

www.uniprot.org

The Human Proteomics 
Initiative (HPI) of 

UniProtKB/Swiss-Prot

Extensively cross-referenced to many databases within the HPI scope, 

such as HGNC, Ensembl, OMIM, MGI, RGD, RZPD, H-InvDB, etc.

Sequence accuracy
To avoid redundancy and increase sequence 

accuracy, the protein sequences encoded

by the same gene are merged into a single 

entry. Sequences are manually checked, 

discrepancies are carefully analysed and 

documented in the FT keys VAR_SEQ, 

VARIANT, MUTAGEN and CONFLICT.


