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SUPPLEMENTARY FIGURES LEGENDS

Figure S1. Serum proteomic profile of patients with GSDIa. A. Hierarchical clustering with

heat map visualization of differential proteins for adj. p<0.05 and |FC|>1.5. Heatmap colour

coding represents relative protein abundance: red and blue represent increased and decreased

levels of each protein in patients compared to HC. B. Volcano plot of differential proteins for

adj. p<0.05 and |FC|>1.5. Blue and red labelled dots refer to significantly decreased and

increased proteins respectively in patients compared to HC. The corresponding tabular data are

presented in Supplemental Table S1.

Figure S2. GSDIa and HC multiomics correlation analyses. A. All significant HC Pearson's

correlations (adjusted p-value<0.1). Purple circular sectors correspond to proteins, green to

metabolites. The width of the circular sectors is proportional to –Log(adj. p). A colour scale

between red and blue shows positive and negative correlations in HCs. B. All significant

patient Pearson's correlations (adjusted p-value<0.1). Purple circular sectors correspond to

proteins, green to metabolites. The width of the circular sectors is proportional to –Log(adj. p).

A colour scale between red and blue shows positive and negative correlations in patients with

GSDIa. C. All lost or gained significant Pearson's correlations between patients and HCs

(adjusted p-value<0.1). The width of the circular sectors is proportional to |corr. coeff. patient –

corr. coeff. HC|. Purple circular sectors correspond to proteins, green to metabolites. The

orange and purple colours indicate gained and lost correlations in patients. Gained correlations

are those (positive or negative) significant only in patients, lost correlations are those (positive

or negative) significant in the HC and non-significant in patients. Molecules highlighted in red

are significantly increased in patients, those highlighted in blue are decreased. The

corresponding tabular data are presented in Supplemental Table S3.


