


2

n
atu

re
research

|
rep

o
rtin

g
su

m
m

ary
A

p
ril2020

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

Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.

Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

Data exclusions

Reproducibility

Randomization

Blinding

Did the study involve field work? Yes No

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

Samples of SARS-CoV2 infected individuals were collected and virus genomes were sequenced

RNA extracted from nasopharynx swabs of SARS-CoV2 positive individuals was collected randomly by medical centers in Israel,
excluding relatives and spanning different dates across the time interval of March through April. The data included both males and
females in the same ratio aged 0 to 99. This sampling procedure was done in order to obtain independent, representative sample of
the population of Israel needed for later model assumptions.

We aimed at reaching a sample size of 200, with more or less equal numbers of samples from each of the collaborating medical
centers. The number of sequences is approximately 1.5% of the total number of reported cases on April 22 which was satisfying for
our statistical approach.

Extracted RNA was collected directly from Israel's medical centers to sequencing in the Genomic unit at the Technion. Metadata of
samples was provided by medical centers and included age, sex, and geographical district.

Samples were collected starting on March 17, 2020 till April 22, 2020 from six medical centers spanning the entire geography of
Israel. Samples dates were collected based on data availability in medical centers and were selected to uniformly (as possible) cover
the specified time interval.

Six samples were excluded from the phylodynamics analysis: samples suspected to be from the same

household, samples with consecutive identifiers, or identical samples with similar identifiers

and similar dates. Only one sample from a given household was chosen randomly.

There was no need to repeat the experiment (i.e., sequencing).

No allocation to groups was performed in the study.

All samples were anonymized, and were assigned a random identifier by the medical centers.




