Figure 1. Cumulative number of available SARS-CoV-2 sequences collected from
infected individuals in RI.

Line graph demonstrating the cumulative number of RI SARS-CoV-2 whole genome
sequences (Y axis) according to dates on which samples were collected (X axis).

Figure 2. Phylogenetic tree demonstrating a snapshot of the spectrum of available RI
SARS-CoV-2 sequences from the start of the COVID-19 pandemic.

This phylogenetic tree includes RI non-VOC/non-VOI, VOC and VOI sequences (in red), nonVOC/non-VOI sequences from New England and New York (in black), reference sequences for
the VOI/VOC (in blue); and the original Wuhan SARS-CoV-2 sequence (in green; used as a
root). Sequence names include the geographic area, month, and year of sampling, and when
relevant, the VOC/VOI. VOC and VOI clusters are shown in gray, with the VOC/VOI they
belong to indicated to the right. The tree scale is shown at the bottom. See text for more methods
information.

Figure 3A. SARS-CoV-2 sequences in RI categorized by VOC, VOI or non-VOC/non-VOI

Figure 3 depicts stacked bar graphs demonstrating the diversity of SARS-CoV-2 variants in RI.
This graph demonstrates the number of generated RI SARS-CoV-2 whole genome sequences
(Y axis), presented by variant of concern (VOC; red), variant of interest (VOI; orange) and
non-VOC/non-VOI (gray), according to the month and year they were detected (X axis).

Figure 3B. Non-VOC/non-VOI SARS-CoV-2 lineages in RI

This graph demonstrates the breakdown of the number of RI non-VOC/non-VOI lineages
that were presented in graph 3A. The legend provides details of specific lineages by color.

Figure 3C. Proportion of VOC, VOI, and non-VOC/non-VOI over time in RI.

This graph demonstrates the breakdown of the proportions of RI VOC, VOI and non-VOC/nonVOI that were presented in graph 3A. The legend provides details of specific VOC and VOI by
color. Non-VOC/non-VOI proportions are gray.

Figure 4. Most common VOC/VOI spike protein mutations in sequences that are not
classified as VOC/VOI over time in RI.

Stacked bar graph demonstrating the cumulative number of the most common SARS-CoV-2
spike protein mutations that are associated with VOC or VOI, but that occur outside of their
VOC/VOI associated lineages (Y axis), over time (X axis). The different mutations and their
colors are listed in the legend. ‘S:’ = spike protein.

Figure 5. VOC/VOI spike protein mutations between amino acid positions 417-501 in
sequences that are not classified as VOC/VOI over time in RI.

Stacked bar graph demonstrating the cumulative number of SARS-CoV-2 spike protein mutations
between amino acid positions 417-501, that are associated with VOC or VOI, but that occur
outside of their VOC/VOI associated lineages (Y axis), over time (X axis) in RI. The different
mutations and their colors are listed in the legend. ‘S:’ = spike protein.

