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Supplementary Note: Discussion on KP1 5 Cluster 1 membership.

With a genetic distance of 15 to the sequence of case IP of Cluster 1, the genome sequence of KP1_5
(N1515), despite clustering with Cluster 1 isolates, was removed as an outlier during the phylogenetic
analysis. The sample was externally sequenced by one of the participating commercial diagnostic labs
and the detected variants include an unusual pattern of two deletions of 6 nucleotides each, possibly
indicating reduced quality of the assembled genomic sequence. The case was re-integrated into the
analysis as a direct contact of KP_1 and KP_2. Despite its high genetic distance of 15, the viral sequence
of KP1_5 carried the mutation T14064C, which was associated with Cluster 1 in the examined dataset,
and which distinguished the sequence of IP from that of the identified genome from the Balearic
Islands (GISAID accession EPI_ISL_2710175). In addition, increased genetic distances are sometimes
observed in the analysis of epidemiologically clearly linked outbreak isolates [Walker et al. 2020,
Walker et al. 2021]. The genetic data are therefore ambiguous with respect to the question sample
KP1_5 belongs to the transmission chain originating with IP.
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