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An adenovirus (Odocoileus adenovirus 1, syn. deer adenovirus 1) has been identified in mule deer (Odocoileus heimonus) associated with high mortality in California (Woods et al., 1996). Later it was detected in multiple other deer species, and was identified as belonging to the genus Atadenovirus (Zakhartchouk et al., 2002). Finally, it was isolated and sequenced from several deer species (Miller et al., 2017). Recently, also a mastadenovirus was isolated from white-tailed deer (Odocoileus virginianus) and named “cervid adenovirus 1 strain 1339” (Ridpath et al., 2017). However, as this is the second adenovirus type from an Odocoileus species, it seems to be more appropriate to call it deer adenovirus 2. Its full genome was sequenced (Ridpath et al., 2017). They are proposed now to be members of novel species Deer atadenovirus A and Deer mastadenovirus B, respectively (Fig. 1 and 2). Besides the >15% phylogenetic distance (one of the species demarcation criteria), several other genetic or/and biological properties differentiate them from the phylogenetically closest species. Deer adenovirus 1 is phylogenetically closest to bovine and ovine atadenoviruses (Fig. 1), but those are from different host species (cattle and sheep). Bovine adenovirus 3 is the phylogenetically closest virus to deer adenovirus 2 (Fig. 2), but it is from a different host species, i.e., from cattle, furthermore its E3 region contains a 14.7K homologue occurring in primate adenoviruses but missing from deer adenovirus 2. 
Squirrel adenovirus 1 is from a new host and shows adequate phylogenetic distance to the closest virus, equine adenovirus 2 (Fig. 2). Furthermore, squirrel adenovirus 1 has a unique gene (called ORF10) in its E3 region. 
[bookmark: _GoBack]The dolphin adenovirus 1 isolate BdAdV-1_2014 published by Malmberg et al. (2017) is phylogenetically adequately different from the other bottlenose dolphin adenovirus strain Tt11018 isolated and sequenced in the USA (NCBI accession no. KR024710) and from the harbour porpoise sequenced partially (van Beurden et al., 2017) (Fig. 2). Porpoise is a different host and porpoises belong to a different family of vertebrates than dolphins. The American dolphin adenovirus strain has a unique (very short) gene (E3 11.5K) in its E3 region. The other strain (BdAdV-1_2014) has another unique but surprisingly long gene (ORF1) in its E3 region. 
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