http ://aammt. tmmu. edu. cn [ifi 225 B8 2 2A AR, 2022 ,44( 1) 69

DOI:10. 16016/j. 1000-5404. 202111168

HApaAF A TR O LA paIETE
WAL ATIGR 400042 TPE, il A0 BE 2 OO LA PR, T DTG L AR IS

[HEZE ] PR 2 2 P BRI TE S0 B 53 B R T AR 23 A A R S o
TR PRI 42 D 28 FR BT B, R AL 1 237 %) 0L #7183 B &4 B 1) 3 A B A L &4 e [ 7Y
A H MO A B IG . O WL 518 S 08 100 5% O L 47 )5 S 1Y) o
BT I0). EHT, SR 2 4 2 I B R €0 O LA 45U A g A B AR A O LR AR
T, PRE O LA 185 58 9 o f B AR RO UL R XSSO JUL P2 9 38 AR T, S ST 4 ) 32 52 A4 L ) 1 0+
P 0 1o FL A B3 B TP A 1R 2R LA R SRR F 0o LA B 34 5 1) 43 JF G55, LA ) R B AT S o AR IR
PREGS 1T JUAFO WL A ST Sl it 55 A Ji , 3500 B0 A B AR A O WL F- 2B AT 9 vp 9 12 T S 4
JEWFFER Iy ], U R 5 SEF SR AR & BRI 275

[X8IA] PAIMZ A D 5 0 WL 50 LA A 58

[HEESZES] R322.11; R329.28; R394.2 [ CEkFRER] A

Cardiomyocyte proliferation at single-cell resolution
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[ Abstract |  Single-cell multi-omics sequencing is a new technology to accurately analyze cell
heterogeneity and gene regulatory network at single-cell resolution, and provides a brand new perspective of
pathway analysis on cell differentiation, interaction and heterogeneity. Cardiac regeneration is an important
research direction for reversing myocardial injury and remodeling. At present, single-cell omics sequencing
technologies have been wildly applied in the field of cardiac regeneration. Great achievements and prospects
have been made in the following aspects: landscape of cardiomyocyte proliferation under physiological and
pathological conditions; cardiomyocyte differentiation trajectory and interaction of non-cardiomyocytes on
cardiac regeneration; new evaluation system for cardiomyocyte proliferation based on consecutively monitoring
cell cycle molecular markers; molecular switch regulating cardiomyocyte proliferation. This review summarizes

the latest research and progress in the field of cardiac regeneration and discusses the application and
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development direction of single-cell technologies in the field in order to provide positive and reasonable

reference for the future research.
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