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Context

Since one year and a half, hospitals have been facing waves of varying intensity of new COVID-19 patients arriving, which are putting our healthcare system at risk (overwhelmed if no
action was taken). We, infectious diseases physicians and hospital biologists, urgently need predictive biomarkers of the health trajectory of patients arriving at hospital’s
emergencies to better stratify risk and improve patient management. In particular, we need to identify as early as possible which hospitalized patients are at risk of developing a
severe form of COVID-19 and requiring intensive care. To date, patient management has progressed, since evidence-based immunomodulatory treatments (dexamethasone, ...),
provided at the right time, decrease the fatality rate for those with a severe disease. Almost all the severe cases are due to the onset of a delayed (after 7-10 days of mild symptoms
usually) acute respiratory distress syndrome; this lung damage is due to an hyperinflammatory state secondary to an hyperactivation of the immune system. Classical markers of
inflammation (C-reactive protein [CRP], Interleukin-6 [IL6], for instance with good sensitivity but low specificity 79% and 62% respectively) may participate in identifying, at the
hospital admission, which patients will experience a worsening of lung functions; moreover, it has been clearly demonstrated that co-morbidities linked to dysmetabolic disorders
(diabetes, obesity, hypertension, etc.) are risk factors severe forms. However, a more efficient identification of the most at-risk patients is needed.
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A new cohort of validation of COVID-19 patients must be used to validate the identified
biomarkers.
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