Table S1. Assembly statistics

MES17 MES20 MES108 MES110 MES972
i‘;g:red'end 15,827,092 | 8236434 | 6499124 | 21,062,244 | 9,296,048
Sequencing ~400X ~210X ~170X ~540x ~230X
depth
# contigs® 92 90 105 57 70
Total length? 5,858,763 5,857,725 5,668,879 5,808,840 6,081,788
GC (%)* 45.40 45.39 45.57 45.50 45.14
N50? 259,003 265,343 261,401 413,718 235,203
Largest contig® 714,337 714,337 672,509 918,158 1,237,086
CDSP 5,286 5,288 5,120 5,175 5,536
tRNASs® 93 93 83 87 88
tmRNA® 1 1 1 1 1
rRNAs incomplete incomplete incomplete incomplete incomplete

“Statistics based on contigs of size >= 500 bp (Quast report)

b Based on Prokka annotation
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Figure S1. Photographs of MES strains grown at the indicated time points on LB, TSA, or R2A
media at 15°C (A) and 30°C (B). The accompanying diagram indicates which strain was grown on the
respective section of the plate.
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Figure S2. Phylogenetic tree features of the 76 strains of P. polymyxa obtained with Orthofinder.
The circular heatmaps from inside to outside show the percentage of BUSCO, genome size, number of

genes, and GC content, for each strain.
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Figure S3. Correlation matrix of the 76 strains of P. polymyxa obtained with FastANI. A) In red
strains with low nucleotide similarity, in yellow strains with high similarity. B) The circular heatmaps
from inside to outside show the number of plasmids, isolation source and geographical origin, for each

strain
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Figure S4. A) Heatmap of digital DNA-DNA hybridization values of the 75 genomes of P.
polymyxa. B) Phylogenetic tree features of the 75 strains of P. polymyxa and P. ottowii obtained
with OrthoFinder. The circular heatmap from inside to outside show the percentage of BUSCO,
genome size, number of genes, and GC content, for each strain.
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Figure S5. Phylogenetic relationships of Cluster 1 strains obtained with Roary (A) or

Parsnp (B).

YUPP-8
MES108
ccl-25

J

MES20
MES17
E681

LMG 27872
MES110
DSM 365
WLY78
Hob6
CFSAN034341
MES972
YC0136

YC0573

LY214
CFSAN034342
CFSAN034343
DSM 292
ATCC15970

MES972
YUPP-8

J

CCI-25
MES108
MES17
MES20
MES110

DSM 365
WLY78

LMG 27872
Hob6
CFSAN034341
E681

P3

YCO0136

K16

CR1

YC0573
Ly214
CFSAN034343
CFSAN034342
DSM 292
ATCC15970

Isolation source
W Food

I other

W Phyllosphere
W seawater

[ soilRhizosphere

China
Italy
Austria
China
Italy
Italy
South Korea
Belgium
Italy
USA
China
NA
Canada
Italy
China
China
Poland
Canada
China
China
Canada
Canada
NA
China

Isolation source
W Food

I other

W Phylosphere
B seawater

B soil/Rhizosphere

Italy
China
China
Austria
Italy
Italy
Italy
Italy
USA
China
Belgium
NA
Canada
South Korea
China
China
Poland
Canada
China
China
Canada
Canada
NA
China



Tree scale: 1

-

Tree scale: 0.01 ——

zr197 [l China
P ottowii USA
ND24 India

Tree scale: 0.1 +

ND25
sc2
1-43
M1
KF-1

CJX518

Sb3-1

zr197 [l China

ND24 India
P ottowii USA
NA
I china
NA

China
China
China
Egypt

Figure S6. Phylogenetic relationships of Cluster 2 (A and B) and Cluster 3 (C and D)
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Figure S7. Phylogenetic relationships of Cluster 4 strains obtained with Roary (A) or

Parsnp (B).
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MES972  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
DSM_365  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
WLY78 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
MES118  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
CFSAN@343¢ ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

Hob6 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
LMG_27872 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
E681 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
J ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA

YCO573  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
Ly214 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
CR1 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
K16 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
CFSAN@343« ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
CFSAN@343¢ ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
ATCC_1597¢ ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
DSM_292  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
MES20 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
MES17 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
MES108  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
YUPP_8  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
YCO136  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

P3 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
CCI_25 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
ND24 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATCCGCGGCAAA

