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Integrated genomic surveillance relies on high quality genome sequences

ntegrated genomic surveillance (IGS) is crucial for monitoring
nathogens of public health significance and focuses on the rapid
detection of changes in the pathogens’ genome sequences. Such
changes include the identification of new mutations, new viral
variants, as well as concerning accumulations and spread of
pathogens.

The timely detection of such patterns and dynamics enables rapid
detection of outbreaks and resistance developments, and reveals
variants with acquired higher transmissibility or virulence. The
COVID-19 pandemic has clearly demonstrated that surveillance
relies heavily on quality genome sequences of high and in-depth
nucleotide resolution [1,2].

Schema for a multi-viral genome reconstruction pipeline embedded in RKl's infrastructure

Pathogen-specific
configurations specify the
concrete tools and thresholds
in the pipeline.
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Public health-relevant viruses
are sequenced with pathogen-
specific methods. Raw reads
are stored in our internal
sequence repository.
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The workflow sources

processes from two module
repositories: nf-core for
standard bioinformatic tools
and an internal module
repository, rki-mfi. We plan to
contribute to nf-core, if the tool
is not yet available there and if
it is of general interest.
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The multi-viral Nextflow pipeline
unites the wealth of experience
from existing pipelines:
poreCoV [3], CoVpipe2 [4],
FluPipe [5] and RSVpipe [6].

Reconstructed genomes and
further analyses are pushed to
dataware house.
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variant benchmarking pipeline

for continuous quality
assessment.
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manager and Singularity for
tool containerization.
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