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Introduction
In the first part of this course, we are going to use a variety of bioinformatics (computational
biology) tools to look at a variety of proteins that are important in the study of SARS-CoV-2
and its associated disease, CoVID-19.

There is a reasonwhywe are asking you to study protein structure at the very beginning of
this course. Without it, you can’t understand journal articles, you won’t understand what the
various computing tools are showing you, and you certainly won’t be able to understand or
study the interactions between proteins, such as the ACE-2 protein receptor that serves as the
connection point for the SARS-CoV-2 virus, and drugs (such as remdesivir) that also interact
with the ACE-2 protein.

If youhave had a basic course in biology (Honors orAPBiology), then this activity should
serve as a review. If you have not studied protein structure in those courses or in some other
biology program, then this lab is really important.

For this activity and many others that ask you to look at protein structures, we’ll use a
public domain database known as the Protein Data Bank (PDB).

1.1 Basics of Protein Structure

Being able to look at a protein structure anddescribe its characteristics, primarily its structure,
is critically important. When you are shown a protein structure on some online resource,
including Wikipedia, typically you are seeing the secondary structure, with its alpha helix and
beta sheet features. What does that mean?

Figure 1 shows the fours levels of protein structure:

1. Primary: the most basic protein structure is the primary structure, the string of amino
acids that make up the protein. Amino acids are also called peptides or residues, and the
string of amino acids is called the sequence. Just about every protein computing tool has
an option to show the list of amino acids, andmost have the ability to highlight specific
amino acids based on some specific property or characteristic.
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Figure 1: Four levels of protein structure

Figure 2 shows the one-letter codes for the 20 amino acids. Most of them are the first
letter of the amino acid, such as ”V” for valine, but some are other letters, such as ”Y”
for tryptophan. Memorizing the amino acids and their one-letter codes is strongly
recommended, especially if you plan on staying in the biology business!

Note that amino acids alsohave a three-letter code, andyouwill see these aswell. Again,
memorizing these is a good idea!
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Figure 2: One letter amino acid codes

2. Secondary: Figure 3 shows the three basic types of secondary structures, alpha-helices,
beta-sheets, and turns/coils. These structures are important in that they are influential
on how external compounds, like drugs (also known as ligands) will interact, or bind to
the protein. This protein-ligand binding determines whether or not a drug will change
the structure of the protein, which in turn affects its ability to do what it does. For
example, in SARS-CoV-2, we need a drug that blocks the ACE-2 protein on a host cell,
thus preventing the virus from attaching, and then using that attachment to enter the
host cell so it can replicate.

Figure 3: Three types of secondary structure

3. Tertiary: Proteins fold into three-dimensional structures, and how proteins fold is con-
sidered aGrand Challenge problem, one of the most scientifically and computationally
challenging problems known today. Figure 4 shows how a secondary structurewill fold
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into this 3-D structure. How this protein folds is also fundamental in determining how
the protein behaves and interacts in the body and with compounds coming into the
body, such as viruses and drugs.

Figure 4: Tertiary structure of a protein ([1])

4. Quaternary: Mostproteins consist of several chains. These chains, consistingofprimary-
secondary-tertiary components, bind together to form the final protein structure. In
Figure 5, the four chains – A, B, C, and D – have been color-coded to make it easy to
differentiate them.

Figure 5: Quaternary structure of a protein [2]

In this next section, we will explore how protein structures are discovered, and the use of
a resource known as the Protein Data Bank (PDB), an online resource for storing and sharing
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protein structures by and for the scientific community.

1.2 The Protein Data Bank

The Protein Data Bank (PDB) is the premier repository for protein structures that have been
elucidated, or determined, by somemethod, suchasX-ray crystallographyor thenewermethod
of Cryo-EM (electron microscopy). Once a protein has been isolated from some organism
(humans, mice, bacteria, viruses, etc.) and then converted into a crystal, the coordinates
(bond lengths and angles) of the atoms in the protein are determined using a crystallogra-
phy method. After each molecule is uploaded it is validated by software analysis to ensure
that the structure quality meets widely accepted standards and criteria. These validation pro-
tocols also ensure that the PDB entries contain the same information regardless of how the
submission was processed. [3] The results are posted to the PDB, where anyone can down-
load them and use them as needed.

The worldwide Protein Data Bank is a database for three-dimensional structural data of
large biomolecules including proteins, nucleic acids, and complex assemblies. Founded in
1971 as a joint venture between Cambridge Crystalographic Data Centre and Brookhaven
National Library, this database is committed to allowing public access to biomolecular data
worldwide. In 2003, with the formation of theWorldwideProteinDatabank (wwPDB) access
to protein structural data became trulyworldwide. It beganwith the foundingmembers of the
ProteinDataBankof Europe (PDBe), theResearchCollaboratory for Structural Bioinformat-
ics (RCSB), the Protein Data Bank of Japan (PDBj) and the Biological Magnetic Resonance
Data Bank (BMRD) joined in 2006. Each individual member organization can deposit a new
structural dataset, process it, anddistribute it online. All submissions are reviewed, annotated,
and validated before distribution.[4]

