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(I

Please find attached our PCR protocol that somehow saved us over Christmas (or spoilt our Christmas with the first cases
bemg detected on 24th late afternoon, depends on how you look at 1t) :-) and the slides 1 presented at The Who lab meeting
last Thursday.

Right now we use the TibMolBiol-Kit to screen all our positives detected on the Cobas system (the TibMolBiol assay 1s for
N501Y, which means detection of B117 and B1.351 at the same time), while from private labs we still mostly received S-
dropout samples from the Thermofisher assay or samples with a strong epidemiological link. We have found both variants in
the meantime, and not only with epidemiological links to UK or SA, so my guess 1s that we have already commumity
transmission ongoing, although right now there are still only a few. For S dropout, the majority we find are still other
variants though with the 69-70 deletions, that are not B117. So I am careful to use this as a proxy for B117 unless there is
confirmation.

Ultimately we still sequence the whole genome by NGS for all but this 1s more done for academic purposes and takes

a1Ws, for the notification of our authorities we rely on the Sanger fragments.
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