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USP1 detected at 0.1 fmol spike; match-between-runs (MBR)
applied across 84 raw files (21 per strategy)

DIA strategies evaluated for host cell protein (HCP) analysis in a Four isolation methods compared: Narrow, Overlapped, Mixed, and

S umma ry complex whole cell lysate matrix Wide m/z windows FASTA based spectral library-free searches
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