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                To the Editor:
The amount of mass spectrometry (MS) proteomics data in public repositories is growing rapidly1, but (re)use of these data to increase the reliability of newly performed experiments is still limited. Two of the major obstacles are the high heterogeneity of the data present in repositories and the inflation of false positive identifications when data sets are combined. Here we present the Proteomics Identifications database (PRIDE) Cluster, comprising a tool to identify reliable peptide identifications in heterogeneous MS-based proteomics data in the PRIDE database2 (http://www.ebi.ac.uk/pride/) and a resource of regularly updated, reliable spectral libraries based on these identifications.
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                    Figure 1: Peptide identification 'ratio' is sufficient to identify reliable identifications from the clustering results of the PRIDE repository.[image: ]
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