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Part 4: APPENDIX: supporting material
One novel avulavirus, avian paramyxovirus 14 (APMV-14), was discovered in a fecal sample of an unspecified duck sampled in 2011in Obihiro City, Hokkaido Prefecture, Japan (Thampaisarn et al.). This virus was isolated in embryonated chicken eggs and EM pictures of its virions, reminiscent of avulavirions, were obtained. AMPV-14 was also isolated in CEF cells. The complete genome of APMV-14 was deposited into GenBank (Thampaisarn et al.).
Another novel avulavirus, avian paramyxovirus 15 (APMV-15), was discovered in a cloacal swab of a white-rumped sandpiper (Calidris fuscicollis) sampled in Lagoa do Peixe National Park, Rio Grande do Sul State, Brazil (Thomazelli et al.). This virus was isolated in embryonated chicken eggs. The coding-complete genome of APMV-15 was deposited into GenBank (Thomazelli et al.).
Another novel avulavirus, tentatively also referred to as APMV-15 (and here renamed APMV-16), was discovered in 2014 in feces of unspecified birds in Gyeongnam Province, South Korea (Lee et al.). This virus was isolated in embryonated chicken eggs, and EM pictures of its virions, reminiscent of avulavirions, were obtained. The complete genome of APMV-16 was deposited into GenBank.
[bookmark: _GoBack]Three novel avulaviruses, Antarctic penguin viruses A-C (APVA-APVC) were detected in cloacal swabs of Gentoo penguins (Pygoscelis papua) sampled from 2014–2016 at Kopaitic Island in Antarctica (Neira et al.). These viruses were isolated in embryonated chicken eggs and propagated in MDBK tissue culture. Their coding-complete genome sequences were determined and deposited into GenBank (Neira et al.). 
We compare all coding complete genomes and performed phylogeny (Figure 1, 2). The new viruses recently described are not related between them, except the penguin viruses (Neira el al.,). 
We propose that the six new viruses described above be classified in six new species, Avian avulavirus 14-19, respectively.
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Figure 1. Bayesian phylogenetic tree based on concatenated nucleoprotein, phosphoprotein, matrix protein, fusion protein, hemagglutinin-neuraminidase protein, and RNA-dependent RNA polymerase protein gene sequences of 82 avulaviruses analyzed including those for which new species proposed. Mumps virus (MuV, a rubulavirus) was used as an outgroup. Novel viruses are indicated in orange. The best-fit model of nucleotide substitution was generalized time reversible plus gamma plus invariant sites. The analysis was considered complete if the average SD of the split frequencies was <0.01 and effective sample size was >200. The values represent the posterior probabilities of each node. Scale bar indicates nucleotide substitutions per site. APMV, avian paramyxovirus.
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Figure 2. Pairwise comparisons between the penguin avulaviruses and other avulaviruses. A) Full length viral nucleotide comparison B) Concatenated full coding region protein comparison C) Hemagglutinin- neuroaminidase protein identity comparisons.
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A) Full length viral genome nucleotide identity comparisons
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B) Concatenated full coding region protein identity comparisons
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C) Hemagglutinin-neuraminidase (HN) protein identity comparisons
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