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SUPPLEMENT



Supplement Fig 1 WSI of a murine heart (Gomori silver staining). Regions of the
different analyses are marked: 1. Inner wall of the left ventricle with cross sections of
cardiomyocytes; 2. Outer wall of the left ventricle with cross sections of cardiomyocytes
3. Mid wall of the left ventricle with longitudinal sections of cardiomyocytes 4. Inner wall
of the right ventricle with cross sections of cardiomyocytes
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Supplement Fig 2 Processing of WGA+pro-ANP+DAPI in ImagedJ. Merge images are
split into single channels first. The WGA channel is segmented using watershed
segmentation. The user defines the tolerance and can add missing lines if necessary.
The cardiomyocytes (CM) are identified by their size. Nuclei of cardiomyocytes and
pro-ANP are identified in their appropriate channel by auto-threshold. By using the
instances of the cardiomyocytes noncardiomyocyte nuclei can be excluded. In each
instance of a cardiomyocyte, the amount of pro-ANP is evaluated. An overview image
with all evaluated instances is created
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Supplement Fig 3 Basic characterization of TAC-Experiment. A Heart weight of sham
mice (n = 9) and TAC mice (n = 9) and the heart to body weight ratio. B Relative mRNA
Expression of ANP, BNP and CTGF in sham and TAC mice
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Supplement Fig 4 Heart size of human autopsy cohort. Heart weight and left
myocardial thickness of autopsy cases without aortic stenosis (AS) (n = 14) and with
AS (n=7)

TAC

Supplement Fig 5 Representative images of heart cross sections of Sham and TAC,
Hematoxylin and eosin staining (scale = 20 ym)

section of Gomori silver staining with many not detectable capillaries. B
Representative cross-section of Gomori silver staining with detectable capillaries
(scale = 20 pm)



