
 
 
 

abYsis v5  
 
abYsis is based on the academic work of Prof. Andrew Martin’s group at UCL (University 
College London). The public version of abYsis is one of the world’s most popular systems for 
investigating antibody sequences. 
 
Commercial licencees of abYsis, receive a distribution of the complete, standalone abYsis 
system so that they can install the system in a location and in a manner of their own choosing.  
 
Licencing is provided through Abysis Ltd 
 
 

Recent Enhancements 
 
Global settings 
​
A new set of global settings for Numbering, CDRs, Organism preference and additional 
colouring selections are maintained across all relevant pages. 
 

 
​
 
Multiple sequence display colouring by frequencies (Remember to set frequencies for desired 
organism in the Global Settings), PTMs, CDR determinants as well as a range of well-known 
biophysical colouring schemes 
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Triage tab 
 
This allows you to prioritise sequences from large datasets based on CDR length & PTMs before 
viewing in detail. 
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PTM Motifs 
 
You can now add your own motifs very simply with our motif builder and search 
across all sequences in the database 
 

 
 
Then PTMs can be displayed flexibly on the interface, just showing those you wish to 
see: 
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Excel export from each Tab​
 

 

 
 

​
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3D Structure​
​
Uploading of PDB coordinates from external sources is not much simpler. Go to Datasets and 
select New Project > Structure 
 

 
 
Once loaded you can explore sequence positions related to 3D structure marking them for 
investigation across all tabs.  
 
A new viewer is in that latest version which enables two way selections of residues. For 
antibodies with 3D coordinates, if you select a residue on the sequence display it will be 
highlighted on the structure and vice versa 
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Paired Heavy/Light Analysis 
 
If you have paired Heavy/Light chains and want to view the information together we have 
improved the system by providing two approaches 
 
 
 
The first is to add the corresponding Chain to those which have them 

 
 

 
 

 
 
The second approach is to restrict results to just paired chains during the search phase.  
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Library Module 
​
For those with Library module access a position-specific override so that you can select the 
frequency threshold per position, not just per region.  
In the following image we have selected H16 to over-ride (first you must select the residue and 
then click override). See the extra slider for the selected H16 
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