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Single-cell RNA sequencing analysis reveals
sequential cell fate transition during
human spermatogenesis

With the support by the National Natural Science Foundation of China, the joint research team led by
Zhao XiaoYang (G&X/NPH) from the South Medical University, Tang FuChou (3 & M) and Qiao Jie (F+7)
from Peking University published their latest progress in human spermatogenesis in Cell Stem Cell (2018,
23(4): 599—614).

Infertility occurs in 10%—15% of all couples, and male factors contribute to approximately 50% of the
cases. The investigations on germ-cell fate transition, differentiation mechanisms of spermatogenesis, and
molecular diagnosis of male infertility could provide new insights into in vitro spermatogenesis, definite
marker genes of human testicular germ cells, and powerful candidate genes associated with the occurrence
of male infertility.

Spermatogenesis is the complex yet highly ordered process of the continuous supply of spermatozoa. The
maintenance of spermatogonial stem cells (SSCs), their preparation for differentiation, and subsequent
commitment to meiosis and spermiogenesis are the key events of spermatogenesis. Previous studies have
revealed the transcriptional signatures of human germline cells. However, the developmental landscapes of
human spermatogenesis after puberty remain largely undefined.

In the present study, scientists performed scRNA-seq of 2854 individual testicular cells from donors with
normal spermatogenesis (donors with normal fertility or obstructive azoospermia [OA]) using a modified
scRNA-seq method. Combined with the
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