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Supplementary information, Fig. S5. Quality control of spatial transcriptomics data. a 

Expression pattern of lung region markers (Adh1 and Sftpc) and intestine region marker (Chga 

and Adamdec1) in E14.5 embryo tissue sections. b Violin plots showing the numbers of 

transcripts, numbers of genes, mitochondria count percentage, and UMI per gene of FL spots. 

c Spatial feature plots showing the numbers of transcripts, numbers of genes, mitochondria 

count percentage, and UMI per gene of FL spots.  

 


