
Pangenome - RhizobiaWiki

This tool is designed to gain evolutionary insights into specific group of rhizobia and
close-related strains through pan-genome analysis. This tool allows users to run pangenome
analysis using own genomes and strains in RhizobiaWiki.

Two modes are now applied in this tool:
(1) specific genomes in RhizobiaWiki;
(2) genomes in RhizobiaWiki + user uploaded genome.

The user only need to upload a text file containing all NCBI accessions of strains and click
the submit button to submit your task.

Once you submit your task, a new text will be displayed at the bottom of the website.
Please save the Job ID or Link of your job, the result can be traced by job ID.



The users can view basic pangenome statistics of strains. In additions, all results files can be
downloaded for downstream analysis.


