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Sars-Cov-2 Seroprevalence by 
Combining Computational and 
Probabilistic Approaches

On March 25, 2020, the first coronavirus case in Guinea-Bissau was reported. A limited testing capacity has been used to continuously 
monitor the outbreak. By November 1, 2021, 103,820 persons had had PCR testing, with 6150 of them testing positive with SARS-
CoV-2 and 143 of them passing away. 2 18% SARS-CoV-2 Seroprevalence was discovered in a recent Bissau study of healthcare 
professionals. 3 A meta-analysis revealed a combined Seroprevalence of 22% for SARS-CoV-2 in Africa. 4 The AstraZeneca vaccine 
was first administered in Guinea-Bissau on April 2, with a focus on at-risk populations such those who are HIV-positive. The three 
vaccinations were all provided after the addition of Sino pharm and Johnson vaccines to the schedule on August 25. HIV prevalence in 
Guinea-Bissau is significant, at 3% nationwide.

Editorial

Introduction
In this survey, SARS-CoV-2 antibodies were 
detected in unvaccinated PLWH in HNSM 
Guinea-Bissau. Comparatively, the official figure 
for the positivity rate of the general population 
tested (PCR-confirmed positives) is probably 
underestimating the severity of the epidemic. 
When PLWH show them to the clinic in Guinea-
Bissau, they typically have advanced illness, low 
CD4 cell counts, and a significant risk of being 
lost to follow-up [1]. The COVID-19 vaccine 
is prioritised for this population, yet only two-
thirds of participants had gotten even one dose, 
pointing to issues with immunisation campaigns 
[2]. Due to their old age and poor vaccination 
rates, individuals may be more susceptible to 
SARS-CoV-2 infection and have a greater fatality 
rate [3]. Unvaccinated seropositive individuals 
reported little signs of illness, which may imply 
that SARS-CoV-2 was not fully appreciated [4]. 
Positive on a person who received the vaccine, 
and AstraZeneca won't. This is due to the fact 
that our quick testing showed that Sino pharm, 
unlike AstraZeneca, causes an antibody response 
to the nucleocapsid protein [5]. 

Discussion
The majority of vaccinated patients had a 
positive fast test result, however due to a 
lack of vaccination data; it is challenging to 
determine whether this result was brought on 
by the vaccine or an endogenous infection, as 
individuals with low CD4 cell counts may not 
have responded effectively to the immunizations 
[6]. The investigation thus concentrated on 

individuals who were not immunised [7]. Due 
to the possibility that vaccinated people are more 
aware of health concerns in general and seek 
testing when experiencing symptoms, excluding 
vaccinated patients may understate the number 
of patients tested for SARS-CoV-2 by any test 
[8]. Excluding patients with vaccinations this 
work used efficient bioinformatics methods 
integrating several statistical tools, from 
straightforward entropy and mutation rate to 
more focused techniques like Hellinger distance, 
in order to update prior data on HIV-1 integrase 
variability [9]. In all, integrase sequences from 
samples of drug-nave people, samples of drug-
experienced but INI-nave people, and samples 
of INI-experienced people were studied. 80 
locations were conserved, the Hellinger distance 
revealed a substantial reduction in mutation 
rate in IN and/or IE samples compared to DN 
samples, and 76 amino acid sites were highly 
conserved within the three groups (0.2% 
variation, Hellinger distance with 35 totally 
invariant positions [10]. 

Conclusion
In contrast, samples from treated people had a 
considerably greater mutation rate at position 8 
compared to DN. Some of these jobs, including 
those mentioned earlier In accordance with the 
provisions of the Italian Data Protection Code 
and EU Regulation 2016/679, all of the study's 
data was previously anonymised. According to 
the guidelines of the Declaration of Helsinki and 
the Italian Ministry of Health, the study was done 
on anonymous samples. Sequences, virological 
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data, and treatment information were all stored 
in an anonymous database. The dataset under 
study consisted of three distinct sets of HIV-1 
integrase subtype B sequences, linked to samples 
from DN, IN, and IE persons, as was previously 
mentioned. The number of amino acids in the 
integrase sample sequence was determined by 
the number of canonical amino acids, which 
we designated as A, and the set of integrase 
sequences from DN samples. To simulate 
3000 setting-scenarios reflecting a variety of 
epidemiological features of communities in sub-
Saharan Africa, we used a mathematical model 
of HIV transmission. the proportion of persons 
overall with an HIV viral load of more than 

1000 copies per millilitre In Cabal County, the 
West Virginia Bureau for Public Health saw an 
uptick in HIV cases in January. One of the four 
pillars of the Ending the HIV Epidemic in the 
U.S. project, responding to HIV clusters and 
outbreaks, calls for actions from the Diagnose, 
Treat, and Prevent pillars. This article outlines 
the planning and execution of an all-inclusive 
response that includes interventions from each 
pillar. Data from the West Virginia Bureau for 
Public Health were utilised in this study to detect 
HIV diagnoses among persons between January 
and October.
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