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Figure S1. Sensitivity and protein coverage with Zeno SWATH DIA methods. (A) Number of protein
groups identified across technical ftriplicates in various biological matrices at different peptide loads
in SWATH and Zeno SWATH DIA modes. Peptide loads range from 3.9 ng to 2000 ng for all sample
types except mucus that ranges from 3.9 ng to 1000 ng. (B) Fold change in precursors identified
in Zeno SWATH DIA mode at different peptide loads. The horizontal bars represent the median.
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Figure S2. Similarity in protein composition across cynomolgus monkey
tissues. Heatmap showing pairwise Pearson correlations between all 10 tissues.
The median expression level across triplicates was used for each protein.
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Figure S3. Evaluations of quantitative robustness and signal linearity in biofluid and in vitro samples.
(A) Proportion of proteins with a coefficient of variation (CV) below 0.2 calculated across technical triplicates
at different loads in SWATH and Zeno SWATH DIA modes. Only proteins detected in 100% of the triplicates
were considered and only conditions with more than 50 proteins identified were plotted. Bars represent the
mean across tissues or biofluid and in vitro samples and the error bars represent the standard deviation. A
two-sided Welch’s t-test was used for differential analysis. n.s: not significant, *: P-value < 0.05, **: P-value
< 0.01, *** P-value < 0.001. (B) Boxplot showing the distribution of Pearson coefficients of correlation of
precursor abundances against dilution factor for biofluids and in vitro samples. Only precursors detected in
at least 3 levels in both SWATH and Zeno SWATH DIA modes were considered in the analysis. The number
of precursors is indicated in parenthesis. The box illustrates the first and third quartile, the whiskers are
1.5 times the interquartile range and the horizontal bar depicts the median of the distribution. A two-sided
Mann-Whitney U test was used for differential analysis. *** P-value < 0.001. (C) Ability of Zeno SWATH and
SWATH methods to robustly quantify precursors across loads in individual biofluids and in vitro matrices.
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Figure S4. Variability of significant proteins (FDR < 0.1) in Zeno SWATH
DIA mode that were detected but not significant in SWATH DIA mode.
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