Supporting information

Supplementary_file1.pdf - Intensities across all proteins seen in three or more datasets across all samples, resulting in 1,025 proteins.
Supplementary_file2.csv - Proteins seen associated with more than one dataset for age and sex in both upwards and downwards directions

Supplementary Tables and Figures (Supplementary.docx):

Supplementary Table S1: Protein counts and  presence across samples per dataset of  all the proteins found across all datasets, considering the percentage of samples where they were found.
Supplementary Figure S1: Line plot showing the protein counts and the presence across samples per dataset for all proteins found across all datasets.
Supplementary Figure S2: Upset plots for counts of genes seen significantly associated in multiple datasets for age and sex in either direction (where “Sex Up” is higher in males than females)
Supplementary Figure S3: comBat correction of imputed iBAQ values A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
 Supplementary Figure S4: limma correction of imputed iBAQ values A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S5: Imputed ranked values with no further batch correction A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S6: Combat correction of imputed ranked values A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S7: Limma correction of imputed ranked values A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S8: Imputed ppb values with no further correction A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S9: ComBat correction of imputed ppb values A) clusters correlated with study identifier (PXD), B) clusters correlated with Age, C) clusters correlated with Sex, D) clusters correlated with BMI, E) bar chart of % variance explained by each principal component (PC) and F) heatmap showing loadings of metadata for each PC.
Supplementary Figure S10: Bar charts to show A) false positive counts separated in to “Plausible true positives”, ambiguous positives and false positives, as well as “predicted true positives”, calculated from the probability of genes being seen in the same direction across multiple datasets due to chance and B) false negative counts, with ambiguous negatives shown. Ambiguous are those only seen significant in one dataset when considering the native iBAQ intensities.
Supplementary Figure S11: Distribution of intensities with age for ranked normalised combined dataset for protein IGFBP3, categorised as false negative. β denotes GLM test statistic, p GLM p-value and R2 from intensity values. Linear fit shown in grey.
Supplementary Figure S12: Distribution of intensities with age for ranked normalised combined dataset for protein QSOX1, categorised as true negative. β denotes GLM test statistic, p GLM p-value and R2 from intensity values. Linear fit shown in grey.
Supplementary Figure S13: Distribution of intensities with age for ComBat corrected iBAQ values combined dataset for protein IGFBP3, categorised as true positive. β denotes GLM test statistic, p GLM p-value and R2 from intensity values. Linear fit shown in grey.
Supplementary Figure S14: Distribution of intensities with age for ComBat corrected iBAQ values combined dataset for protein QSOX1, categorised as false positive. β denotes GLM test statistic, p GLM p-value and R2 from intensity values. Linear fit shown in grey.
Supplementary Figure S15:  Cross-validation error distribution with number of features selected for the random forest model using batch corrected data.
Supplementary Table S2: Summary of the reanalysis counts of the 55 public datasets originally identified
Supplementary Table S3: Overview of DIA-NN searches for each of the 11 datasets used for downstream analysis


