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The Human Proteomics Initiative (HPI) is devoted to the manual annotation of all known human protein
sequences and their mammalian counterparts to the UniProtKB/Swiss-Prot quality standards.
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Based on publications, internal and external scientific expertise and high-performance bioinformatic

PI’OtEI n knOWIEdge tools. This knowledge is mostly added in the appropriate topics of the comment (CC) lines and the
feature (FT) lines.

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

Sequence d |Ver5|ty polymorphisms, alternative splicing and posttranslational modifications (PTMs).

Polymorphisms and 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.
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Alternative products: 30% of human entries contain at least one isoform produced by alternative splicing,
alternative initiation and/or alternative promoter usage.
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Posttranslational modifications (PTMS) 50% of human entries describe at least one PTM.
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Extensively cross-referenced to many databases within the HPI scope,

CI‘OSS-I‘efeI‘enceS such as HGNC, Ensembl, OMIM, MGI, RGD, RZPD, H-InvDB, etc.
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