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Abstract Objective: To explore the existing problems and countermeasures of medical large data service in
precision pharmacy. Methods: Big data required in clinical application of precision pharmacy and development
status at present were analyzed based on literature review and logical analysis. The limitations of current
personalized medicine researches were explored from the perspectives of pharmacogenomics and individual
genomics studies. Results and Conclusion: Current achievements of pharmacogenomics studies couldn't meet
clinical requirement. The achievements of individual genomics studies were too fragmented to be used in clinic.
The genomic studies combined with electron health records (EHR) could reflect the research and development
of drugs and the effectiveness of medication to some extent. The establishment of the clinical evaluation system
of precision pharmacy based on EHR and omics data would greatly promote the research and development of
precision drug and the evidence-based accuracy of personalized medicine.
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