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Figure-1. Principal component analysis (PCA) score plot of the analyzed senolytic compounds with respect to their molecular descriptors. GPCR.ligand,

Ion.channel.modulator, Kinase.inhibitor,
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Figure-2. Representative results of the comparison among NPs and senolytic leads by fingerprints. The following steps were carried out for the selection of putative
senolyitics employing the comparison among 53 NPs with the senolytic lead (n=54): A) The suitable number of clusters was determined by Elbow method.

B) Clusterization of Ward’s method, the senolytic cluster are marked in red and senolytic molecule as 1. C) Cluster plot using Kmeans showing the same molecules in the
senolytic cluster marked in blue. D) Silhouette cluster representation to corroborate the first clusterization methods.



