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Figure S1: First part of the JSON file received in input by VirusViz



Figure S2: Second part of the JSON file received in input by VirusViz



Figure S3: Example instance of the JSON session file in input by VirusViz, with one sequence.



VirusViz - Report - Project usa-4states-feb21-user

Population description (36 sequences) - Group ALL

Heterogeneity scores
The following scores represent the average number of different variants between sequences within the selected group.  
For each pair of sequences within the selected group, the number of different variants is counted and then averaged over the number of sequences.

31.51 (NUC)

18.53 (AA)

Figure S4: First page of Population report printed as a PDF document from the user’s browser. It contains user
notes and descriptive statistics on metadata, in the form of pie-charts and bar-plots.



Observed nucleotide variants
count position from to type

36 23403 A G SUB

36 14408 C T SUB

36 3037 C T SUB

36 241 C T SUB

28 25563 G T SUB

Observed amino acid variants
count protein position from to type

36 Spike (surface glycoprotein) 614 D G SUB

36 NSP12 (RNA-dependent RNA polymerase) 323 P L SUB

28 NS3 (ORF3a protein) 57 Q H SUB

26 NSP2 85 T I SUB

17 N (nucleocapsid phosphoprotein) 205 T I SUB

Observed variants with associated effects
count protein position from to type effect : method pub. DOI other

36 Spike (surf… 614 D G SUB

36 NSP12 (R… 323 P L SUB

28 NS3 (ORF… 57 Q H SUB

26 NSP2 85 T I SUB

16 Spike (surf… 452 L R SUB
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Figure S5: Second page of Population report printed as a PDF document from the user’s browser. It contains a
measure of the heterogeneity of the population and tables of present nucleotide and amino acid variants (with known
effects).



The birth of the UK variant

According to a tweet by Emma Hodcroft [1] posted on December 14th, 2020, a new variant was observed in the
United Kingdom, showing a specific combination of co-occurring amino acid changes (namely a substitution N501Y
and two deletions at positions 69 and 70 of the Spike protein). Shortly after, the variant was better defined as
a wider set of co-occurring amino acid changes in a post on Virological (a virology forum widely adopted by the
scientific community) [2] and later declared a Variant of Concern with code VOC-202012/01 [3]. To reproduce
the growth of this variant, on May 2nd, 2021 we retrieved from ViruSurf 64850 good quality sequences (we set a
condition forcing the number of unknown nucleotides to be < 5%), collected in United Kingdom from mid-October
until mid-December.

On VirusViz, we then prepared four groups, each containing sequences collected in a two-week period (second
half of October, first and second half of November, first half of December), and opened the four groups on the Group
comparison page on the full Spike protein, so to observe the behavior of the N501Y amino acid change. As shown
in Figure S6, we noted a clear increase, from the second half of October (1% of available sequences present the
mutation), to the first half of November (5% of available sequences present the mutation), throughout the second
half (13%), and considerably growing during the first half of December (36%). Note that we highlighted with blue
vertical lines the amino acid changes belonging to the B.1.1.7 lineage, available as a predefined region in the Region
definition page. They correspond to amino-acid changes of the UK variant, which have now become well known (as
of May 2021, the UK variant is dominant in UK and many other countries).

Figure S6: Comparison among Spike protein amino acid variants in four different periods in the UK.

Then, on VirusViz, we also observed the overall distribution during this two-months period in England, Wales
and Scotland, reported as three different regions of the UK country. We built three groups by a metadata selection
on the ‘region’ metadata attribute; the comparison shown in Figure S7 indicates that the change was most present
in England (44%) than in Scotland (10%) and Wales (6%).



Figure S7: Comparison among Spike protein amino acid variants in England, Wales and Scotland during the overall
period mid-October through mid-December.



The growth of the Californian variant

From a JAMA Network research letter [4] dated February 11, 2021, we read that a novel Californian variant is
increasing its presence. This is defined by five mutations:

• ORF1a: I4205V (corresponding to I65V in NSP9),

• ORF1b: D1183Y (corresponding to D206Y in NSP13),

• Spike: S13I,

• Spike: W152C,

• Spike L452R

and has been designated as CAL.20C, or 20C/S:452R (according to NextStrain [5] nomenclature), or B.1.429 (using
Pangolin lineages [6]). To reproduce the growth of this variant, on May 2nd, 2021 we retrieved from ViruSurf 25436
sequences, collected in California from November 2020 until February 2021. We then built four separate groups, one
for each month in the given period, and compared their variant distributions. The region highlighted in blue, one
of the predefined regions in the Region definition page, indicates amino acid changes that represent the variant for
the three proteins Spike, NSP9, and NSP13. In Figure S8, we can appreciate the result from VirusViz for the Spike
protein (positions 13, 152, and 452). In Figure S9, see the results for NSP9 (position 65). In Figure S10, see the
results for NSP13 (position 206).

Figure S8: Comparison among Spike protein amino acid variants in four different periods in California.



Figure S9: Comparison among NSP9 nonstructural protein amino acid variants in four different periods in California.

Figure S10: Comparison among NSP13 nonstructural protein amino acid variants in four different periods in Cali-
fornia.



New York comparisons

From the CDC Variant Report [7] updated on May 5th, 2021 we learn that a novel variant, namely B.1.526, has
become “of interest”, as it is increasing its presence. This has been informally called “New York variant”, as it
was first detected in this US state. With VirusViz we confirmed this increased presence: on May 2nd, 2021 we
downloaded 3918 sequences from ViruSurf collected in New York State. First, we used the Group comparison
functionality by grouping all the retrieved sequences according to their ‘lineage’ metadata attribute. In Figure S11,
we show those lineages with the highest number of occurrences in the full population of sequences; note that lineages
B.1.1.7 (UK, marked with a green rectangle) and B.1.429/B.1.427 (California, marked with a blue rectangle) are
present, but also note lineages B.1.526, B.1.526.1 and B.1.526.2 (red rectangle), which are collectively the most
numerous. Then, in Figure S12 we focus on the distributions of these three lineages, that are currently reported as
Variants of Concern or of Interest in the CDC report: B.1.1.7, B.1.429, and B.1.526.

Figure S11: Comparison on the Spike protein of the amino acid variants in the ten most highly present lineages in
New York state.



Figure S12: Distribution of Spike protein amino acid changes. In the first panel we highlight the region corresponding
to characteristic mutations of B.1.1.7 lineage, in the second panel of B.1.429, in the third panel of B.1.526. For each
panel, we show – in the card on the right – the percentages of the most present changes in the lineage.
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