
Extended Data Figure 1. Optimization of immunohistochemistry staining for p16 (For Figure 1)
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Extended Data Figure 2: Mapping p16 positive clusters in human ovarian tissue pieces (For Figure 1)
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Extended Data Figure 3: Heterogeneity of p16 expression in the postmenopausal human ovary
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b) Validation of p16 staining with two different antibodies
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Extended Data Figure 4: Characterization of p16-positive cells and their niche

a) Histological characterization of p16-positive regions 
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Extended Data Figure 5: Mapping p16 positive clusters for the DSP participant
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Extended Data Figure 6: Spatial transcriptomic data analysis pipeline
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GeoMx Spatial Analysis pipeline. Raw data is preprocessed using GeoMx NGS Pipeline software in order to 
generate DCC files. These files are used to generate the counts matrix and then the quality control steps are 
executed. It occurs in the ROI level and gene level. The filtered data proceeds to background (negative probe) 
and TMM normalization. If necessary, the batch correction is done. The samples are clustered and the biomarkers 
are identified. Differential expression analysis is performed considering different biological comparisons. From the 
DEGs, perturbed pathways can be detected. Gene expression is mapped onto the images.



Extended Data Figure 7: p16 positive cellular component and molecular function analysis



Extended Data Figure 8: Derivation of p16-associated transcriptomic signatures to map senescent cells



Extended Data Figure 9: Evaluation of senescence-associated signatures for spatial mapping of p16 
positive regions. (For figure 5)



Extended Data Figure 10: Validating the precision of different p16 signatures to map p16 positive regions 
in native tissue (For Figure 5)
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Extended Data Figure 11: Histological quantification of collagen deposition in postmenopausal ovaries 
using picrosirius red (For Figure 6)
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