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Appendix 2 Figure. Phylogenetic tree based on the hemagglutinin-esterase fusion protein nucleotide
sequences of influenza isolate D/swine/Netherlands/PS-497/2020 (blue) and the 142 swine and bovine

IDV HEF nucleotide sequences available in GenBank. identified by their virus name and accession
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number. We generated maximum-likelihood trees using IQ-TREE (http://www.igtree.org) with the general
time-reversible plus invariable site plus FreeRate model and 1,000 ultrafast bootstraps. The influenza D
lineage is indicated. Scale bar represents the number of nucleotide substitutions per site per year. M,

matrix protein; NP, nucleoprotein; NS, nonstructural protein; PB, polymerase basic; P3, polymerase 3.
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