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Download information of all IMG genes 
annotated with a specific function 
(6/25/2020) 

 

This document describes how IMG users can download information of all IMG genes annotated 

with a specific function.  

Let’s assume that the function we are interested in is enzyme EC:3.2.1.14 Chitinase. Also, we 

will only use isolate genomes in this example. Users can follow similar steps to find 

metagenome genes. 

 

Warning: IMG is a shared resource. So PLEASE do NOT try to download all IMG 

genes with all functions!!! Yours jobs will be terminated if you try to do that. 

 

Step 1: Find all genomes having genes annotated with EC:3.2.1.14 
From IMG UI, go to Find Functions -> Enzyme, and type “3.2.1.14” and click the Apply button. 



2 
 

 

Click the Isolate Genome Count number to open the genome list in a separate window. (Please 

note that you may see different counts because the number of IMG genomes can change daily.) 
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Select all genomes in the list by clicking the Select All button. Then scroll down to save the 

selected genomes into a Workspace genome set called ec_3_2_1_14: 
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Click the Save Selected to Workspace button to save the data. 

Now return to the Enzymes page to select EC:3.2.1.14 to save it into a Workspace function set 

also called ec_3_2_1_14. (You are free to choose a different name as long as you remember 

what it is.) 

 

 

Step 2: Find all genes annotated with this function 
Now go to Workspace -> Genome Sets to select the set ec_3_2_1_14 you just created.  
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Then click the Function Profile tab to select the function set ec_3_2_1_14. Scroll down to find 

Submission as Computation Job Using Message System. Name the result file as job_3_2_1_14 

(or any other name you like), and click the Submit Computation button. 



6 
 

 

You will get a confirmation that the job has been successfully submitted. You can go to 

Workspace -> My jobs to check the status of that job. You will also get a notification when the 

job is completed. 
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When the job is completed, you can click the completed link to check the result. However, in 

many cases the result will be too huge, and the web browser will time out. An alternative way is 

to simply download the result – i.e., select the job and click the Download button. 

The download result is a zip file. When you unzip the file, you will see: 

 

The file “list.txt” contains the complete gene list. The 3rd column is the IMG gene OID, the 4th 

column is the gene product name, and the 5th column is the correspond IMG genome OID. 
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You can create a gene list from the above file using Excel. Load the text file to Excel and delete 

all the columns except the gene OID (i.e., 3rd column). Then insert a row at the very top, and 

type in “gene” in the 1st column of this new first row, and type “ec_3_2_1_14” in the 2nd 

column. Output the Excel data to a text file, and you will have: 
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Note that “gene” and “ec_3_2_1_14” are separated by a tab. 

Now go to IMG UI Workspace -> Gene Sets and click the “Import & Export” tab. In the Import 

section, choose the gene OID file you just created, and click the Import Gene Sets button, and 

you will have a new gene set ec_3_2_1_14 in your workspace. 

Step 3: Download all gene information 
You are finally ready to download gene information. 

Click to select gene set ec_3_2_1_14 from Workspace Gene Sets: 
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Then go to the Import & Export tab again, and scroll down to find the Data Export section: 
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Make sure that your email is shown up (or filled in) in the My Email field; otherwise you won’t 

receive an email notification. 

• Fasta Nucleic Acid File: download gene nucleic acid sequence 

• Fasta Amino Acid File: download gene protein sequence 

• Gene Data In Excel: download gene information in Excel 

When the job is done, you will receive an email notification. Follow the instruction in the email 

to download your result file. The following is an example gene protein sequence file: 
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