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Supplementary Table 1: Semiquantitative normalized [*®F]-FDG tracer uptake in the 17

myocardial segments

Mismatch Match Mismatch Match
group group group group
3 days 3 days 30 days 30 days
follow-up | follow-up | follow-up follow-up
18F-FDG tracer uptake
(semiquantitative normalized) (n=8) (n=22) (n=8) (n=22)
Basal anterior [%] 495 +16.7 | 72.8+11.4 | 82.6 £155 | 75.5+11.0
Basal anteroseptal [%] 53.3+22.4 | 76.8+14.9 | 7994216 | 77.4+10.2
Basal inferoseptal [%] 441 +£17.6 | 71.0+12.8 | 70.7 £14.7 69.4 £9.5
Basal inferior [%] 53.3+24.7 | 948478 | 915479 89.5+12.0
Basal inferolateral [%] 55.1£26.7 | 87.1+£11.2 | 86.5+7.9 85.6 £11.8
Basal anterolateral [%] 49.9422.0 | 74.9+8.6 79.5 6.2 78.1 £10.6
Mid anterior [%] 61.1+22.4 | 74.3+14.2 | 73.6+18.0 | 7481124
Mid anteroseptal [%] 81.8+16.1 | 69.8+£16.8 | 54.8+21.7 | 66.4+13.2
Mid inferoseptal [%] 67.5+15.8 | 70.6 +13.2 | 56.3 +15.6 | 65.4£13.9
Mid inferior [%] 5384216 | 925+8.1 | 90.9+8.7 88.9£11.5
Mid inferolateral [%] 52.0+24.4 | 84.6 £7.6 86.7 £8.3 86.6 +11.4
Mid anterolateral [%] 49.6 £21.4 | 75.0+12.8 | 81.3+5.0 76.8 8.2
Apical anterior [%] 70.7+211 | 67.3+£151 | 59.6+17.0 | 634125
Apical septal [%] 87.9+26.5 | 56.7 £20.4 | 37.2+14.0 | 58.3+20.6
Apical inferior [%] 64.4+20.0 | 75.7+9.8 | 69.3+13.1 | 73.0+10.7
Apical lateral [%] 50.6 +21.7 | 73.348.3 | 77.148.8 75.2£12.0
Apex [%] 63.9 £20.7 | 49.2 £12.7 | 50.9 +14.3 | 59.4+11.5

Red color: p<0.05 between the Match vs Mismatch groups at 3 days follow-up

Blue color: p<0.05 between the Match vs Mismatch groups at 30 days follow-up




Supplementary Table S2. Segmental contractility data

Mismatch Mismatch

group Match 3d | 30d Match 30d
Segmental contractility (n=8) (n=22) (n=8) (n=22)
Basal anterior [cm/s] 21.0£1.7 21.0£1.6 21.6x£1.1 23.7£1.5

Basal anteroseptal [cm/s] 22.1+£1.6 22-1+1.4  |22.3£1.7 23.8+2.3

Basal inferoseptal [cm/s] 21.5+1.3 21.8+£1.6 21.2+1.3 23.6x£2.0

Basal inferior [cm/s] 21.4£1.6 22.1+£1.0 22.2+1.0 23.9£1.3

Basal inferolateral [cm/s] 21.7£1.5 21.8+1.4 23.1+1.0 24.1+1.9

Basal anterolateral [cm/s] 21.2£1.5 21.5£1.6 22.4+0.8 21.8+2.4

Mid anterior [cm/s] 20.9+2.2 21.1+1.7 20.6+1.6 22.0+£1.7
Mid anteroseptal [cm/s] 20.0+£1.5 20.8+2.3 21.0+1.9 22.1+2.3
Mid inferoseptal [cm/s] 20.5+1.2 20.8+£1.6 19.3+£2.2 21.6+2.2
Mid inferior [cm/s] 19.4+2.2 21.4+1.7 23.1+1.0 23.0£1.8
Mid inferolateral [cm/s] 20.7£1.5 21.1+1.6 22.1+1.3 23.0£15
Mid anterolateral [cm/s] 20.3£1.3 20.4£1.7 20.9+1.9 21.8+1.6
Apical anterior [cm/s] 18.4+2.1 18.3+2.5 18.8+2.2 20.1+2.3
Apical septal [cm/s] 17.4£1.6 18.4+2.0 17.2+1.8 20.2+2.4
Apical inferior [cm/s] 18.7+1.4 19.9+1.8 19.5+1.4 21.1+1.3
Apical lateral [cm/s] 19.1+0.9 19.6£1.5 19.8+1.4 21.5+1.7
Apex [cm/s] 16.2+0.8 18.0+2.7 16.8+1.8 18.4+1.7

Blue color: p<0.005 between Match and Mismatch groups
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Supplementary Fig. S1. Segmental myocardial [*F]-FDG tracer uptake and segmental
contractility 3 days after reperfused myocardial infarction.

