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Management of Genome Data by an Object-Oriognted Database
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We have developed an object-oriented database system for storing GenBank nucleotide sequence
data. The database is constructed on a commercially available ob ject-oriented database system
Versant and contains GenBank entries as complex objects. Logic-based rules and queries are
available for retrieving various genome information from it. This system can be used for simple

keyword searches, homology searches for nucleatide sequences and their combinations.
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Seq-entry ::= seq f
id {giim {id 62810]), .
genbank {name . . “AGMA13G
) accession "M73307"

T,
M

‘descr {title "Cercopithecus aethiops alpha-1,3GT gene, 3" flank.",
genbank (source “Cercopithecus aethiops DNA.", '
keywords {"alpha-1,3-galactosyltransferase”l,
date "06-SEP-1991",
div "PRI",
taxonomy "Eukaryota; ... Cercopithecinae.”},
org {taxname "Cercopithecus aethiops™},
pub {pub {muid 91334473,
gen {serizl-number 1},
article f{title {name "Gene sequences ... from monkeys").
authors {names str {"Galili,U.", Swanson,X.¥.)}}.
from journal {title {iso-jta "Pro.N.A.S."},
inp ldate std {year 1991},
volume "88",
pages "T401-74047)}})1}),
inst {repr raw,
mol dna,
length 371,
strand : ds,
seq-data jupacna "TTTGAGGTCAAGCCAGAGAA...CTGGAAAAGAAAAATGACAT"},
annot {{data ftable {{data gene {locus "alpha-1.3GT"},
location int f{from 0, to 870, id giim {id 62810)}},
(data imp f{xey "3"UTR"},
location int {from 0,to 370, id giim {id 62810}1},
qual {{qual "product”,
val "alpha-1,3-galactosyltransferase”},
{qual "gene”, val "alpha-1.3GT"}}}})})
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