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Supplementary Fig. 1 Summary table of biological replicates in imaging- and sequencing-based spatial
transcriptomics.
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Supplementary Fig. 2 Quality control metrics of sequencing-based spatial transcriptomic assays. (a)
Number of sequencing-based spatial transcriptomic capture spots per sample (b) Total genes detected per
sample. (c¢) Correlation of total genes and unique genes in integrated Visium object. (d) Differentially expressed
gene list of integrated object with mitochondrial (mt-) genes removed.
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Supplementary Fig 3 Gene scoring method from sc/snRNA-seq data to determine regional zones of the
infarcted myocardium and methods for identifying IFNIC colonies. (a) Experimental workflow. Gene scores
are derived from differentially expressed genes (DEG) after clustering integrated sc/snRNA-seq data from
previously developed scores for BZ and |Z. (b) K-means clustering of neighbors as a method of quantifying

clustered gene expression. (¢) Computation of IFNIC colony localization to the transcriptional BZ or IZ in
integrated spatial dataset.
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Supplementary Fig. 4: Gating strategy for FACS of myeloid

depletion.
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Location of origin
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Spatial Dynamics
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(expressing ISGs)
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distribution of IFNICs
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Supplementary Fig. 5 The 2 IFNIC sources compared and contrasted.





