Digital assisted curation to the rescue of traditional literature curation
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• Traditional curation is not cost-effective and cannot keep up with the constantly increasing rate of publication of novel results
• Assisted curation is a promising avenue to increase the throughput of the curation process without compromising the quality
•
•
•
•

of the results
RegulonDB is testing and gradually introducing assisted curation techniques in its curation pipeline
Digital curation: manual curation using a customized curation environment
Semi-automated curation: a text mining system provides candidate annotations which partially guide the curation process
Automated curation: higher throughput but lower quality, the user must be informed how the data has been generated
Assisted form filling

Assisted curation pipeline

For each item to be curated (Transcription Factors, Promoters, etc.) a specific data input form has
been defined. Where possible, the system tries to pre-fill some slots of the form, which the curator
can accept or change if needed. The system also supports efficient two-clicks select-and-copy from
the paper into the input form.

Sentence Linking across collection
The introduction of text mining technologies in an assisted curation pipeline is expected to increase
the throughput of the curation process without compromising the quality of the results.

Identification of relevant domain entities (OntoGene)

Reading whole articles sequentially is very time consuming. Based on the fact that the documents
have several topics in common, we are designing a system that uses sentence similarity to link
sentences about the same subject across all the articles in the set. This way, the “linear reading” is
modified, allowing the expert to choose one sentence of interest and jump/navigate through other
articles, guided by the current topic of interest

The text mining server (OntoGene) identifies all relevant entities in the document to be curated. The
curator can inspect the results of the system through the ODIN interface, and, if necessary, simply
remove some of them, add missing ones, or modify them.

User-controlled selection of relevant sentences (ODIN)
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Other OntoGene/BioMeXT resources
The Bio Term Hub (BHT) is a combined terminological resource created by
dynamically sourcing entity names and their identifiers from reference
databases. A web interface allows a user to access selected resources and
download them in an uniform format.
http://www.ontogene.org/resources/termdb
The OntoGene’s Biomedical Entity Recogniser (OGER) is a RESTful web service
implemented on top of the BHT which allows a remote user to batch annotate a
collection of documents. Recently, we have participated in a communityorganized evaluation of Bio Text Mining services (BioCreative/TIPS), in which our
system obtained the best results according to several of the evaluation metrics.
http://www.ontogene.org/resources/oger
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