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TOM TAT

Coronavirus (CoV) 1a mot tc nhan phd bién gay ra bénh dudng rudt, ho hip va nhidm tring hé thong &
nhiéu loai dong vat va con nguoi. Tuy nhién, hién c6 it bang chimg cho thiy cac dong vat dong hanh c6 thé
1a ngudn 1ay nhiém cho céc loai dong vat khac ké ca cho ngudi. Dé hiéu 16 sy phirc tap vé mit di truyén cua
CoV trong thu y, nghién cttu so sanh céc trinh tu genome ctia CoV phéan lap tir ddng vat da dugc thuc hién.
Phan tich x4c dinh nucleotide trung binh (ANI) di hd trg danh gia nhanh mdi quan hé rat chat ché gitra CoV
phan lap tir méo (FCoV) va tir ché (CCoV). Phan tich ciy phat sinh loai dua trén ANI ¢6 thé nhom céc ching
CoV theo ngudn gdc vat chii bi nhiém, trong khi phan tich pan-genome di gitip phan tach rd rang mdi quan
hé gitra cac ching khao sat. Sy phan bé ciia cac chung CoVs phﬁn lap tir mau 1am sang trong mo hinh phan
tich toan b hé gen da cho phép quan sat cac 6 sinh thai ban dau ctia CoV chu khong phai ngudn phan lap tr
vat chu. Ngoai ra, ching t6i con nhan thay ring cac ching FCoV doc luc nam ctng nhom véi mot s chung
NL63 va 229E (HCoV) & ngudi, cho thdy meo ¢6 thé nhay cam véi HCoV hon 1a chd. Nhur vay, két hop cac
phuong phap phéan tich da cho phép nang cao d6 phan giai cua cay phat sinh loai, chi ra ngudn gdc co thé cua
virus, tai to hop va tuong tac giita virus - vt chii, cling nhu phat trién dau chi thi sinh hoc trong chan doan.
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SUMMARY

Coronaviruses (CoVs) are a well-known causative agent of severe enteric, respiratory, and systemic
diseases in a wide range of animals and in humans but there is currently limited evidence that companion
animals can be a source of infection to other animals or to humans. To address the genetic complexity
of veterinary CoVs, a comparative pan-genomic analysis of CoVs sequences originating from veterinary
animals were conducted. The average nucleotide identity (ANI) analysis was a rapid procedure for assessing
the very close antigenic relationship between feline CoV (FCoV) and canine CoV (CCoV). ANI-based
phylogenetic tree clustered CoVs according to their respective host species while pan-genomic analysis
demarcated strains clearly. The distribution of the clinical isolates all across the categories in the hierarchical
phylogenetic model enabled the visualization of their original ecological niches rather than their isolation
source. Also, we found that the virulent FCoV strains grouped with human CoV strains NL63 and 229E
confirming hypotheses stating that cats were highly susceptible to HCoVs, while dogs were low susceptible
to this virus. In conclusion, the combined analysis allowed better phylogenetic resolution and the implication
of virus origins, recombination, and virus—host interaction, as well as biomarker development.
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