Each member organization of wwPDB has slightly different capabilities and specialties.
TheBiologicalMagnetic ResonanceData Bank collectsNMRdata from any experiment. This
captures assigned chemical shifts and is able to calculate hydrogen exchange rates, pKa values,
and relaxation parameters. RCSB PDB is the simplest (while still advanced) searchingmech-
anism for macromolecules and ligands. They specialize in tabular reports, visualization tools,
and sequence/structure comparisons. Additionally, RCSB PDB has educational resources
under PDB 101. PDBj supports browsing in Japanese, Chinese, and Korean to allow for a
greater amount of scientists to have access to the resources stored in the entire Protein Data
Bank. PDBj is able to easily identify functionally or evolutionarily conserved motifs through
the annotation of sequence and structural similarities. PDBe has multiple search and browse
facilities allowing for more advanced searches into protein folding and motifs. Additionally,
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PDBe has advanced visualization and validation services of NMR and EM structures.

Figure 6: Structure of a PDB text file

PDB files are mostly text files, and therefore human-readable. Figure 7 shows an example
of the structure of a PDB text file. Proteins are given a PDB IDnumber, a four-character code,
such as 1HVRor 6LU7. Researchers typically converse about proteins by using their PDB ID
code, so it’s important to keep track of the PDB ID for the protein you are studying. I keep a
notebook of PDB IDs that are of interest. These structures can be viewed using many third-
party programs and theRCSBPDB site contains a separate viewing environment. Third-party
programs include Jmol, Pymol, VMD, Rasmol, ICM-Browser, MDLChime, UCSFChimera,
Swiss-PDB Viewer, StarBiochem, Sirius, and VisProt3DS.[4]

7



Figure 7: Structure of a PDB text file

Figure 8 shows a list of all of the PDB files that are relevant to the coronavirus pandemic.

Figure 8: Coronavirus PDB list, as of June 2020

Figure 9 shows a sample entry for the 7BV1 structure, an important SARS-CoV-2 protein
structure file. Notice the date on this entry (April 22, 2020). This protein was isolated from
the SARS-CoV-2 virus, using cryo-EM at a resolution of 2.8 angstroms. This entry contains
three proteins: nsp12, nsp7, and nsp8, proteins that we will look at in this course. It also
has one ligand, or small-atom molecule. Ligands are typically drugs, but they can also be co-

8



factors, atoms or molecules that support the functioning of the protein. In this case, there is a
zinc (Zn) atom that serves as a co-factor but is listed as a ligand.

Figure 9: PDB ID 7BV1, an important SARS-CoV-2 structure

2
Student Activity
NOTE!The majority of the steps for the activity will be demonstrated in the webinar.
These instructions aremeant only as short reminders of the available resources related
toPDBand expectations concerning the scavenger hunt of SARS-CoV-2proteins in the
Protein Data Bank.

For this lab, you are asked to answer some questions based on the lab reading (this docu-
ment) and a PDB ”scavenger hunt” (Section 2.2) for the PDB IDs 6W41 and 6VXX.

2.1 Protein Data Bank Resources

The following resources will aid in finding the necessary information about the Protein Data
Bank. Review each of the resources below to learn more about the worldwide Protein Data
Bank and the partner organizations. [3]

1. Introduction to PDB Data
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2. Worldwide PDB [3]

3. PDB 101 (Protein Data Bank educational branch)

4. Wikipedia overview of the Protein Data Bank [4]

5. RCSB PDB

6. Biological Magnetic Resonance Data Bank

7. PDB of Europe

8. PDB of Japan

9. User guide to the wwPDB EM validation reports

2.2 Scavenger Hunt of SARS-CoV-2 Proteins

This Scavenger Hunt will look at the properties of the SARS-CoV-2 proteins 6W41[5] and
6VXX [6]. A Google sheet is available here for you to make a copy of and keep track of what
you are finding to aid in completing the quiz.

2.2.1 6W41 Questions [5]

1. What is the title of this protein file?

2. What organisms did it come from?

3. What date was this structure deposited?

4. Who authored the structure deposition?

5. What journal was the paper the accompanies this structure published in?

6. How many atoms are contained within this structure?

7. How many unique protein chains are contained within this structure?

8. What is the sequence length of the longest unique protein chain within this structure?

9. What is the resolution of this structure in angstroms?

10. What ion is present in this structure as a ligand?
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2.2.2 6VXX Questions [6]

1. What organism was this protein expressed in?

2. What method was used to obtain this data?

3. What was the electron dose used in the experiment that obtained this structure? (an-
swer in electrons per square angstrom)

4. How many alpha helices are seen in the secondary structure of one unique protein
chains?

5. What percent of the secondary structure is covered in beta sheets?

6. How many total poly-peptide chains are in the structure?

7. What type of amino acid is the 753rd in the chain sequence? (answer in a one letter
abbreviation of the amino acid)

8. In the validation report, what percentage of chain A has quality classified as green?

9. In the validation report, how many sulfur atoms are in chain B of the protein?

10. How many residues are in chain B of the protein?
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