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SUMMARY

Proteomics has been established by combination of two-dimensional gel electrophoresis
and mass spectrometry. The most significant advantage of proteomics over the conven-
tional protein analysis is the high-throughput performance in comprehensive analysis of
almost all proteins expressed in a specific tissue or cell type under a given condition. Mass
spectrometry plays important roles not only in identification of proteins separated by two-
dimensional gel electrophoresis but also in analysis of post-translational modifications.
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Advanced systems of mass spectrometry for proteomics.
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Fig. 1. A schematic architecture of time-of-flight mass spec-

trometer for linear mode.
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Fig. 2. A schematic architecture of time-of-flight mass spec-
trometer for reflectron mode.
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Fig. 3. Various types of mass spectrometers.
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Fig. 4. Various methods in ionization for mass spectrometry.
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Fig. 5. A general procedure for protein identification by peptide mass fingerprinting.
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1514 08

1364 97

1B2s. TTDG ASTH.00 1 E}Q 1639.15 170811
[ bzdidad L 1 ki

1000 1100 1200 1300 1400 1500 1600 1700

m/z
B.
-64 Da
-
100
80
60 " § -
= =3 2 & @
= =S g 7 g =
of ! — r r — T r ‘. -
1400 1500 1600 1700 1800 1900 2000 2100
m/z

Fig. 7. Examples of PSD-mode mass spectra obtained by of
MALDI-TOF mass spectrometry for neutral loss
analysis. A) A typical neutral loss, —-80 and -98 Da, in a
phosphorylated peptide. B) A typical neutral loss, —64 Da,
in a peptide containing oxidized methionine.
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