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Combinatorial peptide libraries and HTS compound arrays are key players in drug discovery. These libraries can be used 

to screen highly active compounds such as antigenic peptides, receptor ligands, antimicrobial compounds, and enzyme 

inhibitors. Some of the applications of peptide screening tools are as follows:

   1. Epitope mapping studies.

   2. Vaccine research.

   3. High-throughput protein-protein interaction analysis.

   4. Customized peptide microarray production.

   5. Kinase assays.

GenScript has developed six powerful screening tools for generating peptide libraries. They are overlapping peptide 

library, alanine scanning library, truncation library, positional scanning library, random library, and scrambled library which 

are necessary tools in epitope identification and sequence optimization for structure-activity studies.
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Positional Scanning Library

Positional scanning library is an important tool for peptide sequence optimization. It 

identifies amino acids of interest at a given position or positions and substitutes the 

amino acid(s) at that position with all other natural amino acids one at a time. It gener-

ates high value data by locating potential more favorable residue(s) at specified 

position(s) for enhanced peptide activity.

In particular, positional scanning library has been used to identify T-cell epitopes from 

complex mixtures of proteins. In addition, this type of library can also be used to locate 

substrates with interdependent subsite with only minimum synthesis and screening.
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Random Library

Random library is an indispensable tool for sequence optimization. It has the 

ability to generate alternative peptides that could have the potential for enhanced 

activity. We substitute selected residues randomly and simultaneously with all 

other 20 natural amino acids via a shotgun approach. Our random library 

fabricates as many variations as possible within the selected amino acid 

residues.
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Truncation Library

Truncation library allows researchers to determine the minimum length required 

for epitope activity. The library is generated through a systematic truncation of 

the peptide's sequence from each terminus. Knowing the positions of key 

residues via Alanine Scanning Library studies, the truncation fragments can be 

centered around them.

In many cases, truncation library screening gives knowledge about the peptides 

with enhanced proteolytic stability. It can act as a tool to investigate peptide 

drugs undergo metabolic degradation, which is a major inhibiting factor bringing 

these drugs to the market. 
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