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INTRODUCTION

Porcine reproductive and respiratory syndrome (PRRS) is considered one of the most economically important infectious diseases of swine. PRRS is caused by a RNA virus with a
high mutation rate.

Thermo Fisher Scientific has improved seqguencing workflows over the years, resulting in a larger percentage of field samples which can be sequenced (either whole genome
sequencing or targeted). The quality of the sample impacts the options for sequencing. With the optimized workflows, even samples with different viral load can be sequenced.
Sequencing positive samples give additional information about the origin of the sample and if it could be related to used vaccines or new field infections. Having this information helps
the veterinarians and farm manager to evaluate the PRRS management and bio security in farms.
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The analytical strategy is divided into different steps: Viral RNAs are isolated using the MagMAX Pathogen RNA/DNA Kit on
KingFisher machines. Isolated RNA is amplified using LSI VetMAX PRRSV EU/NA Kit on QuantStudio 5 real-time PCR system. Compared to a Real Time PCR assavs that enables the pathogen oresence/absence. sequencing approaches
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