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Natural Language Processing (NLP)
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Natural language processing: State of the art and prospects for
significant progress, a workshop sponsored by the National Library of

Medicine

Carol Friedman *, Thomas C. Rindflesch ®, Milton Corn®

“ Department of Biomedical Informatics, Columbia University, United States (J Biomedical Informatics 46:765)
® National Library of Medicine, Division of National Institutes of Health, United States
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(Terada et al. Bioinformatics 23:3513)



