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Research progress of genome editing in human germline cell
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Abstract: Genome editing greatly promotes the efficiency of precise modification of target sites. It is necessary to
edit the germline cell because of the specificity of human embryo development and the necessity for repairing
thousands of genetic diseases. It is a new field to edit the germline cell, and it is not only a scientific problem, but also
an ethical issue. This article summarizes the ethical discussion of germline cell editing and its research progress.
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