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FINRISK 2002 cohort and follow-up register data
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Prospective setup, data & methods
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Population landscape, dominance, and mortality
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Association Is robust in distinct sub-populations
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Taxonomic subnetwork associated with mortality risk

Kluyve
scherichia
nterobacter H ‘

Subnetwork identification with SPIEC-EASI

I

Salosensaari et al. Nat. Comm. 12:2671, 2021



Specific causes of death & Enterobacteriaceae abundance

Cause of Death Deaths

Gastrointestinal 36
Respiratory 31
Cancer 238
All 729
Neurological 60
Other 110
Cardiovascular 254

HR
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Adjusted: age, bmi, sex, smoking, diabetes, antineoplastic and
Immunomodulating agents, systolic BP, antihypertensive medication
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/ Summary \

fecal microbiome can predict mortality risk
association is robust at multiple levels
prospective population-level analysis
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