ZF197 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
P.ottowii ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
181MFCO15! ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
SQR_21  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
CFo5 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
CICC_1058( ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGTAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
JE201 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGTAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
ATCC 842 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
S3 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGTCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
OSY_DF  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
OSY_EC  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
C12 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
NRRL_B_30@! ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
NCTC7575 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

MEZ6 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
0_211 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
Hk4 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
A18 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

TH2H2 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
EB4_G3 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGTTGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

DCB2 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
ZF129 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
Kpie ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

IIF8SW ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
2A_2A ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

Ys18 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
EBLO6 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
HY96 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
Z31.9 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
KCCM_4045: ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAATTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
Sb3 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
€IX518  ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
KF_1 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
ND25 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA
143 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
sc2 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGAT TCGCGGCAAA
M1 ATGCGTACTACGTATATGGCGAAGCCAAATGAAGT TGAGCGCAACTGGCACATCATTGAT GCCGAAGGCAAAACGCTCGGCCGTCTGGCAAGCGAAGCGGCTGCGTTGATTCGCGGCAAA

Sk o oK K KRR KRR K SRR K KRR KR KRR Ko SRR Rk sk koK R kR ok skt ko sokok ok skl sk ko kst ok skt skl skt skok okt sk ok sk ok

Cluster 1 AACTGGTGGCACATCATTGATGCCGAAGGC AAAACGCTCGGY"CGTCTGGCAAGCGAAGCGGCTGCGTTGATT CGCGGCAAA
Cluster 2 AACTGGTGGCACATCATTGATGCCGAAGGC AAAACGCTCGGC CGTCTGGCAAGCGAAGCGGCTGCGTTGATECGCGGCAAA
Cluster 3 AACTGGTGGCACATCATTGATGCCGAAGGC AAAACGCTCGGC CGTCTGGCAAGCGAAGCGGCTGCGTTGATT CGCGGCAAA
Cluster 4 AATTGGTGGCACATCATTGATGCCGAAGG-TAAAACGCTCGG"CGTCTGGCAAGCGAAGCGGCTGCGTTGATT CGCGGCAAA
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CACAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAAAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTACCGTCACTCCCTG
CACAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAAAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTACCGTCACTCCCTG
CACAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAAAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTACCGTCACTCCCTG
CACAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTATTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCATG
CATAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTATTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCATG
CATAAGCCACAATTTACACCACATGTGGACACAGGTGATTTTGTTATTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCATG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGATACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGATACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGATACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAAAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG
CACAAGCCACAGTTTACACCACATGTGGACACAGGTGATTTTGTTGTTGTAATCAATGCG GAGAAAATCGTATTGACCGGTAAAAAAATGGAGAACAAGAAATACTATCGTCACTCCCTG

sk skokskokskokokok ok skok ko sk ko ko kR ok sk skt sk sk sk sk ok sk ok ks ko sk ok sk ok ok Kok KSR K SRR SRR SRR SR KRR SRR KKK SR KSR KSR KSR SR KRR KRR KR K KRR R K Kk

Cluster 1
Cluster 2
Cluster 3
Cluster 4

CAC AAGCCACA*STTTACACCACATGTGGACAC AGGTGATTTTGTTGTTGTAATCAATGCGGAAAAAATCGTATTGACCGGH"AAAAAAATGGAGAACAAGAAATACTACGTCACTCCCTG
CA</TAAGCCACAA TTTACACCACATGTGGACAC AGGTGATTTTGTTATTGTAATCAATGCGGAGAAAATCGTATTGACCGGT AAAAAAATGGAGAACAAGAAATACTAT CGTCACTCCATG
CAC AAGCCACAG TTTACACCACATGTGGACAC AGGTGATTTTGTTGTTGTAATCAATGCGGAGAAAATCGTATTGACCGGT AAAAAAATGGAGAACAAGAAATACTAT CGTCACTCCCTG
CAC AAGCCACAG TTTACACCACATGTGGACA“TAGGTGATTTTGTTGTTGTAATCAATGCGGAGAAAATCGTATTGACCGGT AAAAAAATGGAGAACAAAAAATACTAT CGTCACTCCCTG
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CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAGTTGGCTGTTCACGGTATGCTTCCTAAAACTCGCCAAGGCGATAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCATGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTAGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CATCCGGGTGGTCTGAAAGTAACGGTTGCACAAGAAATGGTTAAGAACAAGCCTGAGCGC ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAGAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAAAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGAAAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGTGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGTGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGTGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTGGAATTGGCTGTTCACGGTATGCTTCCTAAAACTCGTCAAGGCGACAAAATGAAG

