Description of Additional Supplementary File

Supplementary Data 1. The expressed genes in at least one compartment.

There are 26,161 genes expressed in at least one of the 11 compartments after pooling all four
sections. The number indicates UMI index, which is normalized by the total expressed transcripts
distinguished by UMI in a spot and multiplied by a scale factor of 10,000.

Supplementary Data 2. The gene list existed in WGCNA modules.
Weighted correlation network analysis (WGCNA) is used for finding clusters (modules) of highly
correlated genes

Supplementary Data 3. The details of differentially expressed genes.
Differential gene analysis is conducted over the 11 compartments. After redundancy removal,
there are 2,992 genes defined as differentially expressed genes.

Supplementary Data 4. The details for the defined marker genes.

The marker gene is defined as the significant gene-gene connectivity in WGNCA analysis,
belonging to the members of differentially expressed genes and a minimal expression level of 1
(UMI index).



