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Background: The emergence and progression of highly divergent SARS-CoV-2 variants have posed increased risks to global public 
health, triggering the significant impacts on countermeasures since 2020. However, in addition to vaccination, the effectiveness of non- 
pharmaceutical interventions, such as social distancing, masking, or hand washing, on different variants of concern (VOC) remains 
largely unknown.
Objective: This study provides a mechanistic approach by implementing a control measure model and a risk assessment framework 
to quantify the impacts of control measure combinations on the transmissions of five VOC (Alpha, Beta, Delta, Gamma, and 
Omicron), along with a different perspective of risk assessment application.
Materials and Methods: We applied uncontrollable ratios as an indicator by adopting basic reproduction number (R0) data collected 
from a regional-scale survey. A risk assessment strategy was established by constructing VOC-specific dose-response profiles to 
implicate practical uses in risk characterization when exposure data are available.
Results: We found that social distancing alone was ineffective without vaccination in almost all countries and VOC when the median 
R0 was greater than two. Our results indicated that Omicron could not be contained, even when all control measure combinations were 
applied, due to its low threshold of infectivity (~3×10−4 plague-forming unit (PFU) mL−1).
Conclusion: To facilitate better decision-making in future interventions, we provide a comprehensive evaluation of how combined 
control measures impact on different countries and various VOC. Our findings indicate the potential application of threshold estimates 
of infectivity in the context of risk communication and policymaking for controlling future emerging SARS-CoV-2 variant infections.
Keywords: SARS-CoV-2, variants of concern, basic reproduction number, modeling, non-pharmaceutical interventions, infection risk

Introduction
Coronavirus disease 2019 (COVID-19) pandemic, the most severe crisis faced by human society in this decade, has 
caused significant loss of life and a widespread impact on social stability and economic development worldwide. With 
limited medications available and approved by the United States Food and Drug Administration (FDA), preventive 
measures are the current strategy that could best limit the spread of the virus. Three principles have been suggested for 
the comprehensive application of multiple prevention and control measures: controlling infection sources, cutting off 
infection routes, and protecting susceptible groups.1,2
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As no single approach is 100% effective in preventing COVID-19, prevention measures were found to work best 
when layering with vaccination and non-pharmacologic interventions (NPIs). In addition to ventilation, filtration, or 
disinfection applications that could attenuate SARS-CoV-2 concentrations, both physical distancing and community 
masking help reduce the likelihood of encountering or inhaling direct transfer of virus-containing respiratory droplets.3 

Other mitigation strategies, such as hand washing, could be effective in preventing direct transfer of respiratory droplets 
(eg, coughing, sneezing, saliva, handling mucous membranes from mouth, nose, and eyes) or indirect transfer through 
contaminated surfaces.4,5

In the absence of vaccines, four major strategies could be applied to control COVID-19: (i) identification of new cases 
and isolations; (ii) contact tracking and quarantining; (iii) personal protection; and (iv) travel restrictions.6 Moreover, it is 
essential to understand the effectiveness of different control measures, especially for NPIs. Haug et al7 used a multi- 
method approach to rank the effectiveness of worldwide COVID-19 government interventions, indicating that curfews, 
lockdowns, and closing or restrictions on gatherings are the most effective NPIs. However, the effectiveness of 
combining NPIs with vaccination, particularly in the context of different SARS-CoV-2 variants, remains underexplored. 
This gap is critical for optimizing public health responses as new variants emerge.

In this study, we aimed to address this gap by applying a mechanistic research framework that integrates the control 
measure effectiveness approach with risk assessment to provide insights into decisions for choosing different combined 
control measures and a better understanding of infectivity risk when effect data are available. Thus, we selected 
vaccinations with three different NPIs (social distancing, masking, and hand washing) to investigate the effectiveness 
of six combinations of control measures in different countries and SARS-CoV-2 variants. In addition, a risk assessment 
approach was performed to compare the dose-response relationships and infectivity thresholds among five variants of 
concern (VOC), namely, Alpha, Beta, Gamma, Delta, and Omicron. Therefore, the objectives of this study were 
threefold: (i) to evaluate the trend of SARS-CoV-2 pandemics on a regional scale and compare the effectiveness of 
control measure combinations in different countries; (ii) to assess how different combinations of control measure could 
be effectively implemented to mitigate the spread of various VOC; and (iii) to quantitatively evaluate infectivity 
thresholds among VOC for potential applications in assessing SARS-CoV-2 infection risk.

Materials and Methods
Study Data and Framework
To investigate the effectiveness of the control measures and conduct a risk assessment for SARS-CoV-2 transmission, we 
collected and collated country- and VOC-specific basic reproduction number (R0) data from available studies based on 
a regional-scale survey (Tables S1 and S2). Four types of control measures (vaccination, social distancing, masking, and 
hand washing) were applied to assess the combined control effectiveness across different countries and five VOC 
(Figure 1A).

For risk assessment, dose–response relationships between the SARS-CoV-2 dose and cycle threshold (Ct) values of 
the five VOC were constructed based on data from previous studies (Figure 1B and Table S2).8–10 Subsequently, 
thresholds of SARS-CoV-2 transmission were derived based on the cumulative distribution function (CDF) curves 
generated from ED10 from dose-response relationships (Figure 1C). For risk characterization, the transmission risks of 
SARS-CoV-2 could then be characterized with exceedance risk (ER) by applying the exposure data of viral transmission 
dosages and thresholds of the five VOC derived in this study (Figure 1D).

Key Epidemiological Parameter Estimation
The proportion of asymptomatic infections (θ) was used to describe the proportion of transmission that occurred prior to 
symptom onset. By definition, θ can be calculated as
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where the incubation period is the interval from the point of infection to the appearance of symptoms.11 Latent period is 
the interval from infection to the beginning of infectious state.11 Mean duration of viral shedding is the infectious period 
of upper and lower respiratory tracts.12

To evaluate the effectiveness of the combined control measures, we constructed an efficacy-based control measure 
model by adopting a two-efficacy-based mathematical model.12 The critical control curves were constructed with two 
critical epidemiological determinants R0 and θ as well as different control efficacies (εj), as follows:
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Figure 1 Overall research framework illustrating control measure and risk assessment for COVID-19 transmission: (A) Comparisons of control measure effectiveness 
among different countries and variants. Risk assessment approach of (B) effect analysis of relationship between SARS-CoV-2 dose and Ct values, (C) predictive risk threshold 
of infectivity, and (D) potential application in risk characterization for five VOC. 
Abbreviations: COVID-19, coronavirus disease 2019; SARS-CoV-2, severe acute respiratory syndrome coronavirus 2; Ct, cycle threshold; VOC, variants of concern.
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where εj is defined as the control effectiveness of control measure j. The curve below represents the optimal control that 
is eventually achieved. The uncontrollable ratio (UR) can be calculated as the ratio of the area above the control curve to 
the total area obtained based on the confidence intervals of R0 and θ.13

We developed a control measure model by applying multiple efficacy control measures.14 In the present study, we 
employed a four-efficacy based equation,

where ε1, ε2, ε3, and ε4 represent vaccination, social distancing, masking, and handwashing, respectively. Two approaches 
were used to analyze the URs, which were based on the R0 values from different countries, and the other based on values 
of the five VOC.

