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lllumina virology solutions

Detect low-frequency variants and subtypes within a viral population with lllumina
next-generation sequencing (NGS) solutions for virology. With NGS, you can see a
more complete picture not only of viruses and host interaction, but also other phages
specific to microbes.

Determine the source of infection, route of transmission, and molecular pathway.
Perform drug resistance testing, molecular epidemiology of viral pathogens, vaccine
development, viral-host transcriptome interactions, viral surveillance, quality control/
contamination of biologics, and virus discovery with our comprehensive solutions.
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Bioinformatics solutions

BaseSpace® Sequencing Hub is the lllumina cloud-based genomics computing environment for
NGS data management and analysis. Access BaseSpace Hub via the intuitive web-based interface
or linux-based command line tool for simple data storage and sharing.

Targeted Re-sequencing
Genotyping software which is an integrated sequencing solutions for HIV, HCV and HBV drug
resistance determination.

Whole RNA-Seq
Kraken software is aligning k-mers and then classifying with a bacterial, archaeal, and viral
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Explore the exciting discoveries our NGS solutions are enabling.
Visit www.illumina.com/MicroStories and www.illumina.com/MicroWebinars.
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