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Protein Misfolding and Disease. ZHOU JumrMei
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Institute of Biophysics, The Chinese Academy of
Sciences, Beijing 100101, China).

Abstract Proteins take center stage in directing the

Laboratory

working of living cells. Every conceivable role within
human bodies is played by proteins, from catalysis
chemical reactions to defence against alien attack. A
variety of quality control mechanisms that operate in
the endoplasmic reticulum in dow nstream compart-
ments of the secretary pathway to ensure the fidelity
and regulation of protein expression during cell life
and differentiation were introduced. The posttrans
lational quality control and its relation with protein
misfolding were discussed in details. A number of
diseases related

with protein misfolding were

introduced and the principles of therapy were
discussed.
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The Technological System of Proteome Research and
Its Progress. CHENG Har Ping, QIAN Xiao-Hong
( National Center for Biomedical Analysis, Beijing
100850, China).

Abstract With the coming of the post-genome era,
proteome research, which was sponsored by National
Natural Science Foundation of China in our country,
has increasingly caught many biochemists attention.
The fundamental technologies of proteome research
are briefly introduced, including sample preparation,
protein separation, protein spot detection, gel image
analysis, protein identification, database construc
tion, et al. The commonly used identification
methods are amino acid analysis, protein sequence
tags and peptide mass fingerprinting. The flow chat
of proteome analysis is shown, and in particular the
latest proteome technologies are summarized.
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