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Supplemental_Fig_S2: Transcript coverage across single cell
transcriptomes.
            All genes were ranked by their log2
transcript per million (TPM) expression level within each cell type and grouped
into
quartiles. Moderately expressed genes may be considered to reside in the 2nd
(26 – 50th percentile) and 3rd (51 – 75th
percentile) quartiles. We then used
the program “CollectRNASeqMetrics” from Picard Tools
(https://broadinstitute.github.io/picard/command-line-overview.html)
to obtain and plot the normalized transcript coverage (y-
axis) as a function of
normalized transcript length (x-axis).


