
Protein Purification and Characterisation – 205.2.7121 
Department of Life Sciences 
Faculty of Natural Sciences 
Ben-Gurion University of the Negev 

 
 

1 

 

 

Exercise 1 
 

1. Below you will find an amino acid sequence: 
RPDHFMASYRKGAVLLKIKQYKLALPVLEAVVREKPED 

 

A. Which amino acids are expected to be exposed to the solvent and which 

are expected to be buried within the protein core? 

 

B.  

i) Manually predict the secondary structure of the above sequence by 

using the scheme below. 

 

 
(The pattern above is a general schematic and not a literal scheme 

for the sequence; that is, depict the sequence using a straight line 

for a coil, an empty box for a beta sheet and a solid box for an 

alpha helix.) 

 

ii) Afterwards, run the sequence through two different secondary 

structure prediction servers and describe and explain the 

differences between the outputs and your prediction. 

 

2. You need to prepare a 1 L buffer at a concentration of 1 M and a pH value of 6.3. 

A. Which buffer will you use? Write down its name and explain why you chose 

that specific buffer. 

 

B. Please give details of how you plan to prepare the above buffer using the 

mixing technique (not via titration). 

 



Protein Purification and Characterisation – 205.2.7121 
Department of Life Sciences 
Faculty of Natural Sciences 
Ben-Gurion University of the Negev 

 
 

2 

 

 

 
 

Source: Maniatis, T. Molecular Cloning: A Laboratory Manual 


