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What is EpiStat? 

EpiStat is a simple program used to analyse the amino acid content of protein/peptide sequences. It 
also produces reports on various types of amino acids that comprise the protein.  

Entering the Data 

To analyse the sequence, simply Paste it into the Sequence window . We recommend also entering 
the accession number of the sequence you use and the name of your sequence or project. This data 
will be present in all Results you save after the analysis. 

If your sequence contains gaps (may appear due to formatting) or contains abnormal signs 
(punctuation/letters that are not amino acid code) the analysis will be aborted. To avoid it, keep the 
“Filter” option selected. 

To analyse only a fragment of the sequence, please enter the position number of the first and the last 
amino acids of the fragment you want to analyse. Please be aware that the numeration of the sequence 
starts from the first amino acid of the original sequence and will be kept during the analysis of the 
fragment. For example, if the first aa of the fragment was 101 it will be indicated as 101 in all further 
analysis and Results. 

However, if you paste a sequence fragment into the sequence window, its first amino acid will be 
referred to as position 1, not the position in the original sequence- - source of the fragment.  

You may Paste not only a single sequence, but several sequences, i.e. a set of peptides. The program 
will produce a result of the entire massive of the entered sequences. 

 

 

 

 

 



Viewing and saving the Results 

The results of the analysis are in tabular form:  

 

You may Save the report for your records as a standalone HTML document that may be further 
converted into other formats. 