Dose-Response Model
As an effect analysis in the risk assessment framework, we constructed dose-response relationships for SARS-CoV-2 
dose versus decremental proportion of Ct values compared to 0.1 plaque-forming unit (PFU) mL−1 by fitting the three- 
parameter Hill model15 to datasets of five VOC from the published literature,16 (Table S3). The dose-response profile of 
the SARS-CoV-2 dose-decremental proportion of Ct value relationships can be described as follows:

where D is the SARS-CoV-2 dose (PFU mL−1), Emax is the maximum decremental proportion of Ct values compared to 
0.1 PFU mL−1, ED50 is the dose causing an effect equal to 50% Emax (PFU mL−1), ED10 is the dose causing an effect 
equal to 10% Emax (PFU mL−1), and n is the fitted Hill coefficient.

Predictive Risk Threshold
As the next step to derive thresholds of SARS-CoV-2 doses, a three-parameter Weibull threshold model was used to 
derive threshold of infectivity based on the 2.5-, 5-, 50-, 95-, and 97.5-percentiles of ED10 CDFs. The CDFs were 
probabilistically estimated by using the Hill-based dose-response model (Eq. (4)) based on experimental datasets.17 The 
Weibull threshold model has the following form:

where F(D) is the ED10 CDF data corresponding to a specific SARS-CoV-2 dose, α is the scale parameter influencing the 
distribution of F(D) as a change in the abscissa scale, β is the shape parameter representing the slope of the line in the 
CDF data, and γ is the fitted threshold dose of SARS-CoV-2 (PFU mL−1).

Uncertainty and Data Analysis
Mathematical model fitting was conducted using TableCurve 2D (version 5.01, AISN Software, Mapleton, OR, USA). 
Uncertainty analyses for estimating the incubation period, latent period, mean duration of viral shedding, and θ were 
implemented with 100,000 Monte Carlo (MC) simulations to obtain geometric means (gms) and geometric standard 
deviations (gsds) in lognormal (LN) functions (LN (gm, gsd)) using the Crystal Ball software (Version 11.1.2.4, Oracle 
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Corporation, Redwood Shores, CA, USA). Data visualizations, such as heatmaps, were generated using R language 
(version 4.1.3, The R Foundation for Statistical Computing) and Power BI.

Results
Epidemiological Parameter Estimates
The θs of the upper and lower respiratory tracts were estimated based on the epidemiological data of the incubation, 
latent, and infectious periods (ie, the mean duration of viral shedding), followed by Eq. (1) (Table S4). The results 
showed that the mean incubation and latent periods were 6.9 and 5.5 days, respectively. The mean durations of viral 
shedding in the upper and lower respiratory tracts were 17 and 14 days, respectively. Thus, the estimated θs values 0.08 
(gm) and 0.09 in the upper and lower respiratory tracts, respectively (Table S4).

Control Measure Model
Critical control curves based on six combinations of control efficacies (εj), with or without vaccination, were constructed 
based on country- and VOC-specific R0 (Tables S1 and S2) and θ (upper respiratory tract: 0.04–0.13; lower respiratory 
tract: 0.04–0.18) (Table S4) estimates (Figure 2). To achieve optimal containment of SARS-CoV-2 transmission, 
combinations of pandemic vaccination (ε1=83%) with NPIs including social distancing (ε2=72%), surgical mask (ε3 

=61%), and hand washing (ε4=40%) were implemented. The control measure model adopted six combinations: C1 (ε2), 
C2 (ε2+ε3), C3 (ε2+ε3+ε4), C4 (ε1+ε2), C5 (ε1+ε2+ε3), and C6 (ε1+ε2+ε3+ε4) (Table S5). The URs of the six combinations 
of control measures were calculated for different countries and five VOC based on the constructed control measure 
model.

Country-Specific Control Measure Effectiveness
Country-specific URs based on the available R0s, when implemented with combinations of control measure efficacies, 
were investigated (Figure 3 and Table S1). When control measure C1 was implemented, only pandemics in India (median 
R0: 1.64 (95% confidence interval (CI): 1.20−2.21)) (Figure 3A) and Australia (R0: 2.07 (1.79–2.37)) were fully 
contained (Figure 3B). If C2 is implemented, countries including China (Wuhan) (R0: 4.47 (3.10−6.44), India (R0: 
1.64 (1.20−2.21)), Russia (R0: 2.17 (1.32−3.41)), Australia (R0: 2.07 (1.79−2.37)), and Canada (R0: 2.74 (2.51–2.98)) can 
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Upper respiratory tract: θ = 0.04–0.13 (dash line) and lower respiratory tract: θ = 0.04–0.18 (solid line). 
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washing.
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Figure 3 Estimated uncontrollable ratios of SARS-CoV-2 in the upper and lower respiratory tracts, respectively, in (A) Canada, USA, Spain, Germany, Turkey, France, Italy, 
Russia, China, China (Wuhan), and India and (B) Colombia, Peru, Brazil, Ghana, South Africa, Egypt, Mauritius, Madagascar, Taiwan, and Australia with application of control 
measures combinations (C1 – C6). 
Abbreviations: SARS-CoV-2, severe acute respiratory syndrome coronavirus 2; C1, social distancing; C2, social distancing + masking; C3, social distancing + masking + 
hand washing; C4, vaccination + social distancing; C5, vaccination + social distancing + masking; C6, vaccination + social distancing + masking + hand washing.
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be fully contained in both lower and upper respiratory tracts; Taiwan (R0:1.88 (0.34–6.21)) and Egypt (R0: 2.64 
(0.79–6.76)) have relatively lower URs of 0.003–0.07 and 0.100–0.160 in lower and upper respiratory tracts, respec-
tively, among all countries in north hemisphere (Figure 3A and B).

