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Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

OQ363750-OQ363806, OQ451885-OQ451890, OP094598, OP094601, OP785141, OP946514, OP971514, OQ316388 and OQ476762. Alignment files and tree files
have been deposited in Zenodo (https://zenodo.org/record/7668714#.ZCmdJnZBzIU). The website of the SILVA database is http://www.arb-silva.de.
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NA

NA

NA

For metatranscriptome sequencing, because different individuals may carry different viruses, all available samples were used in this study to
obtain as much virus data as possible. Tissues, blood, feces or pharyngeal/anal swabs of 1497 bats, 363 rodents, 58 pikas, 18 pangolins, 45
insectivorous animals and 194 zoo animals were used.

To determine the pathogenicity and the potential zoonotic potential of the tiger-isolated PRV (FJ/tiger/2015), cats, dogs and pigs were used.
For each animal species, six animals that were negative to PRV were divided into the infected group (three animals) and the control group
(three animals). To determine the pathogenicity of the pangolin pestivirus (strain P42), mice, rats, guinea pigs, rabbits and pigs were chosen.
Six animals for each species were divided into the infected group (three animals) and the control group (three animals). For these
experiments, both the infected group and the control group had three animal individuals for each experiment. Therefore, each experiment
had three repetitions to reduce experimental errors.

To determine the pathogenicity of the FPV isolated from a lion, four cats that were negative to FPV were divided into the infected group
(three animals) and the control group (one animal). In this experiment, the infected group had three animal individuals, and thus had three
repetitions to reduce experimental errors. Considering that the PRV infection experiment showed that the three cats in the control group did
not show any pathological changes, in order to reduce the number of sacrificed animals, a cat was used as the control group in this
experiment.

No data were excluded

For each experimental infections, three animals were used and had similar results. qPCR was performed to detect their infection of viruses.
Known positive and negative controls were used throughout, and all assays were performed in triplicate. Transmission electron microscopy
and histopathological examination were also performed in triplicate to verify the reproducibility of the experimental findings.

For experimental infections, animals were divided into the infected and the control groups randomly.

Animals in the infected group and the control group were in different cages. One group of investigators inoculated the animals of the infected
group with viruses, therefore, they were not blinded to group allocation. The tissues or swabs of these animals were collected and numbered
by this group of investigators. Viral DNA/RNA was detected from these numbered samples by another groups of the investigators who were
blind to group allocation. Therefore, the first group of investigators were not blind to group allocation did not influence our results.




