PERMANOVA p-value:0.02
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Cell Growth and Death:
Membrane Transport:

Genetic Information Processing:

Amino Acid Metabolism:

Enzyme Families:

Metabolism of Cofactors and Vitamins:
Metabolism of Other Amino Acids:
Metabolism of Terpenoids and Polyketides:

Nucleotide Metabolism:
Xenobiotics Biodegradation and Metabolism:
Endocrine System:

Energy Metabolism:
Signal Transduction:

Carbohydrate Metabolism:

Infectious Diseases:
Lipid Metabolism:
Glycan Biosynthesis and Metabolism:

Cellular Processes and Signaling:
Biosynthesis and biodegradation of secondary metabolites:
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Epigenetic clocks