When C3 was implemented, relatively higher URs were observed in South Africa (lower respiratory tract: 0.400), 
Mauritius (upper respiratory tract: 0.750; lower respiratory tract: 0.839) (Figure 3B), and Turkey (upper respiratory tract: 
0.464; lower respiratory tract: 0.510) (Figure 3A). If C4 was applied as a control measure strategy, Turkey (upper 
respiratory tract, 0.335; lower respiratory tract, 0.381) (Figure 3A), South Africa (lower respiratory tract, 0.301), and 
Mauritius (upper respiratory tract, 0.509; lower respiratory tract, 0.684) had relatively higher URs (Figure 3B). When C5 
and C6 were enforced, pandemics in almost all countries were contained, except in Turkey (C5: lower respiratory tract: 
0.166; C6: upper respiratory tract: 0.010, lower respiratory tract: 0.089) (Figure 3A) and Mauritius (C5: lower respiratory 
tract: 0.184; C6: lower respiratory tract: 0.041) (Figure 3B).

Taken together, with the implementation of control measures of C1 or C2, the pandemic can be fully contained in 
both the lower and upper respiratory tracts when R0 estimates range from 1 to 3. For C3 or C4, containment can be 
achieved in both the lower and upper respiratory tracts when R0 estimates range from 4 to 5. If applied C5 or C6, the 
pandemic can be contained in both the lower and upper respiratory tracts for all countries except Mauritius. Among all 
six control measure combinations, Mauritius (R0: 9.66 (8.15−11.75)) had the highest UR, followed by South Africa (R0: 
7.02 (6.43−7.76)) and Spain (R0: 6.4 (95% CI: 5.2−8.0)) (Figure 3B).

To assess the trend in URs among all countries, a heatmap was also created to observe the implementation of different 
combinations of control measures. The results showed that Mauritius had higher URs when either C1 or C2 was 
implemented compared to other countries. The URs in Canada, Turkey, Brazil, Colombia, Egypt, Ghana, Peru, and 
Spain were in the medium range (Figure 4A). Notably, if only C1 were implemented, the European region would have 
the highest URs, followed by Mauritius and China (Figure 4B).

VOC-Specific Control Measure Effectiveness
The URs in the upper and lower respiratory tracts of the five VOC were evaluated when six combinations of control 
measure efficacies were implemented (Figure 5 and Table S2). The results indicated that none of the five VOC could be 
contained when C1 was implemented in both the upper and lower respiratory tract. However, the URs for Beta and 
Gamma variants decreased to 0.764 and 0.527 in the upper respiratory tract and to 0.848 and 0.684 in the lower 
respiratory tract, respectively (Figure 5). If C2 were applied, only the gamma variant in the upper respiratory tract would 
be fully contained (Figure 5A).

When C3 was used, higher URs of Omicron were still observable in both the upper (0.810) and lower (0.844) 
respiratory tracts, while another VOC (Beta, Gamma, and upper respiratory tract for Alpha and Delta) could be fully 
contained or had slightly higher URs (0.03 and 0.112 in lower respiratory tract for Alpha and Delta, respectively) 
(Figure 5). The application of C4 showed similar trends among the five VOC to those of C3 in both the upper and lower 
respiratory tracts. When C5 or C6 was performed, all VOC in both the upper and lower respiratory tracts could be 
contained, except for Omicron, in which URs in the upper (0.329) and lower (0.408) respiratory tracts for C5 and 0.197 
(upper) and 0.305 (lower) respiratory tracts for C6 were still observed (Figure 5B).

Overall, no VOC can be contained with the implementation of C1. For C2, none of the VOC can be contained, except 
for the upper respiratory tract when infected with the Gamma variant. Both Beta and Gamma variants can be contained in 
upper and lower respiratory tracts when C3 or C4 are applied. However, Omicron cannot be fully contained even when 
C4 or C5 measures are implemented.

Effect Analyses
To construct the dose-response profiles for the five VOC, the relationships between log-transformed viral dosage 
(PFU mL−1) and Ct values were described in a linear fashion. Results showed that Among the five VOC, Gamma had 
the highest (absolute) slope value (–3.63), followed by Delta (–3.53), Alpha (–3.48), Beta (–3.44), and Omicron (–3.26) 
(Figure S1).
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Figure 4 Heatmaps illustrating uncontrollable ratios in (A) low, medium, and high with application of combinations of control measures (C1 – C6) and (B) contour 
representations in different geographic regions in the world if only C1 is implemented. 
Abbreviations: C1, social distancing; C2, social distancing + masking; C3, social distancing + masking + hand washing; C4, vaccination + social distancing; C5, vaccination + 
social distancing + masking; C6, vaccination + social distancing + masking + hand washing.
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A three-parameter Hill-based model was also applied to assess the relationship between SARS-CoV-2 dose of five 
VOC and decremental proportion of Ct when compared to 0.1 PFU mL−1 of the variant (Table S6). The results showed 
that the Hill-based model could appropriately describe the relationships (R2 = 0.64–0.73, 0.01< p < 0.05) with a similar 
mean Emax of 0.55–0.61 among five VOC. Delta variant has the lowest ED50 of 183.20 PFU mL−1, followed by Beta 
(189.00), Gamma (193.90), Omicron (272.65), and Alpha (274.90) (Table S6).

VOC-Specific Predictive Risk Threshold
The three-parameter Weibull threshold model was adopted to best fit to CDFs of ED10 (R2 = 0.99, p < 0.001) derived 
from the constructed profiles of dose of five VOC and decremental proportion of Ct when compared to 0.1 PFU mL−1 of 
the variant (Figure S2 and Table S7). The fitted mean threshold estimates (γ) for Alpha, Beta, Gamma, Delta, and 
Omicron were 0.001, 0.001, 0.002, 0.001, 0.0003 PFU mL−1, respectively, with Omicron having the lowest threshold of 
infectivity (Table S7).
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Figure 5 Estimated uncontrollable ratios for five VOC in (A) upper and (B) lower respiratory tracts, respectively, with application of combinations of control measures 
(C1 – C6). 
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Discussion
Implementation of Risk Assessment Tool for COVID-19
Quantitative microbial risk assessment (QMRA) is an effective methodology for estimating human health risks asso-
ciated with exposure to pathogens.18 In this approach, after the pathogen is identified, dose–response and exposure 
assessments can be performed and integrated into risk characterization to estimate the risk. The QMRA method has 
recently been applied to assess SARS-CoV-2 risk in different environmental settings, such as wastewater treatment 
plants,19,20 healthcare facilities,21,22 public transportation and shared rooms,23 and food market and manufacturing 
facilities.24–26 However, pathogen dose–response models are not readily accessible when new pathogens emerge. In 
light of this, establishing the dose-response profiles of SARS-CoV-2 based on previous studies could be beneficial for the 
risk characterization of different VOC.