Upper panel: Decreased tracer uptake in the infarcted area (segments 7-9, 13,14, 17) in the
Match group (blue line). In contrast, relatively increased tracer uptake in the infarcted areas
and lower tracer uptake in the remote non-ischemic areas in the Mismatch group (orange
line).

Bottom panel: Decreased segmental contractility in infarcted segments in both groups.

Grey segmental areas represent infarcted areas.
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Supplementary Figure S2. Significant correlation between segmental contractility and
[*8F]-FDG tracer uptake 1 months after the infarction.
Pooled data of all animals.
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Supplementary Fig S3. Effect of microvascular obstruction (MVO) on infarct transmurality
and ['®F]-FDG PET tracer uptake in the infarcted area 3 days after reperfused AMI

a: Quantitative assessment of MVO (percent of left ventricle), b: Quantitative assessment of
[18F]-FDG tracer uptake in the infarcted area *:p<0.05, c: Insignificant correlation between
infarcted area transmurality and MVO in pooled groups, d: Insignificant correlation between
[}8F]-FDG tracer uptake in the infarcted area and MVO in pooled groups, e: Insignificant
correlation between [*8F]-FDG tracer uptake in the infarcted area and MVO in Mismatch
group, f: Insignificant correlation between [*8F]-FDG tracer uptake in the infarcted area and
MVO in Match group
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Supplementary Figure S4. Direct comparison of infarct with (mismatch) and without
(match) high FDG uptake show a strong correlation with activation of the innate immune
system in the mismatch group. Genes associated with circulatory system development were
downregulated in the mismatch group compared to the match group. Red and blue bars
indicate number of up- and downregulated genes. The size and grey scale of gene sets show
the statistical significance of the regulation of the respective cellular process.
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Supplementary Figure S5a. Gene ontology (GO) enrichment analysis of RNA sequencing
data in the border zone. The ridgeplots show the GO terms with the most profound changes
between groups. The number of significantly altered genes within each GO term is plotted
against the respective log2fold change and fill colors indicate adjusted p values. In the border
zone, gene clusters of immune system regulation, particularly genes of leukocyte regulation,
were stronger affected in Mismatch animals. Quantitative RNA sequencing data (log2fold
changes between biological groups) were computed by ClusterProfiler using the gseGO
function.
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Supplementary Figure S5b. Direct comparison of gene expression between the Match and
Mismatch groups in the border zone of the infarcted myocardial area. The ridgeplots show
the GO terms with the most profound changes between groups. A comparison of the border
zones between Mismatch and Match animals shows relatively minor differences. Gene sets of
muscle system and structure development were significantly stronger expressed in the Match
group. Negative values indicate stronger gene abundance in Match compared to the
Mismatch group,
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Supplementary Figure S6. Quality control metrics of sequenced nuclei (10x Genomics
snRNAseq) in infarcted, border, and remote zones of Match and Mismatch groups. Each dot
represents sequenced nuclei in t-SNE projection of cell with color-coded UMI counts.
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Supplementary Figure S7. Data demonstrate a contribution of mitochondrial gene
expression, suggesting the possibility of mitochondrial RNA adhering to nuclear membranes
or being detectable through gene expression biochemistry. These genes were consequently
excluded from downstream analyses.
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Supplementary Figure S8. Detected features with high cell-to-cell variability in the dataset.
These genes were differentially expressed in some cell types and were thus of interest for

further analyses.
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Supplementary Figure S9. Dimensionality reduction. Heatmap of significantly regulated
genes according to Seurat integration analysis (FindMarkers function).
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Supplementary Figure S10. Numbers of differentially regulated genes in individual cell
clusters between Match and Mismatch groups in the infarcted zone. Data were generated
using the R-package MAST.



