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2. Adapting to Variable Volume - Elimination of Batch Processing and Establishing Continuous Flow
o Extraction and library construction automation are programed for variable throughput, allowing samples
to be run immediately, rather than waiting for additional samples to create a processing batch.

This process, as presented, offers rapid pathogen-agnostic
screening for neurological ilinesses which potentially could
improve patient outcomes by reducing hospital stays and
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To ensure the clinical effectiveness in diaghosing
Meningitis and Encephalitis, established targets are
vital. They were used to gauge development success
and to ensure marketed promises like faster treatment
identification and overall cost reduction

4. Automation
o The use of automated liquid handlers throughout the process ensures a consistent
lab processing time, reduces process variability between and within batches, and
reduces the dead-volume requirements for many library construction reagents.
o Automated liquid handlers used:
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