1. Right click on your document near the text you want to change. Click “Select Tool”

ABSTRACT
Background: Severe act
the disease COVID-19 1

! * 2(SARS-CoV-2) is respor

Add Sticky Note
4 nomy of our planet. The vi

Add Bookmark

the disease not only in | 1 animals. People with dial
at risk of the disease. As  Edit Text & Images s been highly successful in
the pandemic within 31 Add Text al proteins of SARS includ
brane glycoprotein (M), Add Image... rotein (N), and the spike p

Methods: The structureAia=ai) ructural protein of SARS-

the membrane (M) glyc IREE 05 ag in silico analyses we dets
. Marquee Zoom
the structure and poten

Previous View

Results: The M protein e M protein of bat SARS-C
tains 98.2% homology v Rotate Clockwise o homology with the M pr
SARS-CoV; whereas, th o D 'otein of MERS-CoV. In sil:
yses showed that the M Find elix bundle, forms a single
membrane domain, and zar transport protein Semi
SemiSWEETs are relatec  Document Properties... ers function as cargo recef

vesicle transport, media 'oss lysosomal membranes

Show Navigation Pane Buttons

2. Then, highlight the copy you want to change and a little menu bar will pop up. Select the
“highlighter tool” which is the first tool on this menu bar.
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4. Double click on the highlighted text and you will get a comment box. Type your
correction into this comment box.
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Methods: The structure and function of the most abundant structu @
the membrane (M) glycoprotein, is not fully understood. Using in <
the structure and potential function of the M protein.

Results: The M protein of SARS-CoV-2 is 98.6% similar to the M protein of bat SARS-CoV, main-
tains 98.2% homology with pangolin SARS-CoV, and has 90% homology with the M protein of
SARS-CoV; whereas, the similarity is only 38% with the M protein of MERS-CoV. I silico anal-
yses showed that the M protein of SARS-CoV-2 has a triple helix bundle, forms a single 3-trans-
membrane domain, and is homologous to the prokaryotic sugar transport protein SemiSWEET.
SemiSWEETs are related to the PQ-loop family whose members function as cargo receptors in
vesicle transport, mediate movement of basic amino acids across lysosomal membranes, and are
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