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Pneumonitis
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DESCRIPTION
In Pneumonia is a common cause of morbidity and mortality that 
is primarily brought on by bacterial infections. COVID-19 is char-
acterised by lung infection and the possibility for progressive or-
gan failure. The systemic consequences of both illnesses on the 
blood metabolome are unknown. By contrasting the blood metab-
olomes of the two illnesses, we predicted that plasma metabolo-
mics would be useful in identifying the systemic impacts of both 
disorders. Therefore, we profiled the plasma metabolomes of 26 
controls, 23 cases of non-COVID-19 pneumonia, and 43 instances 
of COVID-19 pneumonia using a non-targeted approach.

The three groups could be separated by metabolic changes, with 
the two pneumonia groups being separated by specific metabol-
ic changes. When plasma samples from the same participants’ 
venous and arterial blood were analysed, the unique metabolic 
effects of pulmonary pneumonia were found. Additionally, a ma-
chine learning signature with four metabolites and an AUC of 86, 
10% was able to predict the disease outcome in COVID-19 indi-
viduals. Overall, this study’s findings point to systemic metabol-
ic changes that may be connected to the causes of pneumonia 
caused by COVID-19 and pneumonia caused by other viruses.

The coronavirus disease (COVID-19) pandemic, which has affected 
millions of individuals globally over the previous two years, has 
been the main health problem. It was rapidly determined that the 
condition, which started with a number of pneumonia cases with 
an unidentified aetiology, resulted in severe acute respiratory syn-
drome. The primary symptom of COVID-19 is a respiratory infec-
tion, but it can develop into a systemic sickness that can be deadly 
and result in organ failure.

In addition, the build-up of saturated fatty acids, such as octade-
canoic acid, indicates that the structural and functional features of 
the cells have been altered, leading to apoptosis or necrosis-me-
diated cell death. Other metabolic entities that have been identi-
fied as trans-pulmonary activities need more structural validation 

with regard to their function in the lung pathogenesis of COVID-19 
pneumonia and non-COVID-19 pneumonia. Numerous cytokines 
show large trans-pulmonary gradients in both non COVID-19 
pneumonia and COVID-19 illness, which are more prominent in 
the COVID-19 group. As was to be expected, there were no chang-
es within the control group. A prior study found a correlation be-
tween the cytokine concentration in the vein and the severity of 
the disease and its outcome.

To find group-specific differences between the COVID-19 pneu-
monia, non COVID-19 pneumonia, and control groups in this in-
vestigation, we used a non-targeted plasma metabolomics tech-
nique. When compared to controls, COVID-19 pneumonia and 
non COVID-19 pneumonia groups both showed disease-specific 
metabolic abnormalities that can be used to create biomarker pat-
terns that predict the likelihood of a patient dying from the dis-
ease. Numerous metabolites and cytokines were shown to have 
a trans-pulmonary gradient, indicating the function of the lung in 
regulating the effects of systemic illness.

Overall, our research provides novel insights into the metabolic 
differences that distinguish COVID-The study has both benefits 
and drawbacks. There may be bias because the patient sample 
contains more men than women. Initially, we included only male 
patients to account for female blood metabolome cyclic changes. 
As the COVID-19 pandemics started, we decided to address this 
novel disease by including female patients. Additionally, we did 
not address a number of underlying factors, such as medication 
or diet.
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