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Human skeletal muscle aging atlas Explore

1D: PMID38622407 HUMAN  Matched cells: 183161  Total cells: 183,61  Raference [7

Abstract Metadata overview Dimensionality reduction
Skeletal muscle aging is a key contributor to age-related frailty and sarcopenia with substantial implications for global health. Here we profiled Author's cell type . umap "
90,902 single cells and 92,259 single nuclei from 17 donors to map the aging process in the adult human intercostal muscle, identifying cellular
changes in each muscle compartment. We found that distinct subsets of muscle stem cells exhibit decreased ribosome biogenesis genes and Number of cells
increased CCL2 expression, causing different aging phenatypes. Our atlas also highlights an expansion of nuclei associated with the Type | multinucleated myofibers (MF- 42,05
neuromuscular junction, which may reflect re-innervation, and outlines how the loss of fast-twitch myofibers itigated through Typez fibers (MF-I) 28,558
and upregulation of fast-type markers in slow-twitch myofibers with age. Furthermore, we document the function of aging muscle Fibrmblas (FB) .
microenvironment in immune cell attraction. Overall, we present a comprehensive human skeletal muscle aging resource -
{https://www.muscleageingcellatias.org/) together with an in-house mouse muscle atlas to study common features of muscle aging across Muscle stem cells (MuSC) 2215
species. Smooth muscle cells [SMCs)
Teell
Multinucleated myofibers ME-lscifg)
Multinucleated myofibers MF-Iscifg)
Macrophage
Natural killer (NK cell
Capillary endothelial cells (CapEC)
Specialised MF
Monacvie
A single-cell atlas of human teeth Explore
ID: GSEW61267  Matched cells: 35,202  Total cells: 35,202  Reference (7
Abstract Metadata overview Dimensionality reduction
Teeth exert fundamental functions related to mastication and speech. Despite their great biomedical importance, an overal picture of their Author's cell type - UMAP (n_neighbors=20 - Harmony (Sample D))~
cellular and molecular composition s still missing. In this study, we have mapped the transcriptional landscape of the various. cell populations
that compose human teath at single-cell resolution, and we analyzed in deeper detail their stem cell populations and their microenvironment. Humber of cells
Our study identified great cellular heterogeneity in the dental pulp and the periadontium, Unexpectedly, we found that the molecular signatures. Fibroblast 13479 HY
of the stem cell populations were very similar, while their respective microenvironments strongly diverged. Our findings suggest that the Endothelial cell
microenvironmental specificity is a potential source for functional differences between highly similar stem cells located in the various tooth

Mesenchymal stem cell [MSCs)
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