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We screened 430 archived samples from 6 bat families and 2 carnivoran mammal families, including 162 oral swabs and 268 rectal swabs.
Sixteen out of 430 (3.72%) samples tested positive for CoV by pan-CoV hemi-nested PCR. Two samples further tested positive using a RT-qPCR
targeting the RdRp gene of sarbecoviruses, and both were processed for metagenomic sequencing.

No data were excluded.

Sequencing of the spike was performed independently at 2 locations (France and Cambodia).

Two of the 16 samples further tested positive using a RT-qPCR targeting the RdRp gene of sarbecoviruses, and no randomization was
performed as both positive samples were sequenced.

We only sequenced samples that were positive using a RT-qPCR targeting the RdRp gene of sarbecoviruses, and this was done using a
metagenomic approach (not needing prior knowledge on the pathogen).

HEK293T cells were purchased from Sigma.

The purchase was recent, and we did not perform authentication of the cell line.

The HEK293T cells tested negative for mycoplasma using the Venor GeM Advance kit.

No commonly misidentified cell lines were used in the study.

No laboratory animals were involved in the study.

Testing was performed on archived samples from several programs and field missions . In 2010, the Muséum national
d'Histoire naturelle (MNHN, Paris, France) was mandated by UNESCO and the National Authority of Preah Vihear to conduct a

mammal survey in northern Cambodia. During this mission, bats were captured using mist nets and harp traps in two provinces,
Preah Vihear and Ratanakiri, to compare bat diversity on the two sides of the Mekong River. Oral and rectal swabs were collected




