
 
 

The United States Department of Energy Systems Biology Knowledgebase 

What is KBase? 

Open-source software and data platform with an graphical interface that enables data 
sharing and analysis of microbes and microbial communities… 

 
To use KBase you can login/register through a google account. 

 

Overall look of KBase: 
 



When you first start, you will need to make a “Narrative”. 

 

 
Narrative: is a “notebook” that holds your computational experiment. 

 

 
 
 

It will load a new Narrative that is automatically called Untitled. First thing you should 
do is rename it, you can do this by clicking “Untitled” 
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Getting you data on KBase 
 

 
You are directed to the import tab. In 
general, you need to first upload the files to 
your account, and then 
import into your specific Narrative. 

 
I have the fasta file 
“Assembly_consensus.fasta”. You will 
need to find a genome on NCBI. Don't 
worry the .fa and .fasta files are 
interchangeable 

Once uploaded, the file will go into the 
“Staging Area”. 

To import the assembly into your Narrative, you will need to scroll down to get the 
“FASTA Assembly” option and then hit the ‘ blue up arrow button’. 

 
 
 
 

Once data is uploaded you can use the Apps 

Lots of Apps including ones for: 

Genome annotation: RAST, Prokka, DRAM you can 
check how the results differ when annotating with 
these different methods. 

Genome assessment: GTDB-tk, CheckM 
 

Metabolic Modeling: you can Build Metabolic Model 
with with the assembly/genome you annotated with 
either RAST or Prokka. Why not check how the 
different annotations effect the metabolic modelling 
results? 

 
Also Apps for: (meta)genome assembly, Contig 
binning, Community modelling, etc…….. 



 

Every action/App performed or 
initiated by a user appears as a 'cell' 
in the Narrative. You can expand the 
cells by clicking on the + and - signs 
on the very right of the cell. 

 
 
 
 
 

You can look for Apps in the bottom left corner of KBase. Once you click on an App it 
will appear as a cell in the Narrative. Once in the cell, each App will have several tabs 
on it. You can click the “Info” tab to see what the App does and have access to 
additional references. The “Configure” tab is where you can select what data/file you 
want to use the App with. In your case it would likely be your imported assembly file or 
the annotated genome. Sometimes you can also select other options in the 
“Configure”, I recommend reading about the App and just trying a few things. Not all 
Apps will work with all data types. Click “Run” button to start the analysis. 

 
 
 
 

Switch to be able to see the apps that are still 
in Beta mode. 

 
 
 
 
 

 



 

Results:  
Once the App is finished running, the results are either in the cell under the “Results” 
tab of the App you ran, or they are created as objects in the ‘Data’ panels. If you object 
is in the Data panel you can click on it to explore the data in the cell, or on the 
‘binocular’ looking button to explore the results in a separate window. Try checking 
what the other buttons do. 

This is example of output from the GTDB app that can taxonomically classify your 
organism. 

Note: To run GTDB you need to first convert your assembly/genome into an 
AssemblySet. 

 
 
 
 
 
 
 
 
 
 

 
Here is example output from annotation of the assembly/genome with RAST. You need 
to scroll down to get to the Assembly and Annotation part. 



 

 



 

Here is example output from the Build Metabolic Model app using the assembly/ genome that 
was annotated with RAST as an input for this app. 
 

 

 
If you get stuck/lost KBase has a useful help section. 

 

 

 
Have fun exploring the Apps with your data for the 
report! 


