Title: Supplementary Data 1.

Description: List of genes enriched in individual stem cell clusters, along with their mean expression,
SAM weight, enriched population, and fold enrichment. Fold enrichment is calculated as the average
raw counts within a cluster divided by the average raw counts in all other stem cell clusters. Genes
are considered stem cell-specific if there are no differentiated somatic cell types with greater than 1
average log2(CPM).

Title: Supplementary Data 2.

Description: List of genes examined by RNAI. Oligonucleotide sequences used for cloning are also
listed.

Title: Supplementary Data 3.
Description: Additional primer sequences for cloning used in this study.



