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Gene prioritisation with TargetMine

We have recently developed TargetMine', an integrated data We propose a protocol for target gene prioritisation using TargetMine.
warehouse for target discovery, which is based on the flexible

InterMine framework and effectively combines biological data from (1) Upload candidate genes

several public resources. It enables biological data gathering and data to TargetMine

analysis in a single user-friendly interface and it is, thus, a useful tool 1

to assist in candidate gene selection. TargetMine has been effectively , ,
o oo , (2) Identify the enriched

employed for target selection in a protein interaction network-based biological themes
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of drug discovery, we have now included in TargetMine some more 1

data about che.mlcal compounds and their assoaatl.ons YVIth proteins. (3) Select genes in the e

We have also incorporated new data sources for biological pathways enriched biological themes  » gmssis owmres  gpie || "Sa0S330 hsa0osez huaoosso

and interactions. The enhanced data warehouse facilitates more " RS T Enrichment analysis

complicated queries and new ideas for prioritizing targets.
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The prioritisation protocol was benchmarked on 19 sets of genes

The academic version of TargetMine is available at
known to be associated with various human diseases.

http://targetmine.nibio.go.jp/ .
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Conclusions

.~ Gene w, Transcription factor », Compound
| 4 Given a gene or a list of genes, find the upstream regulatory genes (transcription factors) and the compounds which target
St o these genes (transcription factors).
o TargetMine is an integrated data warehouse that enables complicated
Lookup: [10013 for Organism: |H. sapiens [z " searches that are difficult to perform using existing comparable tools

and therefore, assists in efficient target prioritisation.
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