ANItool - RhizobiaWiki

This tool is designed to assign species to new-sequenced rhizobial strains for systematically
investigate the genome basis of rhizobia.

You can upload your genome file as follows:

MR / - 1. click the box to select query genome file s

(in fasta)

Select your genome and upload: =~ GCA_000020265.1.fasta

Output Settings: 2. select the genus you want to compare

Filter / Select how many hits you want to display. If you only want hits above 95% threshold, please tick the ‘filter'

5 Report top K hits aefauttati hits)

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.
As estimated, the ANI calculation may take for ~20 mins to complete.

Q Successful Submission!

Dear User.

We have received your task and assigned a Job ID for your task, you can get the analysis results with the Job ID.
Please record your Job ID and the Job ID Link, if's the only way to get the resuits
The task takes some moment, and the analysis results will be retained for 24 hours

Job ID 1751352308215du_ani
Job ID Link https:/irhizobiawiki.com/ani_results?jobid=1751352308215du_ani
Submission Time 71112025, 14:45:08

After calculation, the results are displayed in a new page.

ANI Results

Job ID: 1751352308215du_ani

X Download table Search < | He

Query ID ANI Group Type Strain ANIm

GCA_000020265.1fasta Rhizobium192 Rhizobium phaseoli ATCC 14482 0.5733472504699287

Showing 1to 1 of 1 rows

The result table has four columns (Query ID, ANI group, Type strain and ANIm)



Query ID: the same with your file name

ANI group: The ANI group in Rhizobiawiki

Type strain: The type strain of this ANI group. In the demo, It means that the genome
uploaded belonged to Rhizobium phaseoli.

ANIm: The ANI value between query and each hit.

The result can be downloaded by click the button above the table.



