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Five standard proteins (Cytochrome C MW 12,230, Myoglobin 13,680, RNase A
An analysis of an intact antibody by LC/MS and the subsequent blank injection An analysis of two preparations of a reduced antibody were analyzed by LC/ 16,950, Enolase 46,672, and apoTransferrin ~80 kD for average of 60 major
run shows minimal carryover by stacked TIC (TOP), summed raw spectra plot MS. The stacked TIC (TOP), and a mirror plot of the processed deconvoluted glycoforms) were analyzed by LC/MS. Two repeat injections produced comparable
(MIDDLE), and a mirror plot of the processed deconvoluted spectra (LOWER). sgectcrl'a (tLOWER) shotw _contﬁsteniybbgtween the two p:jel:(’ja"tat'a:s'l_-r:te nr:o_st results in a mirror TIC plot (TOP) and stacked deconvoluted spectra plot
The most_abund_ant components in the antibody run corresponded to common abundant components in the antibody run corresponded to the fight chain (BOTTOM). Individual processing segments were defined for optimal deconvolution
glycosylation variants (TABLE AT BOTTOM). and a common series of heavy chain glycosylation variants (TABLE AT .
BOTTOM) of each protein peak.
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