Moreover, as the COVID-19 pandemic continues from 2019 to the present, various variants of SARS-CoV-2 have 
emerged, such as Alpha, Beta, Gamma, Delta, and Omicron, suggesting that developing appropriate dose–response 
models for these variants could be challenging. Such lags have led to the use of the classical Wells-Riley model. The 
Wells-Riley model takes a similar approach to QMRA, but does not include pathogen-specific dose-response models. The 
Wells-Riley model is based on the concept of quantum of infection, defined as the number of infectious droplet nuclei or 
infectious dose required to infect 1–1/e (~63.2%) of susceptible people.27,28

Our study has the potential to be applied to COVID-19 risk assessments. The cumulative Weibull threshold model 
was used to estimate the exposure thresholds of infection for different variants, based on human epidemiological data. 
Exposure thresholds can be applied to risk assessments once the exposure doses are available. Exposure doses can be 
calculated using various methods including direct measurements, biomarker monitoring, and model calculations. 
Exposure doses were then compared to thresholds using methods such as hazard quotient or risk quotient to characterize 
the potential risk of SARS-CoV-2 infection for individuals or populations.

Global Progression of SARS-CoV-2 Variants
The emergence of SARS-CoV-2 variants from 2020 to 2021 witnessed globally has raised concerns for their increased 
transmissibility, risk of reinfection, and reduced vaccine efficacy despite rising population immunity through interven-
tions of multiple control measures.29 Due to the distinctiveness and intricacy in the development of viral genes, it is hard 
to redisplay the evolutionary trends among variants into a unified conclusion based on the present evolutionary models. 
However, the transmissibility, infectivity, and virulence among variants can be interpreted based on their genetic 
aspects.30

The D61G mutation on the spike protein gene existed broadly among VOC and variants of interest (VOI), which gave 
them considerable transmissibility in human populations.31–35 Moreover, in VOC such as Alpha, Beta, and Gamma 
variants, the N501Y mutation probably increased the affinity between viral spike protein receptor-binding domain and 
human ACE2 receptor, and possibly interrupt the neutralization capability of antibodies to virus.33,36,37 Conversely, 
though there was no evidence of increased virulence and disease severity associated with the Beta variant, the carried 
E484K and K417N mutations can decrease the susceptibility to monoclonal antibodies and partially alleviate the 
neutralizing antibodies derived from vaccination or recovery from previous infection.38–41 The E484K and K417N 
mutations carried in Gamma variant may also impair the antibody neutralizing capacity in plasma from convalescent or 
vaccinated persons.42 For Delta variant, the L452R mutation may not only impair the neutralization capability of 
antibodies but also increase the replication ability inside human cells.43,44 Compared to other variants, more mutations 
on both spike protein and non-spike protein genes provided Omicron variant with additional entry pathways (endocytic 
and receptor-mediated endocytosis) to increase transmissibility and infectivity, as well as to evade vaccinations and 
antibodies.30

Vaccination potency can also be affected by distinct traits of different variants. Among the variants, the Moderna and 
Pfizer vaccines were the most effective against the Alpha variant and its mutant strain.45,46 In the Beta variant dominating 
region (eg, South Africa), the protective efficacy of the vaccines decreased significantly. The neutralization capacity was 
reduced to 9 and 7.6 folds for AstraZeneca and Pfizer vaccinations against the Beta variant, respectively, whereas the 
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Novavax vaccine showed ~96% efficacy against the Alpha variant but only 60% efficacy in South Africa where Beta 
variant was prevalent at ~93%.33,37 Moderna mRNA-1273 vaccine-induced antibody production was reduced to 5–10 
folds when exposed to the Beta variant.33,45 Compared to the Alpha variant, only a slight reduction in vaccine efficacy 
was found in the Delta variant.33,39

Limitations and Implications
During the COVID-19 pandemic, governments worldwide implemented various control measures including NPIs and 
vaccinations to reduce disease transmission from 2021 to 2022.47 Ge et al47 revealed that China invested significant 
efforts in strict zero-COVID measures to contain outbreaks of varying scales caused by different SARS-CoV-2 variants. 
Based on the analysis of R0 reduction resulting from relative intervention effectiveness, social distancing (38% reduc-
tion), face masks (30%), and close contact tracing (28%) were the most effective. We evaluated the effectiveness of 
individuals and combinations of common control measures for COVID-19 at the national scale. Here, social distancing 
was included in all six control measure combinations. Aquino et al48 reviewed that maintaining and strengthening social 
distancing strategies is vital to avoid overwhelming the healthcare systems. Reducing social contact by at least 60% 
could mitigate COVID-19 transmission. Furthermore, a recent study demonstrated that face mask use was associated 
with a 62–85% reduced risk of COVID-19 infection, which is consistent with our assumption.49

Our results showed that the combination of social distancing and vaccination (C4) can reduce the risk from high to 
low levels compared to the application of social control only (C1). A previous study using epidemiological modeling also 
found that vaccination against COVID-19 is crucial while with additional social distancing measures can significantly 
strengthen the overall effectiveness by both lowering the number of infected individuals and delaying the epidemic peak 
timing.50 Chu et al51 also concluded that physical distancing ≥ 1 m, optimum use of face masks and eye protection are 
effective with more than 10% reduced risk.

There are several limitations in the approaches applied in this study. The control measure model developed in this 
study assumes that people are homogeneously distributed in a community or an indoor environment. Additionally, the 
distribution of the time to symptoms was assumed to be exponential. Despite these assumptions, the present control 
measure model could provide a visual overview of the impacts of different control measure combinations on URs in the 
upper or lower respiratory tract, based on different R0 estimate ranges. However, it is important to note that R0 estimates 
have been obtained from various studies using either modeling results or empirical data, and the timing of these R0 

estimates and the occurrence of COVID-19 variants may not be comparable across countries. Even if the R0 value in 
a population is low, the likelihood of transmission in subgroups of the population could still be high. The country-specific 
R0 estimates should be more accurately derived through meta-analysis to attenuate heterogeneity among studies. Another 
limitation is that we did not consider the sociodemographic and cultural practice differences in real-world control 
measure implementations, which may lead to country-specific variations in intervention coverage.52 However, the 
mechanistic approach developed in this study can be practically applied to assess URs of different combinations of 
control measures in various country contexts when R0 estimates are available. Our analysis observed a trend of relatively 
higher URs in Europe and several regions in Africa, based on the heterogeneous R0 estimates collected from different 
studies.

