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Figure 1. Isoform specificity in the absence of gene specificity. Panel a. Overview of data analyzed. Panel c.

The H3f3b gene abundance distributionacross cells (left) and H3f3b-204 isoform distribution across cells (right). Image
and caption adapted from Figure 1 of Booeshaghi et al. 2020 (some panels not shown) and used under a Creative
Commons Attribution 4.0 International License.
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Figure 2. Isoform atlas.
A sample from an isoform atlas displaying
isoform markers differential with respect to
subclasses. Each row corresponds to one
subclass, and each column corresponds to
one isoform. SMART-Seq isoform abundance
estimates are in TPM units, and each column
is scaled so that the maximum TPM is four
times the mean of the isoform specific for that
» row's cluster. Image and caption adapted from
Figure 2 of Booeshaghi et al. 2020 (some
A ! panels not shown) and used under a Creative
L t Commons Attribution 4.0 International License.
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Booeshaghi, A. S. et al. Isoform cell type specificity in the mouse primary motor cortex. bioRxiv 2020.03.05.977991 (2020).
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