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P The above bar chart illustrates the percent of the total ion inten- The above scatter plot illustrates the femtomo- s o Lo R as determining stoichiometry of proteins involved in
1 d ! " | 902.40531 = -
. Slty detected |n a glven |0n |ntens|ty bln for a properly Ioaded Col_ |ar Concentratlon Of common (blue) and é p : I: ] : b8 | different pathways and Complexes. g ST
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14 14

The data is consistent with the peptide results..
DDA analyzes have problems identifying the
lower intensity peptides efficiently as such the
do not identify the lower abundant proteins
very well either.
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a protein and peptide identification to be valid per sample it must have repli-
cated in at least two out of the three replicate injections. In total 1139 unique
proteins were identified to 15,682 unique tryptic peptides comprised of
~162,124 unique product ions.

and Agilent 6510 with ~68% being 2.5 orders lower.

Panel A—C depict MSE time-aligned spectra of the pep-
tide sequence DSTLIMQLLR from 1433B_HUMAN. A brief
perusal clearly illustrates an exceeding similar fragmen-
tation pattern. As an aside notice how that matched ions
are consistent whereby the background ions vary.
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