To explore more of differences in URs among different VOC, six control measure combinations were also used 
for comparison in the upper and lower respiratory tracts. In accordance with its highest transmissibility, the Omicron 
variant elicited the highest URs among all VOC with all control measure combinations in both the upper and lower 
respiratory tract. The fact that Omicron could not be fully contained, even with all the control measures applied 
(C6), indicating that additional control measure strategies are necessary to achieve full containment. Hoffmann 
et al53 also found that most therapeutic antibodies were ineffective against Omicron, and even double immunization 
with BNT152b2 was not adequately protective against severe disease induced by this variant, revealing that 
vaccination alone may no longer a potent strategy to combat the rapid and high number of mutations of SARS- 
CoV-2. The biological properties of Omicron, including strong infectivity, rapid and surreptitious transmission, 
a high proportion of asymptomatic infections, and its ability to escape the immune response generated by previous 
infections or vaccines, greatly increase the difficulty in implementing effective control measures.54,55 Therefore, in 
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addition to the control measures proposed in this study, more intensive measures, such as up-to-date vaccination, 
isolation of infected persons, mask use at home, and avoiding crowds, should be implemented to effectively cope 
with the evolution of SARS-COV-2.56 Symptom-based surveillance, close contact tracing, occupation-based screen-
ing, or a set of social distancing measures (such as travel restrictions, stringent border control policies, and 
community confinement) can also play a complementary role in fighting the emergence of novel SARS-CoV-2 
variants.54

Moreover, we attempted to mechanistically interpret SARS-CoV-2 infectivity by analyzing the relationship between 
the SARS-CoV-2 dose and decremental proportions of the Ct values compared to the lowest SARS-CoV-2 dose (0.1 
PFU mL−1). Since previous studies have suggested that the threshold of the Ct values causing COVID-19 infection is 
approximately 33.7, we adopted a more conservative approach to derive threshold values based on the ED10 of different 
variants. However, the threshold values derived from the Ct values may not reflect the epidemiological characteristics and 
clinical features of these VOC by simply comparing the Ct values of the variants.57

Mutations in SARS-CoV-2 due to errors in the genetic code during replication could raise public concerns. 
New SARS-CoV-2 VOC are expected to emerge as the COVID-19 pandemic continues. The emergence of variants 
could also exacerbate outbreaks, reduce vaccine efficacy, lead to increased rates of reinfection, and prolong 
pandemics. Consequently, variant surveillance is needed to track variant emergence for a more robust pandemic 
response plan and to make timely public health decisions and recommendations for future vaccines. Grubaugh 
et al58 suggested that random subsets of positive tests should be sequenced to monitor mutations and VOC. 
However, because genomic surveillance is not available in most countries owing to a lack of infrastructure or 
technical expertise, they also suggested that the international community should provide financial or technical 
support to facilitate genomic surveillance in regions with fewer resources.

In addition, to prevent a variant rise in the community, it is essential to increase the level of urgency and frequency of 
messaging. Ideally, messaging should work with community groups to ensure that the information is widely disseminated 
and understood by the public. Local actions, including reducing social contact, effective testing/tracing, effective outbreak 
identification and control, supporting efficient isolation and quarantine, and population vaccination, should also be con-
sidered. Moreover, multilateral cooperation among countries and guidance on swift actions to control local transmission and 
limits of travel restrictions are appropriate for addressing the rapid progression of SARS-CoV-2 variants.59

Conclusion
We provide a mechanistic approach by implementing a control measure model and a risk assessment framework to 
provide insights into the impacts of control measure combinations on SARS-CoV-2 variant transmission control, 
along with a different application perspective of risk assessment. We found that the implementation of social 
distancing alone is not sufficient for almost all countries and VOC if R0 estimate is higher than 2 based on the 
highly derived URs. However, if the control measures of both social distancing and wearing masks are practiced, 
only the Gamma variant in the upper respiratory tract can be contained. For Omicron, even the application of 
control measures (vaccination, social distancing, wearing masks, and hand washing) could not fully control the 
pandemic, indicating greater intensity of control measures will need to be implemented to fight the emergence of 
new variant. The approach to derive threshold estimate of infectivity in risk assessment framework can be further 
applied to risk characterization and inform public health authorities for decision-makings when SARS-CoV-2 
exposure data are available. Taken together, our study has profound implications for future emerging SARS-CoV-2 
variant infection control in the context of risk communication and policymaking.

Acknowledgment
This study was supported by the National Science and Technology Council of the Republic of China under Grants 111- 
2221-E-002-039 and 113-2313-B-002-032.

https://doi.org/10.2147/IDR.S480086                                                                                                                                                                                                                                   

DovePress                                                                                                                                                      

Infection and Drug Resistance 2024:17 4802

Yang et al                                                                                                                                                             Dovepress

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
https://www.dovepress.com


Author Contributions
All authors contributed to data analysis, drafting or revising the article, have agreed on the journal to which the article 
will be submitted, gave final approval of the version to be published, and agree to be accountable for all aspects of the 
work.

Disclosure
The authors report no conflicts of interest in this work.

References
1. Hao R, Zhang Y, Cao Z. et al. Control strategies and their effects on the COVID-19 pandemic in 2020 in representative countries. J Biosaf Biosecur. 

2021;3(2):76–81. doi:10.1016/j.jobb.2021.06.003
2. Güner R, Hasanoğlu I, Aktaş F. COVID-19: prevention and control measures in community. Turk J Med Sci. 2020;50(SI–1):571–577. doi:10.3906/ 

sag-2004-146
3. Dowell D, Lindsley WG, Brooks JT. Reducing SARS-CoV-2 in shared indoor air. JAMA. 2022;328(2):141–142. doi:10.1001/jama.2022.9970
4. Dhand R, Li J. Coughs and sneezes: their role in transmission of respiratory viral infections, including SARS-CoV-2. Am J Respir Crit Care Med. 

