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Figure S1: An example of search results in MRMAssayDB. The results page is divided into three parts, A) the results datatable containing all entries with corresponding links to all layered and additional information about each assay, B) tabular statistics on the result entries, and c) graphical statistics on the on the result entries.
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Figure S2: 3D Protein Structure with the target peptide of the MRM assay highlighted in red, as viewed in MRMAssayDB. A) The peptide highlighted in the protein sequence.  (B) A display of an ISG15 protein 3D unbound structure with the proteotypic peptide region highlighted in red (PDB ID: 1Z2M).  (C) A display of an ISG15 protein 3D bound structure with peptide region highlighted in red (PDB ID: 3RT3).  (D) A summary of the PDB information on ISG15 as shown by MRMAssayDB.  (E) Predicted structural disorder using IUPred (peptide regions shown in gray).
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Figure S3: The table shows an example of the Gene Ontology (GO) annotations assigned to a protein.
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Figure S4: Top 5 gene ontology annotations for molecular function (red), biological process (blue), and cellular component (green), which are assigned to the assays in MRMAssayDB for Homo sapiens. Above each bar is the number of proteins with assays in MRMAssayDB, the total number of proteins corresponding to that pathway, and -- in parentheses -- the corresponding percent coverage of MRMAssayDB entries in comparison to all proteins annotated in GO with that specific term.
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MGWDLTVKMLAGNEFQVSLSSSMSVSELKAQITQKIGVHAFQQRLAVHPSGVALQDRVPLASQGLGPGSTVLLVVDKCDEPLSILVRNNKGRSSTYEVRLTQTVAHLKQQVSGLEGVQDDLFWLTFEGKPLEDQLPLGEYGLKPLSTVFMNLRLRGGGTEPGGRS
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D) PDBid:122M
Experiment type:X-RAY DIFFRACTION
Biological unit:MONOMERIC
PDBchains:A

PDB sequence
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MGWDL TVKMLAGNEFQVSLSSSMSVSELKAQI TQKIGVHAFQQRLAVHPSGVALQDRVPLASQGLGPGSTVLLVVDKSDEPLSILVRNNKGRSSTYEVRL TQTVAHLKQQVSGLEGVQDDL FWLTFEGKPLEDQLPLGEYGLKPLSTVFMNLRLR
PDB summary
PDBid:3RT3
Experiment type:X-RAY DIFFRACTION
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The datatable below shows the list of Gene Ontology (GO) annotations (excluding Inferred from Electronic Annotation (IEA) evidence) assigned to this protein by QuickGO .
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