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a b s t r a c t 

There have been reports that the Omicron variant of SARS-CoV-2 is milder and may resolve more quickly than 

earlier variants of SARS-CoV-2, like the Delta variant. Due to a dearth of studies on duration of PCR positivity 

for the Omicron variant, we studied this question in a cohort of routinely tested employees that work in a large 

laboratory. We found that there was no difference in duration of PCR positivity among those infected with the 

Omicron variant of SARS-CoV-2 versus earlier variants of SARS-CoV-2. That suggests in a clinical study that the 

increased infectiousness of Omicron might likely be due to factors related to viral and host cell interactions, 

rather than viral load or duration of infectivity, which has been suggested in immune escape studies. 
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Table 1 

Characteristics and duration of PCR positivity among a cohort of employees 

routinely tested for SARS-CoV-2. 

Value 

Variable Before Dec 1 ( N = 36) On or after Dec 1 ( N = 734) 

Duration of PCR positivity 12.9 (SD: 6.8) 14.3 (SD: 7.0) 

Age (years) 33.6 (SD: 12.6) 31.6 (SD: 9.1) 

Female 66.7% 63.5% 

Heritage 

Asian 2.8% 1.5% 

Black or African American 5.6% 12.1% 

White 22.2% 16.8% 

Other/Prefer not to share 69.4% 69.6% 

Hispanic 16.7% 20.8% 

i  

2  

o  

t  

p  

t  

 

s  

f  

s  

d  

v  

h

R

2

The Omicron variant of SARS-CoV-2 can partially evade the humoral

mmune system and may have a shorter incubation period than ances-

ral strains Jansen et al. [1] . Most of the viral studies of SARS-CoV-2

nfection that defined duration of infectiousness were conducted prior

o en masse vaccinations and the emergence of new SARS-CoV-2 vari-

nts [2] . We aimed to assess if the duration of nasal PCR positivity was

ifferent for the Omicron variant of SARS-CoV-2 versus earlier variants.

In March 2020, Curative, a COVID-19 testing company, began rou-

inely screening its workforce with a SARS-CoV-2 polymerase chain

eaction (PCR)-based test, which was Food and Drug Administration-

uthorized SARS-CoV-2 [3] . The workforce has been undergoing daily

creening. In Fall 2021, the workforce was mandated to be vaccinated

or COVID-19. The first case of the Omicron variant of SARS-CoV-2 in

he United States was detected on 1 December 2021 and quickly became

he prevalent strain of SARS-CoV-2 [4] . 

We aimed to assess the duration of PCR positivity before and after 1

ecember 2021 among infected employees, when the Omicron variant

f SARS-CoV-2 became the dominant strain [4] . Infection was defined

s at least 2 positive sequential nasal PCR tests. Clearance was defined

s at least 2 negative sequential PCR tests. All employee samples were

ent for sequencing. Analyses were performed on SQL (IBM, Armonk,

Y). 

The study of de-identified electronic medical record data was deter-

ined by the Advarra institutional review board (Pro00054560) to be

xempt from review. 

In the cohort, demographic characteristics were similar between

roups. All employees were vaccinated ( Table 1 ). We identified 770
Abbreviations: SARS-CoV-2, severe acute respiratory syndrome coronavirus 2; PCR
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nfections. There were 36 infections that occurred before 1 December

021 (pre-Omicron period). Those were PCR positive for an average

f 12.9 days (Standard deviation [SD]: 6.8). There were 734 infections

hat occurred after 1 December 2021 (Omicron period). Those were PCR

ositive for an average of 14.3 days (SD: 7.0). Durations of infection be-

ween the pre-Omicron period and Omicron period were not significant.

In a study by Puhach et al. that assessed viral burden, the mean na-

opharyngeal viral copy values and the infectious viral load among in-

ections caused by the Delta and Omicron variants of SARS-CoV-2 were

imilar [5] . PCR positivity generally lasts longer than the period an in-

ividual is infectious [2] . Infectiousness is predicted by an individual’s

iral load, duration of infection, and viral characteristics, like a virus’
, polymerase chain reaction; COVID-19, coronavirus disease 2019. 
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bility to bind to and enter a host cell [6] [ 1 , 5 ]. Given our findings and

hose of Puhach et al., the increased infectiousness of Omicron might

ikely be due to factors related to viral and host cell interactions, rather

han viral load or duration of infectivity. 
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