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[ Abstract]

DNA sequencing, which provides unprecedented opportunities for the modern-life science and medical

High-throughput sequencing technology is a milestone in the development course of

research. On this basis and clinical disease diagnosis, prognosis assessment and targeted therapy, the
combination of genes can improve the clinical diagnosis and treatment and easy to monitor disease
progression. This article for high-throughput sequencing technologies to detect T&B lymphocyte CDR3

receptor library in the clinical application were reviewed.
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