
Current Research 
in Emergency 
Medicine (CREM)

How to cite this article; Galkin F (2021) Pace of aging as a marker of general health. Curr Res Emerg Med 1; 1012

Volume 1, Issue 3, 2021
Article Information
Received date : 23 October, 2021
Published date: 13 December, 2021

*Corresponding author
Fedor Galkin, Deep Longevity Limited, 
Hong Kong

DOI: 10.54026/CREM/1012

Key Words
COVID-19; Chronological Age; Medical 
History; DNA Methylation; Geroprotective 
Therapies

Distributed under: Creative Commons 
CC-BY 4.0

Opinion

Pace of Aging as a Marker of General 
Health
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Opinion

All people age, but at the same time some people seem to age slower than others. Conversely, others seem to age too fast. 
This kind of intuition is naturally developed in all humans since we interact with both old and young people on a daily basis. 
While everyone can use surface-level features (wrinkles, skin tone) to estimate a person’s age, only trained professionals 
have the intuition to tell an old liver and a young liver apart. The task estimating the age of an organ or a system is even 
harder if you cannot examine it directly.

However, this is not a challenging task for an AI program. Throughout the past decade, dozens of “aging clocks” have 
emerged. The first of them was published by Steve Horvath in 2013 [1]. Horvath’s aging clock uses DNA methylation data 
that can be obtained from blood (or any other tissue) to detect the fingerprints of aging and quantify the pace of aging. 
This model has been used to demonstrate that people with various conditions such as Alzheimer’s disease, obesity, cancer 
display accelerated aging [2]. Alternatively, aging clocks can also be used to verify the potential Geroprotective therapies 
that promise to slow down aging [3].

DNA methylation clocks are widely popular among researchers but the complexity of the underlying sample processing 
protocol makes them unfit for the clinical settings that require haste. To amend this drawback of the classical molecular 
aging clocks, our team has developed an aging clock that can process standard blood tests [4]. Accelerated pace of aging it 
detects has been shown to be a significant risk factor in all-cause mortality [5]. We have also demonstrated that this aging 
clocks can be used to differentiate smokers and non-smokers [6]. But most importantly, we have shown how this aging clock 
can benefit the public in the times of the COVID-19 pandemic [7]. The COVID patients that show signs of accelerated aging 
during admission, according to their blood tests, tend to have lower expected survival time. Note, that the effect of the 
accelerated aging remains significant in models adjusted for chronological age, symptoms, and medical history.

Blood aging clocks allow for more accurate survival analysis and may be used to efficiently allocate limited resources 
during a crisis such as the ongoing pandemic.
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Abstract

Aging clocks are a type of a statistical model able to estimate the intensity of the basic aging processes based on a set 
of biomarkers, such as data from blood panels, wearable trackers, psychological survey etc. This technology holds great 
potential in the healthcare industry due to its diagnostic and prognostic properties.
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