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Biologists and biochemists use sequence databases, structure databases, literature databases, etc. The 
database we will learn here is called the Protein Database (PDB). The PDB has all known 3D structures 
of proteins, DNAs and RNAs. To find the PDB on the web, type ‘PDB’ into google, and go to the first link 
returned, which is: 
 
https://www.rcsb.org/ 
 
You need to either fetch or download a structure (i.e., the PDB coordinates) of the protein that you intend 
to studying.  
 
Each structure is contained in a pdb entry specified by a unique entry code that does not carry any 
information (for example 1H97.pdb). A PDB file is a text file with the xyz coordinates of all the atoms in 
the protein (one protein has lots and lots of atoms). 
 
Example of two lines of a pdb file  
ATOM      1  N    ALA A   1   5.089   4.202   28.188  1.00 42.31  N 
ATOM      2  CA   ALA A   1   4.695   2.911   28.829  1.00 41.76  C  
 
 
How to use the PDB. 
 

Ask Questions:  
How many structures from the virus SARS-CoV-2 have been deposited in the pdb over the last year (as of 
1/23/2023) with resolution better than (i.e., less than) 2.2 Å? 

 
Start by Googling PDB 

The first hit 

 
 

On the PDB home page, click Advanced Search 
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Include the quotes 
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361 structures with resolution better than (i.e., less than) 2.2 Å related to SARS-Cov-2 were deposited between Jan 
23, 2022 and Jan 23, 2023.  
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They are listed for you. 

 


