The text mining method to find hepatoma-related genes is composed of two parts: (1) get human genome nomenclature data and hepatoma-related literature in PubMed, and (2) identify existence of gene nomenclature data in the queried literature. We got the latest approved human genome nomenclature data from HUGO Gene Nomenclature Committee (http://www.gene.ucl.ac.uk). The hepatoma-related literatures were acquired by querying the PubMed literature database with the keyword “Hepatocellular carcinoma”. Then we checked the existence of human genome nomenclature data, including gene symbols and alias, in the title and abstract of hepatoma-related literatures. 
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The HUGO Approved human genome nomenclature data was obtained on 2004-04-08, which contained 18713 genes.
The PubMed query criteria for Hepatoma-related literature were: keyword: “Hepatocellular carcinoma”, publication year: up to 2003. The result contain 34431 literatures.
