


2

n
atu

re
research

|
rep

o
rtin

g
su

m
m

ary
A

p
ril2020

Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability

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.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

All data generated or analyzed during this study are included in this published article (and its supplementary information files). Numerical source data for figures 1-4
and Supplementary figures 1-2 are provided with the paper in Supplementary dataset 3. Summaries of statistical analyses are provided in Supplementary Dataset 4.
All next-generation sequencing data is publicly available on SRA (BioProject PRJNA740065). All sequences were deposited in Genbank under the following accession
numbers: MZ433205, MZ433206, MZ433207, MZ433208, MZ433209, MZ433210, MZ433211, MZ433212, MZ433213, MZ433214, MZ433215, MZ433216,
MZ433217, MZ433218, MZ433219, MZ433220, MZ433221, MZ433222, MZ433223, MZ433224, and MZ433225.

Appropriate sample sizes were determined using the Resource Equation and Power analysis. Unless otherwise noted, at least three samples
were used for each group.

No data was excluded from this manuscript.

All experimental data were reliably produced; the number of independent biological repeats and, when applicable, technical repeats is
specified for each experiment. At least three biological (independent) replicates were performed for all in vitro experiments experiments. In
vivo efficacy used at least three biological (independent) replicates per experiment. All attempts at replication of results were successful.

Animals and samples were randomly sorted into experimental groups.

The investigators were not blinded to group allocation for data collection and analysis for any experiment performed in this study due to size
of the research group with clearance for experimentation under high biocontainment conditions required for work with live SARS-CoV-2.
Ferrets are large animals that cannot be handled by a single investigator and resources available did not allow involvement of additional
personnel that would have been required for blinding.




