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Supplementary Fig. 9. Altered cell clusters in the TRIM28d/d epithelium. 
a. The top altered pathways in the Lars2 GE from the TRIM28d/d

compared to the TRIM28f/f mice. Top altered pathways in the D3.5 Lcn2
LE from the TRIM28d/d mice compared to Npl LE from the TRIM28f/f mice. 
b. The UMAP of all the epithelial cells re-clustered from the D3.5 
TRIM28f/f and TRIM28d/d uterus. The cell clusters were labeled with 
different colors. Single cell trajectory predicted by Monocle and RNA 
velocity in TRIM28f/f (c) and TRIM28d/d (d) epithelial clusters. e. The 
immunofluorescence (IF) of TRIM28 and LGR5 at D2.5 and D3.5 in 
TRIM28f/f, TRIM28d/d and eTRIM28d/d uterus. Closed arrow refers to 
TRIM28 and LGR5 positive epithelium. Open arrow refers to TRIM28 
positive but LGR5 negative epithelium. LE: Luminal epithelium; GE: 
Glandular epithelium; Epi: Epithelium. N=3-4 mice per group. The IF was 
was repeated in three different mice per group with similar results.
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