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Supplementary Figure S2

Comparison of Meg3 and Ankrd1 transcriptional clusters with muscle developmental 
signatures (A) UMAP of the integrated data between the TA snRNA-seq from Petrany et al at 
P10, P21 and 5-month and the Ctrl and MBNL-KD TA muscles from this study. Each point 
represents a single-nucleus and is coloured by the cell-identity. (B-C) UMAPs as in (A). Each 
point is coloured by the intensity of Ankrd1 and Meg3 expression and represents a single 
nucleus. Dot plot of the different cell types and their expression of the key marker genes 
representing Ankrd1 (B) and Meg3 (C) clusters over development and compared to the data 
found in this study.


