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Figure S1: Size distribution and protein composition of the silica coronas after different
numbers of washes. A) NTA hydrodynamic size distributions of silica corona, 1, 2 and 3
washes (W1, W2 and W3). The data are shown as the average of 3 measurements. The peaks
were normalised against the tallest peaks (highest particle concentration) that had a value of
1. B) DCS size distributions of silica corona, 1, 2 and 3 washes (W1, W2 and W3). The data
were shown as relative weight particle size distribution. The tallest peak (highest weight
value) had a value of 1 and all other particle size peaks were then normalized against this
base peak to give a relative weight distribution. C) Protein loss from the silica corona after
1, 2 and 3 washes (supernatant-W1, supernatant-W2 and supernatant-W3) and the
corresponding coronas after 1, 2 and 3 washes (W1, W2 and W3).
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Figure S2: Gel densitometry and the intensity percentages of proteins bands in the silica
corona (B) and full plasma obtained from 8 healthy donors (C). The band intensities
normalised by total were shown in the corresponding pie charts with their standard deviation
(n=28).
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Figure S3: Enrichment analysis of silica corona proteins. A) Directed acyclic graph (DAG)
shows the GO enrichment based on the Biological Process term. B) The term percentages of
nine enriched protein biological process groups.
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Figure S4: N-glycan profile of the full plasma. The glycan linkages of galactose, fucose and
sialic acid are not specified. For a peak with multiple glycan structures detected, only the
major structure is shown. N-acetylglucosamine (blue square), fucose (red triangle), mannose
(green circle), galactose (yellow circle) and N-acetylneuraminic acid (purple diamond). *:
GP4 contains a contaminant structure, whose structure is not shown in the figure.
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Figure S5: Normalised areas under the curve (AUCs) of glycan peaks A2G2S1 and A2G2S2
in comparison with all other peaks. The peak intensity percentages in the full plasma (A) and
silica corona (B) obtained from healthy donors are shown with their standard deviation (n =
8).
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Figure S6: Glycan profiles of full plasma (A-B) and silica corona (C-D), comparing the lung
cancer and non-lung cancer groups. A) The chromatograms of released glycans from full
plasma of a non-lung cancer sample (up, orange) and lung cancer sample (down, blue) were
normalised to the highest peak intensity (GPcorona31). B) The zoomed-in section of the box
highlighted in Figure A. Only peaks with significant differences are shown. The filled colour
of the numbers match that of the chromatogram, in which they were more abundant. C) The
chromatograms of released glycans from silica corona of a non-lung cancer sample (up,
orange) and lung cancer sample (down, blue) were normalised to the highest peak intensity
(GPcorona22). D) The zoomed-in section of the box highlighted in Figure C showing significant
peaks.



