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Introduction

In several European countries Bovine herpesvirus-1 (BoHV-1) monitoring and vaccination programmes are in place. Knowledge regarding the genetic vanability and the phylogenetic relationship
of virus strains 1s important in such programmes. In the Netherlands, testing nasal samples of cattle with respiratory symptoms is part of the monitoring programme. Yearly, nasal samples of
approximately 100-300 cattle herds are admitted to Royal GD and tested by virus isolation and/or a real-time PCR.

Materials and Methods
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e Therefor go()d qua[]ty Sequencing data, comp eteness Figure 1. Circular unrooted phylogenetic SNP tree based on 1238 informative SNPs from 205 BoHV-1 samples and using BoHV-1.1 Strain Cooper (JX898220) as reference. Data were clustered using
. s - . the neighbour joining method and the Jukes Cantor nucleotide substitution model. Samples originating from Dutch cattle are identified according to farm they originated from, year of isolation
of the genome and sufficient coverage are im portant in and sample type (s for nasal swab and i for virus isolation). Samples that where obtained from different animals on the same farm are indicated with a-c (e.g. 040a). Clusters of samples with

allowing reliable genotyping and molecular epidemics. suspected epidemiological link are indicated in different colors and number I-IX.
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