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COVID-19 Dashboard by the Center for Systems Science and Engineering (CSSE) at Johns Hopkins University (JHU)

Total Cases Total Deaths Total Vaccine Doses Administered

Last Updated at (M/D/YYYY)

4/17/2022,9:20 PM 6,197,934 11,168,755,649
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€l COVID-19 Dashboard by the Center for Systems Science and Engineering (CSSE) at Johns Hopkins University (JHU)
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i DATA TIMELINE

Explore the most vital information about how COVID-19 has affected your state since the pandemic first officially arrived in the United States in January 2020 - cases, deaths, test
positivity, hospitalizations, and vaccinations.

Number of Daily Cases

Number of Daily Cases = 7-Day Average of Daily Cases All Time Last 90 Days
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Data Sources: Cases and deaths data from JHU CSSE; testing and vaccine data from JHU CCI; and hospitalization data from the U.S. Department of Health and Human Services.



i DATA TIMELINE

Explore the most vital information about how COVID-19 has affected your state since the pandemic first officially arrived in the United States in January 2020 - cases, deaths, test

positivity, hospitalizations, and vaccinations.

Number of Daily Deaths

Number of Daily Deaths = 7-Day Average of Daily Deaths All Time Last 90 Days
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Data Sources: Cases and deaths data from JHU CSSE; testing and vaccine data from JHU CCI; and hospitalization data from the U.S. Department of Health and Human Services.



ffifi DATA TIMELINE

Explore the most vital information about how COVID-19 has affected your state since the pandemic first officially arrived in the United States in January 2020 - cases, deaths, test
positivity, hospitalizations, and vaccinations.

Number of Daily Cases

Number of Daily Cases - 7-Day Average of Daily Cases
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Number of Daily Deaths

Number of Daily Deaths = 7-Day Average of Daily Deaths
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Data Sources: Cases and deaths data from JHU CSSE; testing and vaccine data from JHU CCl; and hospitalization data from the U.S. Department of Health and Human Services.



Variants Of Concern (VOCs)?

Variant Of Interest (VOI)?



Currently circulating variants of concern (VOCs):

+S:R346K
21K, 21L, 21M Multiple VUM: 24-Nov-2021
Omicron* B.1.1.529 GR/484A +S:L452R countries,
Nov-2021 VOC: 26-Nov-2021

+S:F486V




Previously circulating VOCs:

United Kingdom, VOC: 18-Dec-2020

Sep-2020
Alpha BT GRY 201 (V1) P Previous VOC: 09-Mar-

2022

VOC: 11-Jan-2021

Brazil,
Nov-2020 Previous VOC: 09-Mar-
2022

Gamma B GR/501Y.V3 20J (V3)




There is no currently circulating variant of interest (VOI).

Previously circulating VOIs:

GH/452R.V1

G/484K.V3

GH/253G.V1

Cc.37 GR/452Q.V1

21G

United States of

America, Mar-

2020 Previous VOI: 6-
Jul-2021

VOI: 5-Mar-2021

VOI: 17-Mar-2021

Muttiple countries, pe.ious vOL: 20-
Dec-2020 PAuagmnd

VOI: 24-Mar-2021
United States of
America, Nov-
2020

Previous VOI: 20-
Sep-2021

VOI: 14-Jun-2021

Peru, Dec-2020 Previous VOI: 9-
Mar-2022




Informacgoes e nivel de risco relativo das variantes de preocupa¢io de SARS-CoV-2; o vermelho
representa risco muito alto, o laranja representa risco alto, o0 amarelo representa risco medio, o

verde representa risco baixo e o cinza representa risco desconhecido (LED

RD et al., 2021).

Identificacdo Emersao Mudangas e estatisticas Neutralizacio da atividade do
anticorpo
Nomenclatura | Linhagem Pais do | Primeira | Data da designacdo | Principais Transmissibilidade | Hospitalizagdo | Mortalidade Por infecgdo | Por vacinagio
primeiro surto | amostra para VOC mutacdes natural
Delta B.1.617.2 India 10/20 06/05/21 L452R, T478K, | =76-117% =>39-147% >50-230% Ocorreram Reducdo da eficacia
P681IR reinfeccdes para os casos nao
graves
Alfa B.1.1.7 Reino Unido 20/09/20 | 18/12/20 69-70del. =24-33% =47-57% =44-74% Reducio minima Reducdo minima
N501Y, P681H
B.1.1.7 com 26/01/21 | 05/02/21 E484K. 69— Consideravelmente | Consideravelmente
E484K 70del, N501Y, reduzido reduzido
P681H
Gama P.1 Brasil/Japio 11/20 15/01/21 K417T. E484K. | =29-48% Possivelmente | >20-90% Pouco reduzido Retido
N501Y aumentado
Beta B.1.351 Africado Sul | 05/20 14/01/21 K417N. E484K, | =20-30% Sob estudo Possivelmente | Parcialmente Reduzido  contra
N501Y aumentado reduzido. resposta | casos sintomaticos
de células T ainda | ndo graves. retido
eficazes para casos graves
Omicron B.1.1.529 Africado Sul | 09/11/21 | 26/11/21 P681H. N440K, | Possivelmente <37-45% em | Sob estudo Aumento da taxa de | Reducio da eficacia
N501Y, S477N, | aumentado relagdo a reinfecgio contra doenca
muitas outras variante Delta sintomatica. dados
desconhecidos para
0 estagio grave




Proposta de 2020



Abordagem gendémica para investigar variacoes genéticas do Sars-CoV-2

e no hospedeiro humano
Correlacéo genética com a evolugao clinica dos individuos positivos para o Sars-CoV-2
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No. Genomas

Estados 5
Sequénciados
Sao Paulo (SP) 1022
Rio de Janeiro (RJ) 752
Rio Grande do Sul (RS) 696
Amazonas (AM) 529
Para (PA) 372
Bahia (BA) 256
Minas Gerais (MG) 246
Pernambuco (PE) 191
@ Paranéa (PR) 105
Mato Grosso (MT) 93
Paraiba (PB) 91
Maranhao (MA) 90
Ceara (CE) 65
Goias (GO) 64
Rio Grande do Norte (RN) 59
Espirito Santo (ES) 42
Santa Catarina (SC) 38
Sergipe (SE) 34
Rondbnia (RO) 33
Amapa (AP) 31
Tocantins (TO) 26
Distrito Federal (DF) 26
Acre (AC) 25
Roraima (RR) 13
Alagoas (AL) 12
Mato Grosso do Sul (MS) 8

Piaui (PI) 3
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Analise de Bioinformatica
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Distribuicao das Cepas
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N° de Genomas Sequenciados
36847
7767
3303
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Cepas do
Parana
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Nextstrain _clade

® Cepas do Parana
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A.C.Camargo Cancer Center

Centro Integrado de Diagndstico, Tratamento, Ensino e Pesquisa

Monitoramento gendomico ambiental das variantes de
SARS-CoV-2 circulantes no Brasil

Resultados Preliminares
Dec - 2021
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Filter Map by Metadata

» Sampling Type

> Location Type June 21%, 2017
» Setting

» Sampling Place

» Surface Material

» Ground Level
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