F R RRRORR KRR KRR KRR KRR KOR RO R KRR KRRk ROk ok skokokok ok sokskokskokoRskokokok sk okskokskokoksskok koot skokokok ok skokskokok ko ok sk ok k ok

Cluster 1
Cluster 2,3
Cluster 4

CATCCGGGTGGTCTGAAAGTAACGGT TGCACAAGAAATGGTTAAGAACAAGCCTGAGCGATGTT/AGAMSTTGGCTGTTCA“TGGTATGCTTCCTAAAACTCG™<CAAGGC
CACCCAGGTGGTCTGAAAGTAACAGT TGCACAAGATATGGTTAAGAACAAACCTGAACGT-ATGTTG GAA TTGGCTGTTCAC GGTATGCTTCCTAAAACTCGT CAAGGC
CACCCAGGTGGTCTGAAAGTAACAGTTGCACAAGATATGGTTAAGAACAAACCTGAACGT ATGTTG GAA TTGGCTGTTCAC GGTATGCTTCCTAAAACTCGT CAAGGYT
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CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGTAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGCACTGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAACATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAACATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA
CTGAGACTTAAAGCTTACAGAGGTACAGAGCATCCACATGCAGCACAAAAACCTGAAGTT TACGAACTTCGCGGATAA

sk ok ok Kok ok ok kR R KKK KRR KRR Kok skok Rk okokokok kR R skokok ok ok ok K Kok Kok ok ok kR R Kok ok ok R KoK Kok kR R KKK

Figure S8. Multiple alignment of the rpI/M gene. The nucleotide sequences were obtained

from the strains belonging to Cluster 1 (yellow), Cluster 2 (gray), Cluster 3 (green), and
Cluster 4 (cyan). The red asterisks indicate conserved regions that can be used to design

primers for gene amplification. The consensus sequences of each Cluster are displayed in the
box below the alignment. Cluster-specific SN'Vs are highlighted using the same colors of the

Clusters.
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Ribosomal protein L.13

0SY_DF
0SY_EC
ATCC_842

MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPKTRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPKTRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPKTRQGDKMK

NRRL_B_38509 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK

NCTC7575 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MEZ6 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
0_211 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
HK4 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
A18 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
c12 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
TH2H2 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
EB4_G3 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
CICC_10588 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKTVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
JE201 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
DCB2 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
ZF129 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
KP1@ MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
IIF8SW MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
2A_2A MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
Ys18 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
181MFCOI5T MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
EBL@6 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
HY96 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
z3.9 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
SQR_21 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
CFo5 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
KCCMI4@454  MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
s3 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
MES972 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGDKMK
YC0573 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
LY214 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
CR1 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
K16 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
CFSAN@34343 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAAL IRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
CFSAN@34342 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKTVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
ATCC_15970  MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKTVL TGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
DSM_292 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
WLY78 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
MES110 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
LMG_27872  MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERML ELAVHGMLPKTRQGEKMK
CFSAN@34341 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAAL IRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
Hob6 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
MES20 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
MES17 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
MES108 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
CCI_25 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
J MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
YUPP_8 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
E681 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHSLHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
YCo136 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
P3 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
DSM 365 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVVVINA EKIVLTGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERMLELAVHGMLPK TRQGEKMK
ZF197 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVIVINA EKIVLTGKKMENKKYYRHSMHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGDKMK
ND24 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALTRGKHKPQF TPHVDTGDFVIVINA EKIVLTGKKMENKKYYRHSMHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGEKMK
P.ottowii  MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVIVINA EKIVLTGKKMENKKYYRHSMHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TRQGEKMK
*******************************************************: ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok k ok H % ok ok ok ok ok ok ok ok ok ok H 3k 3k 3k ok ok ok ok ok ok ok ok ok ok kok kok kok H *kok

Cluster 1 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAAL TRGKHKPQF TPHVDTGDFVVVINAEKIVL TGKKMENKKYYRHS LHPGGLKVTVAQEMVKNKPERML ELAVHGMLPK TRQGEKMK

Cluster 2 MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAAL TRGKHKPQF TPHVDTGDFVEVINAEKTVL TGKKMENKKYYRHSHHPGGLKVTVAQDMVKNKPERML ELAVHGMLPK TRQGEKMK

Cluster 3,4  MRTTYMAKPNEVERNWHIIDAEGKTLGRLASEAAALIRGKHKPQFTPHVDTGDFVVVINAEKIVLTGKKMENKKYYRHSLHPGGLKVTVAQDMVKNKPERMLELAVHGMLPK TROGDKMK
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OSY_DF LRLKAYRGTEHPHAAQKPEVYELRG