2020;202(5):651–659. doi:10.1164/rccm.202004-1263PP
5. van Doremalen N, Bushmaker T, Morris DH, et al. Aerosol and surface stability of SARS-CoV-2 as compared with SARS-CoV-1. N Engl J Med. 

2020;382(16):1564–1567. doi:10.1056/NEJMc2004973
6. Fuss FK, Weizman Y, Tan AM. COVID-19 Pandemic: how effective are preventive control measures and is a complete lockdown justified? 

A comparison of countries and states. COVID. 2022;2(1):18–46. doi:10.3390/covid2010003
7. Haug N, Geyrhofer L, Londei A, et al. Ranking the effectiveness of worldwide COVID-19 government interventions. Nat Hum Behav. 2020;4 

(12):1303–1312. doi:10.1038/s41562-020-01009-0
8. Du ZW, Liu CF, Wang CY, et al. Reproduction numbers of SARS-CoV-2 variants: a systematic review and meta-analysis. Clin Infect Dis. 2022;75 

(1):e293–e295. doi:10.1093/cid/ciac137
9. de Souza AS, de Freitas Amorim VM, Guardia GDA, et al. Severe acute respiratory syndrome coronavirus 2 variants of concern: a perspective for 

emerging more transmissible and vaccine-resistant strains. Viruses. 2022;14(4):827. doi:10.3390/v14040827
10. Liu Y, Rocklöv J. The effective reproductive number of the Omicron variant of SARS-CoV-2 is several times relative to Delta. J Travel Med. 

2022;29(3):taac037. doi:10.1093/jtm/taac037
11. Xin H, Li Y, Wu P, et al. Estimating the Latent Period of Coronavirus Disease 2019 (COVID-19). Clin Infect Dis. 2022;74(9):1678–1681. 

doi:10.1093/cid/ciab746
12. Cevik M, Tate M, Lloyd O, et al. SARS-CoV-2, SARS-CoV, and MERS-CoV viral load dynamics, duration of viral shedding, and infectiousness: 

a systematic review and meta-analysis. Lancet Microbe. 2021;2(1):e13–e22. doi:10.1016/S2666-5247(20)30172-5
13. Fraser C, Riley S, Anderson RM, Ferguson NM. Factors that make an infectious disease outbreak controllable. Proc Natl Acad Sci U S A. 2004;101 

(16):6146–6151. doi:10.1073/pnas.0307506101
14. Cheng YH, Liao CM. Modeling control measure effects to reduce indoor transmission of pandemic H1N1 2009 virus. Build Environ. 

2013;63:11–19. doi:10.1016/j.buildenv.2013.01.014
15. Bourne DW. Mathematical Modeling of Pharmacokinetic Data. Chicago: Technomic; 1995.
16. Kogoj R, Korva M, Knap N, et al. Comparative evaluation of six SARS-CoV-2 real-time RT-PCR diagnostic approaches shows substantial genomic 

variant-dependent intra- and inter-test variability, poor interchangeability of cycle threshold and complementary turn-around times. Pathogens. 
2022;11(4):462. doi:10.3390/pathogens11040462

17. Pickering S, Batra R, Merrick B, et al. Comparative performance of SARS-CoV-2 lateral flow antigen tests and association with detection of 
infectious virus in clinical specimens: a single-centre laboratory evaluation study. Lancet Microbe. 2021;2(9):e461–e471. doi:10.1016/S2666- 
5247(21)00143-9

18. Haas CN, Rose JB, Gerba CP. Quantitative Microbial Risk Assessment. 2nd ed. New York: John Wiley; 2014.
19. Dada AC, Gyawali P. Quantitative microbial risk assessment (QMRA) of occupational exposure to SARS-CoV-2 in wastewater treatment plants. 

Sci Total Environ. 2021;763:142989. doi:10.1016/j.scitotenv.2020.142989
20. Zaneti RN, Girardi V, Spilki FR, et al. Quantitative microbial risk assessment of SARS-CoV-2 for workers in wastewater treatment plants. Sci Total 

Environ. 2021;754:142163. doi:10.1016/j.scitotenv.2020.142163
21. Jones RM. Relative contributions of transmission routes for COVID-19 among healthcare personnel providing patient care. J Occup Environ Hyg. 

2020;17(9):408–415. doi:10.1080/15459624.2020.1784427
22. Li JX, Li CY, Tang HD. Airborne infection risk assessment of COVID-19 in an inpatient department through on-site occupant behavior surveys. 

J Build Eng. 2022;51:104255. doi:10.1016/j.jobe.2022.104255
23. Schijven J, Vermeulen LC, Swart A, et al. Quantitative microbial risk assessment for airborne transmission of SARS-CoV-2 via breathing, 

speaking, singing, coughing, and sneezing. Environ Health Perspect. 2021;129(4):047002. doi:10.1289/EHP7886
24. Cooper DK, Sobolik JS, Kovacevic J, et al. Combined infection control interventions protect essential food workers from occupational exposures to 

SARS-CoV-2 in the agricultural environment. Appl Environ Microbiol. 2023;89(7):e0012823. doi:10.1128/aem.00128-23
25. Sobolik JS, Sajewski ET, Jaykus LA, et al. Controlling risk of SARS-CoV-2 infection in essential workers of enclosed food manufacturing 

facilities. Food Control. 2022;133:108632. doi:10.1016/j.foodcont.2021.108632
26. Zhang X, Ji Z, Yue Y, Liu H, Wang J. Infection risk assessment of COVID19 through aerosol transmission: a case study of South China Seafood 

market. Environ Sci Technol. 2021;55(7):4123–4133. doi:10.1021/acs.est.0c02895
27. Aganovic A, Bi Y, Cao GY, et al. Estimating the impact of indoor relative humidity on SARS-CoV-2 airborne transmission risk using a new 

modification of the Wells-Riley model. Build Environ. 2021;205:108278. doi:10.1016/j.buildenv.2021.108278

Infection and Drug Resistance 2024:17                                                                                             https://doi.org/10.2147/IDR.S480086                                                                                                                                                                                                                       

DovePress                                                                                                                       
4803

