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MBGD (Microbial Genome Database for Comparative Analysis)

BGD

MICROBIAL GENGME DATABASE
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Microbial Genome Database for Comparative Analysis
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MBGD is a

MBGD SPARQL endpoint

aim of MBGD is

- T
to facilitate comparative genomics from various points of view such as ortholog identification, paralog clustering,

gene order com
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Federated query?

W3¢ SPARQL 1.1 Federated Query
W3C Recommendation 21 March 2013

Query:
PREFIX foaf: <http://xmlns.com/foaf/0.1/>
SELECT 7?8
{
af:Person .
SERVICE {http:ffexample.arqfsparqlbI{?s foaf:knows 7o }I
}

National Institute for Basic Biology
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W3¢ SPARQL 1.1 Federated Query
= W3C Recommendation 21 March 2013

15t query

PREFIX : <http://example.org/>

PREFIX foaf: <http://xmlns.com/foaf/0.1/>
SELECT ?s

{

7?78 a foaf:Person

}

<http://example.org/a>

<http://example.org/b>

2" query

PREFIX foaf: <http://xmlns.com/foaf/0.1/>

PREFIX : <http://example.org
SELECT * {?s foaf:knows 7o ¥ VALUES)|(?s)|{ (:a) (:b) }
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