COVID-19 Literature Knowledge Graph Construction and Drug Repurposing Report Generation
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Demo video: http://159.89.180.81/demo/covid/Covid-KG_DemoVideo.mp4, Project website: http://blender.cs.illinois.edu/covid19,
Drug Repurposing Report: http://blender.cs.illinois.edu/covid19/DrugRe-purposingReport V2.0.docx
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