A C15324T k _ B cluster B.1.5

major Basel cluster St o
Br‘ e | (N=319, 68.2%) e L (N=12,2.6%)
= B.1

=
R203K, G204R —
il
| = - I
S-D614G  omufim| g0
v —
S: D61 = 77‘: @ - wos  ocoms onoos oo
._ —
=9 e ¢
e
- C o 42191012 M cluster B.1.8
— (N=3,0.6%)
0.0000 0.0001 0.0002 0.0003
Diverzence 42202147
D B cluster B.2 (N =8, 1.7%) Sabiay

e ouwws  +————Family 2

Sars-CoV-2 genetic lineages s <— Family 3
. A.2 (Spain/ Chile/ Australia/ Europe) o

A.5 (Spain/ South-America)

B (global export from China
B 8.1 (European, italian outbreak)

B.1.1 (Europe / U SNPs G281, Goaseon, Geassac )
B B.1.1.1 (Europe/ UK) privony M.USGC 42199244

B.1.1.10 (UK/ Iceland) - b e .
B 5.1.16 (Austria)

B.1.5 (England/ Spain/ Turkey/ Australia/ USA/ Brasil)
. B.1.8 (Netherlands/Europe)

B.10 (UK)
. B.2 (Europe/Australia) 100016 0.00018 0.00020 000022 0.00024 0.00026 0.00028 0.00030

B.2.1 (Global) Divergence
. B.3 (Wales) 000010 0013 50020 00028 0000

SNps Te782C, C28144T)

h

Figure S3. Divergence tree and zoom into additional sequence clusters, which did not result in
large community spread. A. Isolates from Basel area cohort in global context. B. A small clade
assigned to B.1.5 consists of two clusters with an accumulation of samples from Basel. C. Cluster
within lineage B.1.8 with two Basel samples without known epidemiological link. D. Two family

cluster within lineage B.2 that did not spread further into the Basel community.



