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DRAF is a tool for predicting transcription factor (TF) binding sites (TFBS) on human DNA sequences. DRAF takes

as input a file with DNA sequences in the FASTA format and it predicts TFBSs on these sequences.
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RDF Data Resources
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http://vulcan.cs.uga.edu/sparql http://spargl.proconsortium.org https://api.nextprot.org/sparqgl http://bio2rdf.org/sparql
/virtuoso/spargl

SPARQL
Federated
Query

10utput

Integrative Annotation

neXtProt

PTM Function Expression PPI GO Ph

Fig: A framework for aggregate queries and integrative
il

a
ProKinO, PRO, i PTMnet, neXtProt, and MGI, is bu t
net data is available via querying through PRO. Types
transl ational mo dipfriot¢ @i homntRPlactpoot eiGO®: Gene Ontol ogy.

Upcoming event

ReCOMB-CG.218

OCTOBER 9- 12 | MAGOG-ORFORD (SHERBROOKE), QUEBEC, CANADA

INnCoB 2018,
India NewDelhi JNU
Sep 26, 2018
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