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Coronavirus - CoV

» RNAfs+ linear
» Mutacoes pontuais
» Recombinacao genética
» Diversidade genética
» Envelopado
» Sensibilidade
» 120-160 nm

Classificacao

Schematic representation of
betacoronavirus

https://talk.ictvonline.org/ictv-reports/ictv_9th_report/positive-sense-rna-vi
https://health.clevelandclinic.o




Virus Taxonomy: 2018b Release NI - Alphacoronavirus
EC 50, Washington, DC, July 2018 98 | [ [ =
Email ratification February 2019 (MSL #34)

— Family: Coronaviridae
— Subfamily: Letovirinae 100

4+ Genus: Alphaletovirus

— Subfamily: Orthocoronavirinae

4+ Genus: Alphacoronavirus

+ Genus: Betacoronavirus —

4+ Genus: Deltacoronavirus
4+ Genus: Gammacoronavirus

Beluga whale coronavirus SW1
Avian coronavirus

Gammacoronavirus

Proposed new genus




Coronavirus - CoV

Figure 1
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https://doi.org/10.1093/cid/ciaa219
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Gammacoronavirus and Deltacoronavirus were compressed.
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ESTUDOS FILOGENETICOS

Hospedeiro ancestral Hospedeiro intermediario Humanos

at, Rhinolophus affinis
Alexandre Hassanin
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https://theconversation.com/coronavirus-origins-genome-analysis-suggests-two-viruses
https://olhardigital.com.br/coronavirus/noticia/xiaomi-esta-desenvolvendo-uma-mascara-de-pro




Theories of SARS-CoV-2 origins

It is improbable that SARS-CoV-2 emerged
through laboratory manipulation of a
related SARS-CoV-like coronavirus. As
noted above, the RBD of SARS-CoV-2 is
optimized for binding to human ACE2 with
an efficient solution different from those
previously predicted”''. Furthermore, if
genetic manipulation had been performed,
one of the several reverse-genetic systems
available for betacoronaviruses would
probably have been used"”. However, the
genetic data irrefutably show that SARS-
CoV-2 is not derived from any previously
used virus backbone™. Instead, we propose

two scenarios that can plausibly explain

the origin of SARS-CoV-2: (i) natural
selection in an animal host before zoonotic
transfer; and (ii) natural selection in humans
following zoonotic transfer. We also discuss
whether selection during passage could have
given rise to SARS-CoV-2.

The proximal origin of SARS-CoV-2

NATURE MEDICINE | www.nature.com/naturemedicine

Published online: 17 March 2020
https://doi.org/10.1038/541591-020-0820-9



Questoes

“virais”
(ou vitais?)

Presenca da RNA ou de
anticorpos?

Infeccao? (SARS-CoV-2)

Doenca? (COVID-19)

Transmissao?
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PRESSAQ DE VARIABILIDADE CAPACIDADE VARIAVEIS VARIAVEIS
SELECAO GENETICA TECNICA AMBIENTAIS SOCIO-ECONOMICAS
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