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Abstract

As one of the reproductive gametes, oocytes form the basis of reproductive capacity in nearly all

mammals, with their developmental processes and genetic variations being crucial. Single - cell

sequencing enables the isolation and detection of individual cells, offering more precise genetic

information at the cellular level. In recent years, it has been widely applied in oocyte-related research,

facilitating a deeper understanding of oocyte heterogeneity under various conditions. This review

outlines the principles of single - cell sequencing and its applications in oogenesis and oocyte

maturation. Additionally, it also reviews the significant role of single-cell sequencing in the study and

assessment of oocyte quality.
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20154 Guo %" e W A SCS Rl 177 A 2K 4
P 4~19 A B LI FGCs, 25 1 7R, 4~10 J& PGCs
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H Fi A k5 & B, i 2L 3 9 00 B S R 2 R) BB AT
TE 51 J5 - 4l i (oogonial stem cells, OSCs) , #& 1fif H:
JE A EAA G . Wagner %1% BN B SR
JZ [ SCS #F 58 & BL, 1] OSCs ¥ 5t fn id ¥
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1C 4 DL K BRBE 4 ML bR 2 W 0 KGR AR . AR A
X BB A AN & OSCs, i 2 I 45 J Bl 4 i . A I
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I NAD/Sirtl /- F ST R R 5. X ey
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