
Controlled genetic perturbations, integrated across five organisms

Yeast
SGD: RLS 1,043 / CLS 1,638 genes

isogenic deletion strains

Worm
GenAge: 887 genes

RNAi / mutants, inbred N2

Fly
GenAge: 201 genes
mutants, lab strains

Mouse
GenAge: 136 genes

knockouts / transgenics

Human cells
CellAge: 866 genes

knockdown / overexpression

Harmonize
direction of effect:

aging-promoting (AP)
or aging-restraining (AR)
map to human orthologs
(Alliance, ≥3 methods)

Convergence
pairwise enrichment

direction concordance
permutation null
→ 116 core genes

Architecture
STRING network modules
GO functional categories

evolutionary depth

Where it acts
subcellular location (HPA)

mouse developmental
lethality (MGI)


