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The Medical Genome Reference Bank

A publicly-available repository of genotypes of ~2,570 healthy elderly Australians.

Measure ASPREE 45 and Up
Individuals 1,853 717
 (percent female) 48.20% 59.30%
Age at blood draw (years) 79 70

(75 – 95) (64 – 91)
Height (m) 1.65 1.66

(1.33 – 1.91) (1.37 – 1.91)
Mass (kg) 74.5 72

(33.4 – 127.1) (36.0 – 147.0)
Mean sequencing depth (genome-wide) 38 39

(26.8 – 46.0) (27.3 – 45.5)
Genetic background
 Non-Finnish European 1,805 695
 South and Central American 23 5
 South Asian 14 6
 Finnish European 10 7
 East Asian 1 4
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Common variant burden in the wellderly
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The tripled power of extreme phenotype sampling
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Somatic variation and ageing
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Vectis: a searchable database of genetic variation





– Tier 1 access publicly available (date)

– 40 applications to use the MGRB

• 11 International

• 12 Interstate

• 17 NSW

– 3 manuscripts published or in press, several under way

Users of MGRB


