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Study on ion yield of phosphorylated peptides in ESI for proteomic analysis

Osaka, lIssey
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Methods for the proteomic analysis have been established using ESI-MS interfaced
with liquid chromatography. If all the peptide ion peaks from a protein digest can be detected in a mass
spectrum, accurate identification of the protein can be achieved. However, it is difficult to detect the
all tryptic digests because of the different ion yields for each peptide fragment. The ion yields of
ﬁeptides are strongly dependent upon their physicochemical properties. | have studied the effects of the

ydrophobic amino acid Phe residue and the influence of its position in peptides on the positive- and
negative-ion yields in ESI. Hydrophobic peptides containing Phe residue(s) were potentially advantageous
to the vaporization process from the charged droplet to the gas-phase in ESI, resulting in increased
total ion yields in both positive- and negative-ion ESI. The enhancement effect of hydrophobicity on the
ion yields was higher than that of basicity and acidity of the peptides in ESI.
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Peptide Sequence
T7 TTTTTTT
RT6 RTTTTTT
T6R TTTTTTR
RTSF RTTTTTF
FTSR FITTTTR
KT6 KTTTTTT
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[Arg*]-ACTH18-36 (A2) RPVKVYPNGAEDESAEAFR
[Arg**]-ACTH19-36 (A3) PVKVYPNGAEDESAEAFR
ACTH19-36 (A4) PVKVYPNGAEDESAEAFP
ACTH22-39 (AS5) VYPNGAEDESAEAFPLEF
[Arg?2]-ACTH22-39 (A6) RYPNGAEDESAEAFPLEF
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