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Supplementary Figure S1: Proteome Discoverer 1.4 search parameters. The first step “Spectrum Files” uploads the RAW files. The second step
“Spectrum selector” applies some filters and specifies the relevant mass spectrometer parameters. The third step is a parallel search using
SEQUEST and Mascot algorithm and each of the protease used in this study (see first inset). First the target database (one of the five protein
databases indicated in the second inset) is explored, and then the decoy reversed database is searched. The last step is the peptide-spectrum
match (PSM) validation comparing the results from both target and decoy databases and eliminating the false positives using a strict false
discovery rate (FDR) threshold.
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Supplementary Figure S2: Base Peak Chromatograms (BPCs) of the nine digests. Bud 1 to 3 correspond to the three biological

replicates.
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Supplementary Figure S3: Comparison of the number of identifications for each database, search algorithm, and protease. A. Histogram
representing the number of accessions averaged per protease for each database and algorithm. The percentages indicated in Table 3 are
indicated along the secondary y-axis labelled “Percent”. B. Venn diagrams comparing the three digestions for the database Homemade95k and
each search algorithm. C. Venn diagrams comparing the two search algorithms for four databases. In brackets are indicated the total number of
accessions identified (IDs) for each database.
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Supplementary Figure S4: Comparison of the search times across the databases, algorithms and proteases. A. Histogram of the
times in minutes averaged across the triplicates. Inset displays a smaller time scale for SP21, Uniprot515 and JO29k. B. Scatterplot
of the times averaged across the databases.
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Supplementary Figure S5: Distribution of species for which more than four accessions were identified using SPGP40k database.
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Suppl Figure S6: Gene Ontology (GO) Biological Process classification for the accessions identified using Uniprot515 (A) or

SPGP40k (B) from UniProtKB Retrieve/ID mapping online tool.
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