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2 Protein Data Bank(PDB)

DB 2229 512H 7V, Protein Data Bank(PDB;
http://www.rcsb.org/pdb/)[2] 2* 615 & h 5 f&EH 2 F)
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% Reserch Collaboratory for Structural Bioinfomat-
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*Construction of a biomoleculer structural information
database using object-oriented database management system
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4.1 PDB web site & DRFEHERELLE
PDB % Web ETCLATD & 9 RRBREZIRMELL T 5.
e Searchlite
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Bag<PDBData> result;
result = PDBData from PDBData

where PDBData.author

.hasElement("kinase")
or PDBData.title
.hasElement("kinase")

or ...
SearchFields IT DWW, &7 1 — )V R Z & ITHREREH
R FE 5 TS DT, where FIICBWTE 7 1 — IV RIZ
ST B#EFM % and THEESL TOFIE L.
#l) 5 F D5 ¥EAYHYDROLASE (O-GLYCOSYL)”
T, HERAT ALY X-RAY DIFFRACTION”
Bag<PDBData> result;
result = PDBData from PDBData

where PDBData.classification

== "HYDROLASE (0-GLYCOSYL)"
and PDBData.expdta
.hasElement ("X-RAY DIFFRACTION");
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Bag<[String type, Integer num]> result;
Bag<PDBData> tmp;

tmp = PDBData from PDBData
where PDBData.model.count()>1;
result = group s in tmp by (s.type)
with(partition().count());
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