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Emerged in Wuhan,
China in 2019
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Zoonotic pathogen
Incubation period 2-
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INTERACTIONS RBD-ACEZ2
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LY-CoV555:

- Binds to the RBD in the up
or down conformation.

- Overlaps ACEZ2 binding site.

- Binds to shared residues
with ACE2.




Neutralizing Ab: LY-CoV3555
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Neutralizing Ab: LY-CoV3555

E484-R50 and Q493-R104
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CONCLUSIONS

Structure and function of CTD domains of Spike and Nucleocapsid proteins are
conserved

SARS-Cov 2 has a high variance on CTD Spike domain that interact with residues
of ACE2 residues — high mutational rate

Regarding the N-NTD, almost all the interactions between this domain and the
ssRNA are conserved, it could be a good drug target

Regarding the N-CTD, if some amino acid change and the octamer is not build, the
virus cannot have helical symmetry
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1.SARS-CoV2 genome codify for ...

a)
b)
c)
)
e)

Non-structural proteins such as RNA dependent RNA polymerase and Structural proteins such as Spike, nucleocapsid, envelope and Membrane proteins.
Non-structural proteins such as Spike, nucleocapsid, envelope and Membrane proteins and Structural proteins such as RNA dependent RNA polymerase.
Proteins for the membrane and cell attachment

Spike protein and regulates the efficacy of infection

Non-structural proteins such as RNA dependent RNA polymerase and structural proteins related only to membrane formation

2. As we have seen in the clusters results of stamp, some CoV have structural similarities. Which of this sentences is more accurate?

a)
b)
c)
)
e)

SARS-CoV2 CTD Spike protein Domain has more similarities with SARS-CoV than with WIV1

MERS-CoV has the most similar CTD Spike protein domain sequence with SARS-CoV2 in comparison to the other Coronaviruses analyzed.

IBV CTD N protein domain present some more differences in their structure and function than MERS-CoV in comparative to the other CoV analyzed.
SARS-CoV2, Delta and HKU1 shares the same subgenera.

All of the above are true

3. The conclusion of the SARS-Cov2 CTD Spike protein conservation is...

a)

SARS-Cov2 CTD S protein domain has a high variance in all the sequence

CTD S protein domain preserve their function and structure between the coronaviruses analyzed, however they have variance on residues with interaction with
ACE2.

A and B are true

CTD spike protein is not important for infectious function

All of above are true




4. SARS-CoV2 belongs to the Subgenera of....

a) Embecovirus

b)  Merbecovirus

c)  Sarbecovirus

d) Beta Coronaviruses

e) Gamma Coronaviruses

5. The Spike protein domain that participates in the binding with its receptor ACE2 is:

a) HR1

b) HR2

c) aandb are correct
d) NTD

e) RBD/CTD

6. Select the correct statement:

a) Most of the interactions between SARS-CoV-2 and ACE2 are salt bridges.

b)  None of the SARS-CoV-2 residues that interact with ACE2 are conserved in SARS-CoV.
c) aandb are correct.

d) Hydrophobic interactions also participate in the binding of SARS-CoV-2 and ACE2.

e) All of the above are correct.




7. The neutralizing Ab LY-CoV555, select the correct answer:

a)
b)
c)
d)
e)

Binds to the RBD of the SPIKE protein just in the up conformation.

Overlaps the ACE2 binding domain, so ACE2 and the SPIKE protein are unable to interact.
A and B are correct.

Binds to both the RBD and NTD domains of the SPIKE protein.

None of the above is correct.

8. Which domain is the responsible for de octamer formation and the helical shape of the ribonucleoprotein?

a)
b)
c)
d)
e)

The Nucleoprotein CTD

The Nucleoprotein NTD

A and B are correct.

The Spike CTD

The ribonucleoprotein doesn’t have an helical shape

9. The dimerization interface of the Nucleoprotein CTD consists of:

Helixes alfa
Helixes beta

A and B are correct
Helixes 30

All are correct

10. Which interactions are more important to conserve to form de octamer of the N-CTD?

a)
b)
c)
d)
e)

Intra-monomer
Intra-dimer

Aand B are correct
Inter-dimer

Al of them are correct




