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Study on the Building of Precision Medicine Text Corpus ZHOU Yongcheng, FAN Shaoping, YAN Guilai, AN Xinying, Institute
of Medical Information, CAMS&PUMC, Beijing 100020, China

(Abstract]  Using BRAT annotation tool and manual annotation method, according to the preliminary text corpus annotation specifications
the corpus annotation is carried out in accordance with the procedures of corpus selection, corpus preprocessing, corpus annotation, annotation
proofreading, and consistency check. The precision medicine text corpus containing 2 000 text corpora has been built, providing effective re-
sources support for the study of related entity and relation extraction algorithm and the building of precision medicine knowledge network.
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Loss of suppressors of cytokine signaling 3 promotes aggressiveness in hepatocellular carcinoma.

Hepatocellular carcinoma (HCC) is one of the most common cancers with a high mortality rate.
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