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seqguencing. It Is able to process both

7) Bioinformatics and Data Analysis

We have developed a bioinformatics analysis pipeline that is able to process 50,000 reads from a complex
environmental sample in under 15 minutes post sequencing and can process multiple samples in parallel. It
has a low predicted false positive rate (FPR) and a high probability of ID.

2) The Concept
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L filtration modules are used for bacterial readstospecies 1| to phylogenetic
The pathogens are separated by filtration and | | o relationship
. L and viral capture. Bacterial concentration is \_ AN Y,
processed Iin two parallel pipelines through a

based on size exclusion of bacteria through
a filter (left) and consequent elution from the

filter. The filtrate Is directed to viral capture
unit (right) and concentrated. Our ongoing systems integration for non-scientific end-users and cost-down work will result in a commercial

system which can achieve widespread adoption within mobile and static CBRN applications to make
ubiquitous DNA sequencing a reality and finally transform DNA sequencers into sensors.

modular system of several alternating steps.

8) Future work

Proprietary software maps the generated data
against all organisms and delivers fast results
on a species level in under 20 min.

The results do not require analysis by trained
iINndividuals or specialist laboratories.
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