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Figure S1. Main MassIVE functionality for resolution of Universal Spectrum Identifiers.




(a) Searching for all reported identifications of the USI spectrum
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(b) Searching MassIVE-KB for reference spectra for the same peptide as in the USI
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(c) Searching Protein Explorer for proteins containing USI peptide
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Figure S2. Advanced MassIVE functionality for resolution of Universal Spectrum
Identifiers.
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Figure S3. MassIVE functionality for exporting Universal Spectrum Identifiers for subsets
of identified spectra, as is commonly important for identifications of modified peptides.
This example illustrates how to export USIs for all identifications with an oxidized
methionine on sequence AEIGIAMGSGTAVAK in one of the original human draft
proteome datasets. Starting with “Browse Results” in the MassIVE dataset page for
PXDO000561, the figure illustrates that (1) clicking View Merged Results shows all
identifications in the dataset, regardless of the number of separate searches; (2) entering a
filter string in the Peptide field and (3) clicking Apply Filters selects all spectrum
identifications matching the filter text; (4) clicking the Download tab and (5) selecting to
download Filtered results produces a TSV file with all USIs for all filtered results that can
be submitted with a manuscript to support the review process for the manuscript associated
with a dataset. In addition, (6) USIs are also show for every row in the filtered results when
clicking on the spectrum icon (leftmost column) to visualize the spectrum identification.
The same results can also be communicated and accessed directly using the same URL that
was used to generate this figure.
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Figure S4. PRIDE Archive Spectra (https://www.ebi.ac.uk/pride/archive/spectra) provides
access to millions of PSMs.
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Figure S5. Screenshot showing the result from searching for the peptide sequence
WQLVGITSWGEGCAR.
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Figure S6. Screenshot showing the mass spectrum corresponding to the selected PSM
(peptide sequence WQLVGITSWGEGCAR in dataset PXD010336).