Dovepress                                                                                                                                                             Yang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.jobb.2021.06.003
https://doi.org/10.3906/sag-2004-146
https://doi.org/10.3906/sag-2004-146
https://doi.org/10.1001/jama.2022.9970
https://doi.org/10.1164/rccm.202004-1263PP
https://doi.org/10.1056/NEJMc2004973
https://doi.org/10.3390/covid2010003
https://doi.org/10.1038/s41562-020-01009-0
https://doi.org/10.1093/cid/ciac137
https://doi.org/10.3390/v14040827
https://doi.org/10.1093/jtm/taac037
https://doi.org/10.1093/cid/ciab746
https://doi.org/10.1016/S2666-5247(20)30172-5
https://doi.org/10.1073/pnas.0307506101
https://doi.org/10.1016/j.buildenv.2013.01.014
https://doi.org/10.3390/pathogens11040462
https://doi.org/10.1016/S2666-5247(21)00143-9
https://doi.org/10.1016/S2666-5247(21)00143-9
https://doi.org/10.1016/j.scitotenv.2020.142989
https://doi.org/10.1016/j.scitotenv.2020.142163
https://doi.org/10.1080/15459624.2020.1784427
https://doi.org/10.1016/j.jobe.2022.104255
https://doi.org/10.1289/EHP7886
https://doi.org/10.1128/aem.00128-23
https://doi.org/10.1016/j.foodcont.2021.108632
https://doi.org/10.1021/acs.est.0c02895
https://doi.org/10.1016/j.buildenv.2021.108278
https://www.dovepress.com
https://www.dovepress.com


28. Wells WF. Airborne Contagion and Air Hygiene. Cambridge MA: Cambridge University Press; 1955.
29. Tao K, Tzou PL, Nouhin J, et al. The biological and clinical significance of emerging SARS-CoV-2 variants. Nat Rev Genet. 2021;22(12):757–773. 

doi:10.1038/s41576-021-00408-x
30. Singh P, Negi SS, Bhargava A, et al. A preliminary genomic analysis of the omicron variants of SARS-CoV-2 in Central India during the third wave 

of the COVID-19 pandemic. Arch Med Res. 2022;53(6):574–584. doi:10.1016/j.arcmed.2022.08.006
31. Korber B, Fischer WM, Gnanakaran S, et al. Tracking changes in SARS-CoV-2 Spike: evidence that D614G increases infectivity of the COVID-19 

virus. Cell. 2020;182(4):812–827. doi:10.1016/j.cell.2020.06.043
32. Plante JA, Liu Y, Liu JY, et al. Spike mutation D614G alters SARS-CoV-2 fitness. Nature. 2021;592(7852):7852):116–121. doi:10.1038/s41586- 

020-2895-3
33. Rotondo JC, Martini F, Maritati M, et al. SARS-CoV-2 infection: new molecular, phylogenetic, and pathogenetic insights. Efficacy of current 

vaccines and the potential risk of variants. Viruses. 2021;13(9):1687. doi:10.3390/v13091687
34. Weissman D, Alameh MG, De Silva T, et al. D614G spike mutation increases SARS CoV-2 susceptibility to neutralization. Cell Host Microbe. 

2021;29(1):23–31. doi:10.1016/j.chom.2020.11.012
35. Yurkovetskiy L, Wang X, Pascal KE, et al. Structural and functional analysis of the D614G SARS-CoV-2 spike protein variant. Cell. 2020;183 

(3):739–751. doi:10.1016/j.cell.2020.09.032
36. Supasa P, Zhou D, Dejnirattisai W, et al. Reduced neutralization of SARS-CoV-2 B.1.1.7 variant by convalescent and vaccine sera. Cell. 2021;184 

(8):2201–2211. doi:10.1016/j.cell.2021.02.033
37. Zhou D, Dejnirattisai W, Supasa P, et al. Evidence of escape of SARS-CoV-2 variant B.1.351 from natural and vaccine-induced sera. Cell. 2021;184 

(9):2348–2361. doi:10.1016/j.cell.2021.02.037
38. Davies NG, Jarvis CI, Edmunds WJ, et al. Increased mortality in community-tested cases of SARS-CoV-2 lineage B.1.1.7. Nature. 2021;593 

(7858):270–274. doi:10.1038/s41586-021-03426-1
39. Lopez Bernal J, Andrews N, Gower C, et al. Effectiveness of Covid-19 vaccines against the B. 1.617. 2 (Delta) variant. N Engl J Med. 2021;385 

(7):585–594. doi:10.1056/NEJMoa2108891
40. Madhi SA, Baillie V, Cutland CL, et al. Efficacy of the ChAdOx1 nCoV-19 Covid-19 Vaccine against the B.1.351 Variant. N Engl J Med. 2021;384 

(20):1885–1898. doi:10.1056/NEJMoa2102214
41. Motozono C, Toyoda M, Zahradnik J, et al. An emerging SARS-CoV-2 mutant evading cellular immunity and increasing viral infectivity. Cell Host 

Microbe. 2021;29(7):1124–1136. doi:10.1016/j.chom.2021.06.006
42. Gómez CE, Perdiguero B, Esteban M. Emerging SARS-CoV-2 variants and impact in global vaccination programs against SARS-CoV-2/Covid-19. 

Vaccines. 2021;9(3):243. doi:10.3390/vaccines9030243
43. Li Q, Wu J, Nie J, et al. The impact of mutations in SARS-CoV-2 spike on viral infectivity and antigenicity. Cell. 2020;182(5):1284–1294. 

doi:10.1016/j.cell.2020.07.012
44. McCallum M, Bassi J, De Marco A, et al. SARS-CoV-2 immune evasion by the B.1.427/B.1.429 variant of concern. Science. 2021;373 

(6555):648–654. doi:10.1126/science.abi7994
45. Wu K, Werner AP, Moliva JI, et al. mRNA-1273 vaccine induces neutralizing antibodies against spike mutants from global SARS-CoV-2 variants. 

bioRxiv. 2021;2021:427948.
46. Collier DA, De Marco A, Ferreira IATM, et al. Sensitivity of SARS-CoV-2 B.1.1.7 to mRNA vaccine-elicited antibodies. Nature. 2021;593 

(7857):136–141. doi:10.1038/s41586-021-03412-7
47. Ge Y, Wu XL, Zhang WB, et al. Effects of public-health measures for zeroing out different SARS-CoV-2 variants. Nat Commun. 2023;14(1):5270. 

doi:10.1038/s41467-023-40940-4
48. Aquino EM, Silveira IH, Pescarini JM, et al. Social distancing measures to control the COVID-19 pandemic: potential impacts and challenges in 

Brazil. Cien Saude Colet. 2020;25(suppl 1):2423–2446. doi:10.1590/1413-81232020256.1.10502020
49. Kwon S, Joshi AD, Lo CH, et al. Association of social distancing and face mask use with risk of COVID-19. Nat Commun. 2021;12(1):3737. 

doi:10.1038/s41467-021-24115-7
50. Rachah A. Modeling the effect of social distancing on the spread of COVID-19. Int J Appl Math. 2022;35(2):331–345. doi:10.12732/ijam.v35i2.11
51. Chu DK, Akl EA, Duda S, et al. Physical distancing, face masks, and eye protection to prevent person-to-person transmission of SARS-CoV-2 and 

COVID-19: a systematic review and meta-analysis. Lancet. 2020;395(10242):1973–1987. doi:10.1016/S0140-6736(20)31142-9
52. Anderson-Carpenter KD, Tacy GS. Predictors of social distancing and hand washing among adults in five countries during COVID-19. PLoS One. 

