
Supplementary materials
SUPPLEMENTARY TABLE 1
The dataset includes sequences from 69 distinct CoV genotypes, which have their origins in 17
different bat species. These genetic sequences have been obtained from GenBank and encompass
the complete genome, polyprotein 1ab (ORF1ab), spike sequences of the CoVs, and the cytb gene
sequences from the bat specimens.
The 17 bat hosts include individuals in the Aselliscus stoliczkanus, Chaerephon plicatus, Hipposideros
pratti, Miniopterus fuliginosus, Miniopterus magnate, Miniopterus pusillus, Myotis ricketti, Pipistrellus
abramus, Rhinolophus affinis, Rhinolophus blasii, Rhinolophus ferrumequinum, Rhinolophus macrotis,
Rhinolophus pearsoni, Rhinolophus pusillus, Rhinolophus sinicus, Tylonycteris pachypus, and Vespertilio
superans. For molecular characterization, cytochrome b (cytb) gene sequences from all sampled
bats were sourced from GenBank. This mitochondrial gene has proven instrumental in achieving
species-level resolution for mammalian phylogenies within the Order [1–3].
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