
 

 

1. Purpose 
 
This document describes the process by which new concatenated reference sequences are generated for 
Influenza virus sequences stored in the BioHealthBase database. 
 
2. Method Description 
 
A BioPerl-based script is developed to string together, head to tail, and in order of the segment number, all 
the segment sequences for a particular Influenza virus strain. 
 
3. Input Data Preparation 
 
RefSeq sequences are obtained from NCBI in GenBank format. 
 
4. Output Data, Processing and Display 
 
Concatenated Influenza reference sequences are produced in GenBank format, with all features adjusted for 
the new coordinate system. They are subsequently loaded to BioHealthBase data warehouse. 
 
The display examples relevant to the concatenated Influenza reference sequences include Gene Details page 
and the Genome Browser: 
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