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Su mmar The size and heterogeneity of modern biotherapeutic molecules present Novel analytical and computational approaches are required to accurately characterize and Progressive deconvolution of intact mass spectrometry analyses coupled with
y unique challenges to analytical pipelines quantify complex biologics. multi dimensional feature detection robustly addresses such needs
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these trace segments (b) are transformed into a mass-time matrix and multi-dimensional segmentation provides e — e | IHRA L B. Progressive Deconvolution PNGase F
elution times of unique masses (c). Subsequent peak segmentation of an extracted mass chromatogram identifies , C. Trace Peak Deconvolution SialEXO
peak bounds of the eluting species and can distinguish isomeric forms if they exist. Results are organized and A ? D. Progressive Deconvolution SialEXO
viewable in a user interface (d). y 4J> The distribution of the different glycoforms is very similar for the CO nClU SiOn
g || PNGase F sample, but Figure C and D highlight a few small differences
pors M | e ‘ g for XIC apexes, shapes and intensities for various Glycosylated species
e - : Figure 1. e AEN— L 1) SOV AL * when Progressive Deconvolution is used.
— % ‘H“w,_ Progressive - Protein Metrics’ parsimonious deconvolution algorithm is a best-in-class option for deconvolution of intact mass spectra in both
j,x S {7.4 - g
///f‘/"\’\\ |“* y 4___‘4‘{;-:‘ = 7 . . . . . 5
/ \ . . Deconvolution data trace peak deconvolution and progressive deconvolution applications
/ \ "1‘-‘1;[:J-f?f:}:;,_l__t‘ JH - processing steps - The progressive deconvolution method presented here proved to be a robust and sensitive feature detection tool to assure lower
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