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Amyotrophic lateral sclerosis -

Ubiquitin mediated proteolysis

Progesterone—mediated oocyte |
maturation

Apoptosis — multiple species q

Age

Gender

Stage

M

riskScore

Age
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Stage
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Alzheimer disease
Huntington disease 1
Parkinson disease -

Prion disease -

Cell cycle

Spliceosome [ ]

Oocyte meiosis -
Spinocerebellar ataxia -
Purine metabolism -

Oxidative phosphorylation

Carbon metabolism A

Ribosome biogenesis in |
eukaryotes

Nucleotide metabolism -

RNA degradation
Fanconi anemia pathway -
DNA replication -
Platinum drug resistance -
p53 signaling pathway 1
Homologous recombination 4
Basal transcription factors
Nucleotide excision repair -
Fatty acid metabolism A

Mismatch repair -

Proteasome -

Biosynthesis of cofactors - [ )
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<0.001

<0.001

Count
®
@ «©
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0.02 0.04

Hazard ratio

1.036(1.025-1.047)

1.167(0.918-1.483)
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1.630(1.289-2.061)

1.427(1.122-1.815)

4.292(2.519-7.314)

1.011(1.000-1.022)

Hazard ratio
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1.021(1.011-1.031)
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