
Description of Additional Supplementary Files 

 

File Name: Supplementary Data 1 

Description: Supplementary Data 1 contains sequencing- and spatial transcriptomics-
related datasets used throughout this study, including: 

• Differentially expressed genes (DEGs) identified from placental bulk RNA-
sequencing analyses. 

• Gene Ontology (GO) enrichment results derived from the RNA-sequencing datasets. 

• Marker gene sets used for gene set variation analysis (GSVA). 

• Differentially expressed genes identified in mouse trophoblast stem cell RNA-
sequencing analyses. 

• Genes included in the custom MERscope spatial transcriptomics panel used in this 
study. 

 

 


