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High accuracy demonstrated by ENRICHplus. B) Quantified proteins from two different mixtures enhances the detection
were combined to calculate the expected fold change. C) Both ENRICHplus and neat plasma of bioloaically relevant
ENRICHplus samples, 50 uL of  samples demonstrated high accuracy and strong comparability. D) ENRICHplus and neat plasma Jay
plasma were processed with the  showed comparable performance within the high-accuracy error range (<25%). E) Within the
ENRICHplus workflow. For neat acceptable error range (<50%), ENRICHplus quantified nearly twice as many proteins as neat and inflammation-related
samples, including a greater number of low-abundance proteins such as cytokines. markers like CRP
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Sample preparation: For

proteins, including EV-

samples, 2 pL of plasma were
prepared following the iST-BCT
protocol.
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LC-MS analysis: 300 ng of
peptides were analyzed using an
nanoELute®?2 (Bruker) equipped
with an Aurora™ Ultimate CSI
25x75 C18 UHPLC column
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High linearity achieved with ENRICHplus. F) Proteins quantified by both ENRICHplus and neat

. . plasma showed a strong linear correlation. G) With ENRICHplus, more EV- and cytokine-related  Conflict of Interest Disclosure
Data processing: Spectronaut®™ 19 proteins were quantified among those with a Pearson correlation coefficient >0.9. H) For the highly g"o";fezr']sé“‘;nza';‘Jrl*;r;"ﬁ'a‘:i“er:;z;gder' "

using directDIA+™mode. expressed human inflammatory protein CRP, ENRICHplus provided comparable high accuracy ., preomics cmbH.
while maintaining a strong linear relationship across different fold changes.
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