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

Narrative: is a “notebook” that holds your computational experiment.
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Welcome to KBase's Narrative Interface!

What's a Narrative? Narratives are shareable, reproducible workflows that can include data, analysis steps, results, visualizations and co
Take the Tour: Choose "Narrative Tour" from the "Help" menu above. The tour walks you through the user interface, pointing out various
Get Some Data: Click the Add Data button in the Data Panel to search KBase data or upload your own. Hover over a data object to revea
Analyze It: Use the Apps panel or the App Catalog to browse available analysis apps. Select an app to add it to your Narrative, fill in the f

Save and Share Your Narrative: Be sure to save your N: To let c view your analysis steps and results, click
social web that KBase is building to make systems biology research more open, reproducible and collaborative. Learn more...

Find Documentation: For more information, please see the Narrative Interface User Guide or the tutorials.

Questions? Bug reports? Contact us!
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Ready to begin adding to your Narrative? You can keep this Welcome cell or delete it by selecting "Delete cell" from the
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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

Shared With Me Example

Drag and drop files and folders in this box,
or select from your computer.

your account, and then
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Once uploaded, the file will go into the
“Staging Area”.
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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........
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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 gt s | [t
on the very right of the cell.
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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”, | 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.
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€®, GTDB-Tk classify *+¥ve
Obtain objective taxonomic assignments for bacterial and archaeal genomes based on the Genome Taxonomy Database (GTDB) ver 1.1.0
o )
Description

GTDB-Tk v1.1.0 is a software toolkit for assigning objective taxonomic classifications to bacterial and archaeal genomes. It is designed to work with recent advances that allow hundreds or thousands of
metagenome-assembled genomes (MAGs) to be obtained directly from environmental samples. It can also be applied to isolate and single-cell genomes.

Data
This app is using gtdbtk release 89 data https://data.ace.ug.edu.au/public/gtdb/data/releases/release89/89.0/gtdbtk_r89_data.tar.gz

Data Release Notes

About GTDB

The Genome Taxonomy Database (GTDB) is constructed from RefSeq and Genbank genomes, and releases are indexed to RefSeq releases. All genomes are quality controlled using CheckM and those
statistics can be found on the GTDB website.

References



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 into an AssemblySet.
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Batch Create Assembly Set - v1.2.0
W kb_SetUtilities v1.9.0
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Allows users to create an AssemblySet object.

Build AssemblySet - v1.0.1
* kb_SetUtilities v1.9.0

more...

3 Classify Microbes with GTDB-Tk - v1.7.0
4 § *kb_gtdbtk v1.0.0

Build AssemblySet - v1.0.1
Allows users to create an AssemblySet object.
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Obtain objective taxonomic assignments for bacterial and archaeal genomes based on the Genome Taxonomy Database (GTDB) ver 1.1.0

Finished with success on Mar 22, 2021 at 3:37pm

— A Ve

View Configure Job Status m

Report

Input Objects

Assembly Object Names (+)
Parameters
Description

Output Objects

Output AssemblySet Name

£

acteri

< View report in separate window

Archaea

Column visibility ‘

Bacteria Marker Summary || Archaea Marker

Summary

f_Moraxellaceae; f_Moraxellaceae;

g__ Psychrobacter; g Psychrobacter;
s_Psychrobacter s_Psychrobacter
5p000247495 5p000247495

e S —
FastANI FastANI Closest
User Genome Classification :::““ N Reference FastANI Taxonomy F“;‘\‘;:IN' Alignment Placement
erence Radius Fraction Reference
d_Bacteria; d_ Bacteria;
p_Proteobacteria; p_Proteobacteria;
c_Gammaproteobacteria; c_Gammaproteobacteria;
Assembly_consensus.fasta_assembly O—F *cidomonadales; GCF_000247495.1 95 0Pseudomonadales; 9597 084 GCF_0002474¢

Showing 1 to 1 of I entries

pvions [ 1] New

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.
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Start~ Strand¢ Length¢ Type? Function?

217 + 525 gene Putative von Willebrand
factor, VWF type A
domain protein
STM2315

816 + 216 gene

1392 + 273 gene Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

1661 + 1461 gene Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

3202+ 249 gene

3618 + 1227 gene Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

4805  + 300 gene  Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

5101 + 156 gene  Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

5249 150 gene Long-chain-fatty-acid--
CoA ligase (EC 6.2.1.3)

5658 + 450 gene
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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.
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Have fun exploring the Apps with your data for the
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