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Figure 4: Slide-seq identifies local transcriptional responses to injury: (A) Top: All mapped
beads plotted for a coronal slice from a mouse sacrificed 2 hours after injection. Circle radius is
proportional to the number of transcripts per bead up to a maximum of 500 transcripts. Bottom:
Three genes that mark the injection site. (B) As in (A), but for a mouse sacrificed 3 days after
injection. Top right shows a DAPI image of an adjacent slice, with injury indicated by a red
arrow and inset below. Middle right shows an expanded view of the injection site, with damage
primarily in layer 1. Panels with black backgrounds show cell types as called by NMFReg using
the hippocampal dataset, as density plots, scale bar: 250 um. (4). Cluster 13 marks hippocampal
neurogenesis, and is interpreted here as marking mitotic cells. (C) As in (B), for a mouse
sacrificed 2 weeks following injection. Bottom, scale bar: 500 um. (D) The spatial density



bioRxiv preprint doi: https://doi.org/10.1101/563395; this version posted February 28, 2019. The copyright holder for this preprint (which was
not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available
under aCC-BY-NC-ND 4.0 International license.

profiles of microglia, mitotic cells, and astrocytes plotted for the 3-day puck in (B) (4). Lyz2 is
taken to represent macrophages. (E) The spatial density profiles of microglia, astrocytes, and
neurons for the 2-week puck in (C). (F) The average thickness of the features shown in (D) and
(E) is shown, in microns. Error bars show standard error (N=6 for scar, N=6 for penetration, N=3
for mitosis layer). (G-J) Gene ontology-derived metagenes are plotted for the indicated
transcriptional program, for two 3-day pucks (left) and two 2-week pucks (right). Red arrows
indicate injection site. (K) The IEG metagene (see text) is plotted for two 2-week pucks. Circular
images in (A), (B), and (C) refer to the Imm scale bar in (A). All scale bars for images with blue
backgrounds are 500 um.
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