2022;17(3):e0264820. doi:10.1371/journal.pone.0264820
53. Hoffmann M, Krüger N, Schulz S, et al. The Omicron variant is highly resistant against antibody-mediated neutralization: implications for control 

of the COVID-19 pandemic. Cell. 2022;185(3):447–456.e11. doi:10.1016/j.cell.2021.12.032
54. Zheng JX, Lv S, Tian LG, et al. The rapid and efficient strategy for SARS-CoV-2 Omicron transmission control: analysis of outbreaks at the city 

level. Infect Dis Poverty. 2022;11(1):114. doi:10.1186/s40249-022-01043-2
55. Planas D, Saunders N, Maes P, et al. Considerable escape of SARS-CoV-2 Omicron to antibody neutralization. Nature. 2022;602(7898):671–675. 

doi:10.1038/s41586-021-04389-z
56. Baker JM, Nakayama JY, O’Hegarty M, et al. SARS-CoV-2 B.1.1.529 (Omicron) Variant Transmission Within Households - Four U.S. 

Jurisdictions, November 2021-February 2022. MMWR Morb Mortal Wkly Rep. 2022;71(9):341–346. doi:10.15585/mmwr.mm7109e1
57. Ahmad A, Fawaz MAM, Aisha A. A comparative overview of SARS-CoV-2 and its variants of concern. Infez Med. 2022;30(3):328–343. 

doi:10.53854/liim-3003-2
58. Grubaugh ND, Hodcroft EB, Fauver JR, et al. Public health actions to control new SARS-CoV-2 variants. Cell. 2021;184(5):1127–1132. 

doi:10.1016/j.cell.2021.01.044
59. Ghafari M, Hall M, Golubchik T, et al. Prevalence of persistent SARS-CoV-2 in a large community surveillance study. Nature. 2024;626 

(8001):1094–1101. doi:10.1038/s41586-024-07029-4

https://doi.org/10.2147/IDR.S480086                                                                                                                                                                                                                                   

DovePress                                                                                                                                                      

Infection and Drug Resistance 2024:17 4804

Yang et al                                                                                                                                                             Dovepress

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1038/s41576-021-00408-x
https://doi.org/10.1016/j.arcmed.2022.08.006
https://doi.org/10.1016/j.cell.2020.06.043
https://doi.org/10.1038/s41586-020-2895-3
https://doi.org/10.1038/s41586-020-2895-3
https://doi.org/10.3390/v13091687
https://doi.org/10.1016/j.chom.2020.11.012
https://doi.org/10.1016/j.cell.2020.09.032
https://doi.org/10.1016/j.cell.2021.02.033
https://doi.org/10.1016/j.cell.2021.02.037
https://doi.org/10.1038/s41586-021-03426-1
https://doi.org/10.1056/NEJMoa2108891
https://doi.org/10.1056/NEJMoa2102214
https://doi.org/10.1016/j.chom.2021.06.006
https://doi.org/10.3390/vaccines9030243
https://doi.org/10.1016/j.cell.2020.07.012
https://doi.org/10.1126/science.abi7994
https://doi.org/10.1038/s41586-021-03412-7
https://doi.org/10.1038/s41467-023-40940-4
https://doi.org/10.1590/1413-81232020256.1.10502020
https://doi.org/10.1038/s41467-021-24115-7
https://doi.org/10.12732/ijam.v35i2.11
https://doi.org/10.1016/S0140-6736(20)31142-9
https://doi.org/10.1371/journal.pone.0264820
https://doi.org/10.1016/j.cell.2021.12.032
https://doi.org/10.1186/s40249-022-01043-2
https://doi.org/10.1038/s41586-021-04389-z
https://doi.org/10.15585/mmwr.mm7109e1
https://doi.org/10.53854/liim-3003-2
https://doi.org/10.1016/j.cell.2021.01.044
https://doi.org/10.1038/s41586-024-07029-4
https://www.dovepress.com
https://www.dovepress.com


Infection and Drug Resistance                                                                                                          Dovepress 

Publish your work in this journal 
Infection and Drug Resistance is an international, peer-reviewed open-access journal that focuses on the optimal treatment of infection (bacterial, 
fungal and viral) and the development and institution of preventive strategies to minimize the development and spread of resistance. The journal is 
specifically concerned with the epidemiology of antibiotic resistance and the mechanisms of resistance development and diffusion in both hospitals and 
the community. The manuscript management system is completely online and includes a very quick and fair peer-review system, which is all easy to use. 
Visit http://www.dovepress.com/testimonials.php to read real quotes from published authors.  

Submit your manuscript here: https://www.dovepress.com/infection-and-drug-resistance-journal

Infection and Drug Resistance 2024:17                                                                                       DovePress                                                                                                                       4805

Dovepress                                                                                                                                                             Yang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
http://www.dovepress.com/testimonials.php
https://www.facebook.com/DoveMedicalPress/
https://twitter.com/dovepress
https://www.linkedin.com/company/dove-medical-press
https://www.youtube.com/user/dovepress
https://www.dovepress.com
https://www.dovepress.com

	Introduction
	Materials and Methods
	Study Data and Framework
	Key Epidemiological Parameter Estimation
	Dose-Response Model
	Predictive Risk Threshold
	Uncertainty and Data Analysis

	Results
	Epidemiological Parameter Estimates
	Control Measure Model
	Country-Specific Control Measure Effectiveness
	VOC-Specific Control Measure Effectiveness
	Effect Analyses
	VOC-Specific Predictive Risk Threshold

	Discussion
	Implementation of Risk Assessment Tool for COVID-19
	Global Progression of SARS-CoV-2 Variants

	Limitations and Implications
	Conclusion
	Acknowledgment
	Author Contributions
	Disclosure

