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Figure S1. Maximum likelihood (ML) phylogenetic analyses of the complete SARS-CoV-2 genome for the
four lineages, related to Figure 3. (A) ML tree generated in IQTree. The individually designated PANGO
lineage for each sequence is highlighted (the predominant lineage for sections of the tree shown), and SH-

aLRT node support is shown for key lineage defining nodes on both phylogenies. (B) Phylogenetic
placement of 200 sequences from the four lineages on a 2000-sequence background data set with UShER.
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Figure S2. Genetic distance plots across the SARS-CoV-2 genome between the main SARS-CoV-2
phylogenetic clusters amongst the four lineages under investigation and the reference Wuhan-Hu-1, related
to Figure 3. The number of mutations between basal sequences for each of the monophyletic groups
identified in the phylogenetic analyses and the 2019 Wuhan-Hu-1 reference genome (MN908947.3).

Mutation numbers were estimated from genomic segments of 500 nucleotides in length, overlapping over
20-nucleotide intervals.
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Figure S3. Maximum likelihood phylogenetic tree for the Orflab (A) and S-3” (B) genome
segments of a selection of sequences of lineages under investigation B.1.627 (green), B.1.628
minor (light blue), B.1.628 major (dark blue), B.1.631 (purple) and B.1.634 (red) in relation to
B.1.1.7 (VOC Alpha, dark grey) and B.1.351 (VOC Beta, fark grey), related to Figure 5. Node
support is shown from 1000 bootstrap replicates, nodes with support <50% are collapsed into
polytomies. The tree is rooted in reference to lineage A.2.5.



Figure S4. Deletions on the Orflab (NSP6; diamonds) and Orf3a (rectangles) loci mapped to
the maximum likelihood phylogeny of the complete genome for the four lineages under

investigation, related to Figure 3. Major lineage designations are shown in coloured shading:
B.1.627 (green), B.1.628 (blue), B.1.631 (purple) and B.1.634 (red).
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Figure S5. Sequence sampling from the B.1.628 major, B.1.631 and B.1.634 lineages in the
USA (A) and Mexico (B), related to Figure 1. Sequences shown here correspond only to the
sequences included in the phylogenetic analyses (i.e. <10% ambiguities in the genome
sequence, >90% genome coverage). Dotted line shows the starting date for the systematic
genomic surveillance work performed in Mexico by the CoVi-Gen Mex Consortium.



