


Supplemental_Fig_S20: Unsupervised hierarchical clustering
of non-diabetic and Type 2 diabetic single cell transcriptomes
after removing marker
genes discretize samples by cell type and not disease state.

Circular dendrogram
of single cell transcriptomes with cell type and disease status information
overlain. The
dendrogram was generated after performing unsupervised hierarchical
clustering of both non-diabetic and Type 2 diabetic single
cells without marker
genes (INS, GCG, SST, PPY, GHRL, COL1A1, PRSS1, and KRT19) and 2746
highly expressed genes with
log2(CPM) > 10.5. Appropriate labels
and coloring of samples were added after the unsupervised analysis.


