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NLM-Gene is a publicly accessible dataset consisting of 550 PubMed articles manually annotated for gene and their NCBI Gene identifiers. 
Annotation quality
Data has been doubly annotated in three rounds until annotators achieved 100% agreement. 
Annotation load was distributed so that all annotators annotated a similar number of documents, and a similar number of entities. Annotators did not know the identity of their partners until the very end. All pairings were made at the document level, so each annotator was paired with every other annotator. There were six annotators who were attached to the project from the beginning to end.  
Inter-annotator agreement (IAA) was measured for Gene ID annotations, since annotators had almost perfect agreement for mention recognition. 
IAA was 74% for the first round of annotations, 86% for the second round, and 100% after collaborative discussions. 
Data format
NLM-Gene is available in BioC XML and has been partitioned into training and testing set. The training set consists of 450 articles, and the testing set consists of 100 articles. For data annotation information and details, please refer to the data annotation document.  
For gene recognition results, and corpus characteristics and further details, please refer to the manuscript.  
We believe this resource can be of significant value to the researchers in both life sciences and informatics communities. Specifically, people involved in data curation, and biomedical tool development will find the availability of this corpus very useful.  
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