Colored ranges
|:| Complex | % 'LZ)\ o
|:| Complex Il % 2 2 SQ
[5)) © A &
|:| Complex llI 6%9 "Cj)"i /_—_‘: ég’ <§'~° &
~
|:| Complex IV % 2 S 2 O Q‘o
[3) N oz (35] S
% & X A SR
A 3 # & S
7z & R
% a3 48
&, 6, N o)
e"f Qggl o N
0. 6:5\ & ,\'L%
'\‘\06
S\
7‘937 ® o
( 7054
)
» 053 \’\0?’
93 (1053
HT200 (2432)
CS (510)
1328 (2142,
ama ! 807
Bby»
7
23\
&
8)9(9
AN (&)
\»\Q'b 739}
’\b‘cb ’9@
W %@ 5
P %, %
& & S
S T U !
& & 3 B 2 7
>~ 3
RS = = © 2
& -
g o 2 >
Q@ > 7
©
x
-

S1 Fig. Phylogenetic analysis of classical Bordetella strains. This tree was generated by comparing
the concatenated multiple sequence alignments in the cgMLST_genus scheme in the BIGSdb-Pas-

teur genomic platform for Bordetella [1]. The tree was rooted on the branch leading to B. petrii.
Leaves are labeled with the strain name and Institut Pasteur Bordetella cgMLST id. More information

on the strains used can be seen in S1 Table. Tree created using Interactive Tree of Life (iTOL) v5 [2].
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