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            Abstract
MassIVE.quant is a repository infrastructure and data resource for reproducible quantitative mass spectrometry–based proteomics, which is compatible with all mass spectrometry data acquisition types and computational analysis tools. A branch structure enables MassIVE.quant to systematically store raw experimental data, metadata of the experimental design, scripts of the quantitative analysis workflow, intermediate input and output files, as well as alternative reanalyses of the same dataset.
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                    Fig. 1: Outline of MassIVE.quant repository structure and reanalysis of three DDA-based experiments.[image: ]


Fig. 2: Reanalyses of DIA:Selevsek2015, profiling changes in proteome abundance of Saccharomyces cerevisiae over six time points: T0 (0 min), T1 (15 min), T2 (30 min), T3 (60 min), T4 (90 min) and T5 (120 min), n = 3 biologically independent samples per each time point, in response to osmotic stress (RMSV000000251).[image: ]



                


                
                    
                
            

            
                Data availability


All the datasets that support this study are publicly available in MassIVE.quant (https://massive.ucsd.edu/ProteoSAFe/static/massive-quant.jsp) with MassIVE and ProteomeXchange identifiers. Additionally, identifiers for all the datasets are listed in Supplementary Tables 2, 3 and 5.
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