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The SARS-CoV-2 sequences used in this manuscript are available at GISAID, the accession numbers are the following (with EPI_ISL prefix): 417481, 417535-417876,
424367-424624, 1585943-1585977, 1585979-1586097, 1586099-1586110, 1586112-1586121, 1586123, 1586125-1586178, 1586180-1586225, 1586227-1586267,
1586269-1586389, 1586391-1586416, 1586418-1586433, 1586435-1586438, 1586440-1586460, 1586463-1586490, 1586493-1586494, 1586496-1586571,
1586573-1586574, 1586576-1586589, 1586591-1586626, 1586628-1586636, 1586638-1586646, 1586648-1586662, 1586664-1586669, 1586671-1586777,
1586780-1586791, 1586793-1586809, 1586811-1586827, 1586829-1586846, 1586848-1586862, 1586864-1586883, 1586885-1586893. Source data behind figures
are provided with this paper."

Sample size was not predetermined. This is not possible for epidemiological data from outbreaks. All positive samples at the given time in
Iceland were used hence determining the sample size. Our sample size is sufficient as we determine temporal change in the viral
concentration and accumulation of mutations.

In the analysis of the number of mutations as function of time we excluded samples with low sequencing coverage. This was done to ensure
the quality of the consensus sequence, the exclusion criteria were not pre-established.

We used viral concentration from an Australian outbreak to replicate our viral concentration findings. This is a single replication of the
molecular signature of an contained epidemic in a different country and it was successful.

Allocation is not random as the sequenced SARS-CoV-2 cases are those detected by the health care system or via the population screening of
deCODE. It is not possible to randomize allocation to these two groups as individuals detected by the health care system were targeted based
on symptoms, traveling from high-risk areas or history of potential exposure to infected individuals.

The researchers were not blinded to the allocation to the groups (targeted testing and population screening) as the individuals were recruited
differently.




