This guide provides an overview demonstration of DisCVR GUI and how to use it to classify a clinical
sample from HTS data and validate the results using reference genome alignment. For more details
about installation and system requirements, please refer to the Operating Manual.

Sample Classification

Upload a sample file to
classify. The file must
be .fastq or .fastq.gz
but not .fasta

To classify the sample
using DisCVR’s built-in
database, select one
from the Database

Database icon shows a list of all viruses in the Database Library.
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To classify the sample
using your own
database, check
Customised Database,
upload the database file

and enter a value for
the entropy.

Consult the Operating
Manual about building
a customised database.

After uploading a sample file and
selecting a database, click ‘Classify’
to start the classification process.

Results Validation

The classification contains four stages and the progress bar is updated after each stage.
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Humber of distinct l-mer in the sample to be dassified are (510,333}
1 he sum of their counts is (01,092,568)

Lxtracting information from the detabase...

During classification, the
progress information
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There are (15,161,604) distinet k-mers in Uie databese,
The Wwial number of their counts is (754,272,136)

matehing Sonple k e with e Database: k mers...
There aee (19,385) distinet k mers in the sample marched with the datahase.
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RESIITS...

panel displays information
about the sample reads
and their matched k-mers
to the database

There are 12 wirus{es) found in the sample.
Time taken (hh:mm:ss): DUz /

|_To validate the
significance of the results,
right click on a row and
then choose either to
align the matched k-mers,
or the sample reads to the
reference genome of the
selected virus.

Consult the Operating
Manual for information
about the Scoring and
Summary panels.




