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Supporting Information S1

Supplementary Figure 1: Cell-type estimation in fresh-frozen histology sections of human
ovary
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From each fresh-frozen ovary tissue block (ages: 7, 16, 20 and 32), 5 um thick sections were

cut and stained with H&E. Regions of interest (ROI) for follicle-rich, endothelial-rich, and

ovarian stroma-rich areas were selected and cells of each type (oocyte, granulosa, endothelial,

and ovarian stroma cells) were manually counted. The blow-ups show a magnified image of the

Supplementary Figure 1. Cell-type estimation in fresh-frozen histology sections of human ovary
from each fresh-frozen ovary tissue block (ages: 7, 16, 20 and 32), 5 um thick sections were cut
and stained with 2H&E. Regions of interest (ROI) for follicle-rich, endothelial-rich, and ovarian
stroma-rich areas were selected and cells of each type (oocyte, granulosa, endothelial, and ovarian
stroma cells) were manually counted. The blow-ups show a magnified image of the cell types
indicated below each square and the Count-cells-square shows cells detected with image analysis
and manually phenotyped in QuPath software.

20 years

cell types indicated below each square and thg, Count-cells-square shows cells detected with

image analysis and manually phenotyped in QuPath software.



Supplementary Table S1: Description of the 61 MPs

Supplementary Table S2: Description of the 20 final candidates

Supplementary Table S3: IHC manual annotation results

Supplementary Table S4: Description of mIHC staining protocol and antibody details

S3



