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General Requirements. 
Note that downloading of any data via IMG is available only in IMG/MER, i. e. it requires signing 
in with your IMG account. You can create an IMG account following the “Login / Sign-on” link on 
the top of IMG Home Page as shown below and follow the instructions therein. 

 
 



Downloading a single dataset. 
Download links are provided on the respective Genome Details and Metagenome Details pages 
as shown below. 

 
The link will redirect you to the JGI Genome Portal page. Depending on whether the 
dataset has been generated by the JGI or not, the page will look differently. 

Non-JGI Generated Datasets. 
Below is an example of a Genome Portal page for non-JGI sequenced dataset. Note the 
Funding information saying that the project was not sequenced at the JGI. You should click on 
the “Download” tab. 



 
This link will lead you to the page below. 

 
Even though this is not a JGI-generated dataset and no notification of the PI is required, you 
still have to agree with the JGI Data Utilization policy by clicking on the “Agree” button, which 
will open a page like the one below. 



 
You can select an entire directory or open the tree to navigate to the specific file as shown 
below. 

 
Then click on “Download Selected Files” to download the data. 

JGI-Generated datasets. 
The link on the dataset Details page will lead to a JGI Genome Portal page, which looks like 
the one below. Note that a PI and proposal name is provided, as well as other relevant 
metadata. 



 
For JGI-generated data you need to follow the JGI Data Usage Policy and you may need to 
request the PI’s permission to use the data. After agreeing to follow the JGI Data Usage Policy, 
a page similar to the screenshot below will appear. Note that for the JGI-generated datasets a 
lot more different directories with different data types are available. IMG sequence and 
annotation data is stored in the directory “IMG Data” (highlighted). Please refer to the JGI 
Genome Portal documentation and Help for information on other types of data available for 
JGI-generated datasets. 

 
Again, you can select some or all directories, or open the “IMG Data” directory to select 
individual files, then click on “Download Selected Files” to start downloading. 



 

“IMG Data” directory content. 
Although in general this directory contains all IMG sequence and annotation files, depending on 
the version of the IMG pipeline, which was used to annotate this particular dataset, the content 
of “IMG Data” directory is different. The information about the version of the pipeline used to 
annotate the dataset of interest can be found on the respective Details page as shown below. 

 



The main differences are between the genomes and metagenomes annotated by the IMG 
pipeline v.5+ and genomes and metagenomes annotated by the earlier versions of the pipeline. 
The details for all of them can be found in the IMG Help menu as shown below. 

 
File names in the directories generally correspond to the annotation types described in these 
documents. In addition, a tarball of all IMG annotations (a file named <IMG taxon id>.tar.gz) is 
provided, which includes a README file describing file contents and column definitions. 

Datasets not available for download from the JGI Genome 
Portal. 

Many older genomes in IMG were not re-annotated with the IMG annotation pipeline, i. e. their 
annotations are generally the same as those available in GenBank. For these genomes the 
“Download” link goes to NCBI page like the one shown below. 



 
In some cases Genome Details pages include the “External Links” section with link-outs to 
GenBank or RefSeq pages via contig/scaffold-specific accessions, like shown below. 

 
You can download the data following the links on these pages. 
For batch downloads via Genome Cart a link in the email will include information about the 
genomes that could not be included in the download bundle because the data is not available 
in the JGI Genome Portal. An example of such a message is shown below. You can use IMG 



taxon oids provided on this page to retrieve the genomes from NCBI using one of the ways 
described above. 

 
Note that for some private submissions that were later released by the submitter (i. e. non-JGI 
generated data that wasn’t loaded from one of NCBI sources) the submitter opted not to 
provide the data for download via the JGI Genome Portal. For such datasets no data download 
is available. 

Batch download of multiple datasets. 
Batch downloads of multiple datasets are enabled via IMG Genome Cart. The count of 
genomes in your Genome Cart is displayed above the IMG main menu as shown below; 
clicking on this link will lead you to the Genome Cart. Use IMG Genome Search and other tools 
to add datasets to your Genome Cart and table configuration and filtering options therein to 
refine your genome selection. 



 
In the Genome Cart you can select some or all of the datasets, go to the tab “Upload & Export 
& Save” (highlighted below) and click on “Download Genomes” button. 

 
This link will redirect your request to the JGI Genome Portal, which will generate a download 
bundle (a .tar file) of IMG annotation and sequence tarballs (the same that can be downloaded 



from individual dataset portal pages). Follow the instructions on this page. When your 
download bundle is generated, you will receive an email with the link to the download page. 

Opening downloaded tarballs. 
In many cases the downloaded file is a tarball of multiple files, either compressed (extension 
.tar.gz) or uncompressed (extension .tar). Unix users have native utilities that they can use to 
extract this kind of an archive. Windows users may need to download​ ​7-zip​ or similar 
uncompression utility to extract files from this archive. 

7-zip is available for download at​ ​http://www.7-zip.org/​ . 

Contents of the download archive may vary based on the availability of data in IMG, but in 
general the following files are made accessible: 

● Nucleotide sequence (assembled) of a genome or metagenome in multi-fasta format 
● README.txt file describing the format for each file 
● Gene sequences in multi-fasta format 
● Aminoacid sequence file of protein-coding genes in a multi-fasta format  
● Intergenic regions in multi-fasta format 
● Gene Information file in GFF3 format (Strict conformance is not guaranteed, esp. in type 

and attributes fields) 
● COG hits in tab-delimited format 
● KOG hits in tab-delimited format 
● Pfam hits in tab-delimited format 
● TIGRFam hits in tab-delimited format 
● InterPro hits or hits to a subset of InterPro databases (CATH-FunFam, SFam, SMART) 

in tab-delimited format 
● Transmembrane helices in tab-delimited format 
● KEGG Orthology (KO) and EC annotation in tab-delimited format 
● Signal peptide annotation in tab-delimited format 
● External references information in tab-delimited format 

Special case downloads (IMG/VR, IMG 
collections, etc.). 

In addition to downloads of individual datasets and custom-selected sets of genomes and/or 
metagenomes, IMG provides downloads of pre-packaged large datasets containing viral 
contigs from IMG/VR, and other IMG collections. Below is an example of a special case 
download of IMG/VR data. 
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A link to Hungate collection portal: 
https://genome.jgi.doe.gov/portal/HungateCollection/HungateCollection.info.html 
A link to a collection of 1003 GEBA genomes: 
https://genome.jgi.doe.gov/portal/geba1003/geba1003.info.html 
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