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Preparation Method of an Enzyme-lmmobilized Membrane

We have found a quite easy preparation
method for immobilizing enzymes for several
years ago, method by using polyion complex
membrane. For improving thickness of the
polyion complex membrane, anew immobilizing
method was found; polyglutamate-enzyme com-
plex was prepared and the complex was immobi-
lized on a cysteamine-modified gold electrode by
mesans of the electrostatic attraction. Comparing
the oxidation current responses to glucose with
the two el ectrodes which used the complex or un-
modified enzyme, it was found that the complex
was fully immobilized on the modified gold sur-
face. The immobilization method could be used
for the biochip such as biosensors with high-inte-
gration.
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Schematic illustrations of method for immobilizing
polyglutamate-enzyme complex. (A) Cysteamine modi-
fied gold electrode is prepared easily. (B)
Polyglutamate could be attached on the modified elec-
trode, since the electrostatic attraction was occurred
between amino groups (red circles) at cysteamine and
carboxyl groups (blue rectangles) at glutamate. (C)
Polyglutamate-enzyme complex could also be immo-
bilized on the modified gold
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PDB-REPRDB: A Database of Representative Proten
Chainsfrom the Protein Data Bank (PDB)

The criteriaused to select the representative
protein chainsare: a) qudity of atomic coordinate
data, b) sequence uniqueness, and c) conforma-
tion uniqueness. The system of PDB-REPRDB is
designed so that the user may obtain a quick se-
lection of the representatives according to the pri-
orities specified onesalf.

The structural library for protein secondary
structure prediction and the data for our PAPIA
(Paradlel Protein Information Analysis) system
were chosen from PDB using the system. And this
will be useful for detecting local structure diver-
sity between homologous proteins.

The systemisavailable at the PAPIA WWW
server (http://www.chrc.jp/papid).

An example of a protein structure change by DNA bind-
ing. The superimposed a monomer (1HMY) and a com-
plex of Hhal DNA Methyltransferase (6MHTA) and DNA

are shown as a red and blue ribbon, respectively
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