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Establishment of International Protein Information Database: Approaches

by informational scieces for protein synthesis, transcription,
and protein engineering
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A public domain protein sequence database, the Japan International Protein Information
Database (JIPID) has been established. The database is equipped with two Vax H 750 minicom-
puters. The computer system consists of a work station, which is able to make Lan system of 15
terminals. The sysiem is designed to be accessed by two campus telephones and three outgoing
telephones as well as by an IBM Lan system. An international data file exchange systeim has also
been established through BITNET (JNET) and DIALCOM. In addifion, an Evans-and-Sutherland
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computer graphics system, and several IBM and NEC personal computers are equipped. To date,
JIPID has produced about 2,600 sequence data files and merged them into an international
database, PIR-International. This international database includes data files from NBRF {USA),
MIPS (W. Germany) as well as JIPID. JIPID is one of three official nodes and covers Asian and
Oceanian subnodes {China, Taiwan, South-Korea, India, Pakistan and Australia) for assimulation
and distribution of sequence data. JIPID also has a connection with DDBJ, a Japanese nucleic acid
data base. PIR-International established a standard format for sequence data exchange. Together
with three nucleic acid databases PIR-International shares journal scanning and has established
an standardized direct entry form to databases.

Beside of the sequence database, JIPID initiated the following several databases; Bio-
macromolecule-NMR, Variant database, Enzyme database, Electro carrier daiabase, Oxygen carri-
er database and Thermostability database, These databases are built in a way of a summarized
data file-web in which data items are inter-exchangeable by C language pointers, in order to
economize compuler memory and to avoid overlapping input. JIPID and NBRF are collaborating
to establish an E. coli genome database followed by T4 phage, yeast, and rice genome databases.
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