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What Is BioStag?

« Stag: Structured Tags
Simplified subset off XML
Autoebjects
- DBIx::DBStag: SQL Query Templates and
Relational Nesting
accessable from command line, perl ARl or HTTP

» BioStag: Uselul ready-made ad-hoc configurable
gueries for bioiniormatics databases

midaleware
end-user complex data mining queries




SQL Template

SELECT *
FROM gene

INNER JOIN gene_desc USING (gene_id)

INNER JOIN transcript USING (gene_id)
WHERE
'gene_desc.description => &desc& |
gene.seq_region_end >= &rangemin& |
gene.seq_region_start <= &rangemax& |
USE NESTING (gene(gene_desc)(transcript))
/] --- metadata below this point ---
schema: enscore
schema-version: 20
desc: basic example gene range query
example_input: rangemin=|




BioStag lremplate Library

chado [I2] go-term
go-geneproduct

GO [I7] go-transitive-correlations
go-common_ancestors

enscore [6] CHECAESEFRRIMO e m
eRSCREBHAM M otify-by-term

biosql  [3] enscore-spliced_3prime_utr
enscore-contigdna

gadfly [26]

Many databases
TOTAL [64] Many db specific APIs




[Relational Nesting

0.1 <gene>
|_gene |—{gene_desc <gene_desc>....</>

<transcript>

: 0.1 . <exon>...</>
[transcrlpt — translatlon] <exon>...</>

l..n

<translation>..</>
</transcript>
</gene>

SELECT * FROM gene * gene_desc * transcript *
exon_transcript * exon * translation

WHERE [...]

USE NESTING (gene(gene desc)
(transcript(exon)(translation)))




Evenrything else...

Tlemplates, reside in biostag cvs

DBl based
Works en mysgl and Pg databases

Autogenerated web interiace
Generic XML->DB mapping

TODO: MultiODB' queries;, XSL1s, SOAP &
Autogenerated WSDL

ISSUES: speed, schema evolution
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