0SY_EC LRLKAYRGTEHPHAAQKPEVYELRG
ATCC_842 LRLKAYRGTEHPHAAQKPEVYELRG
NRRL_B_30509 LRLKAYRGTEHPHAAQKPEVYELRG
NCTC7575 LRLKAYRGTEHPHAAQKPEVYELRG
MEZ6 LRLKAYRGTEHPHAAQKPEVYELRG
0_211 LRLKAYRGTEHPHAAQKPEVYELRG
HK4 LRLKAYRGTEHPHAAQKPEVYELRG
A18 LRLKAYRGTEHPHAAQKPEVYELRG
c12 LRLKAYRGTEHPHAAQKPEVYELRG
TH2H2 LRLKAYRGTEHPHAAQKPEVYELRG
EB4_G3 LRLKAYRGTEHPHAAQKPEVYELRG
CICC_10580 LRLKAYRGTEHPHAAQKPEVYELRG
JE201 LRLKAYRGTEHPHAAQKPEVYELRG
DCB2 LRLKAYRGTEHPHAAQKPEVYELRG
ZF129 LRLKAYRGTEHPHAAQKPEVYELRG
KP10 LRLKAYRGTEHPHAAQKPEVYELRG
IIF8SW LRLKAYRGTEHPHAAQKPEVYELRG
2A_2A LRLKAYRGTEHPHAAQKPEVYELRG
YS18 LRLKAYRGTEHPHAAQKPEVYELRG
181MFCo151 LRLKAYRGTEHPHAAQKPEVYELRG
EBLO6 LRLKAYRGTEHPHAAQKPEVYELRG
HY96 LRLKAYRGTEHPHAAQKPEVYELRG
z3 9 LRLKAYRGTEHPHAAQKPEVYELRG
SQR_21 LRLKAYRGTEHPHAAQKPEVYELRG
CFo5 LRLKAYRGTEHPHAAQKPEVYELRG
KCCM_40454 LRLKAYRGTEHPHAAQKPEVYELRG
S3 LRLKAYRGTEHPHAAQKPEVYELRG

LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG
LRLKAYRGTEHPHAAQKPEVYELRG

MES972 LRLKAYRGTEHPHAAQKPEVYELRG
YCo573 LRLKAYRGTEHPHAAQKPEVYELRG
Ly214 LRLKAYRGTEHPHAAQKPEVYELRG
CR1 LRLKAYRGTEHPHAAQKPEVYELRG
K16 LRLKAYRGTEHPHAAQKPEVYELRG

CFSAN@34343 | RLKAYRGTEHPHAAQKPEVYELRG
CFSAN@34342 | RLKAYRGTEHPHAAQKPEVYELRG
ATCC_15970 LRLKAYRGTEHPHAAQKPEVYELRG

DSM_292 LRLKAYRGTEHPHAAQKPEVYELRG
WLY78 LRLKAYRGTEHPHAAQKPEVYELRG
MES110 LRLKAYRGTEHPHAAQKPEVYELRG
LMG_27872 LRLKAYRGTEHPHAAQKPEVYELRG
CFSAN@34341  LRLKAYRGTEHPHAAQKPEVYELRG
Hob6 LRLKAYRGTEHPHAAQKPEVYELRG
MES20 LRLKAYRGTEHPHAAQKPEVYELRG
MES17 LRLKAYRGTEHPHAAQKPEVYELRG
MES108 LRLKAYRGTEHPHAAQKPEVYELRG
CCI_25 LRLKAYRGTEHPHAAQKPEVYELRG
J LRLKAYRGTEHPHAAQKPEVYELRG
YUPP_8 LRLKAYRGTEHPHAAQKPEVYELRG
E681 LRLKAYRGTEHPHAAQKPEVYELRG
YC0136 LRLKAYRGTEHPHAAQKPEVYELRG
P3 LRLKAYRGTEHPHAAQKPEVYELRG
DSM 365 LRLKAYRGTEHPHVAQKPEVYELRG
ZF197 LRLKAYRGTEHPHAAQKPEVYELRG
ND24 LRLKAYRGTEHPHAAQKPEVYELRG
P.ottowii LRLKAYRGTEHPHAAQKPEVYELRG

B e e e

Cluster 1,2,3,4 LRLKAYRGTEHPHAAQKPEVYELRG

Figure S9. Multiple alignment of protein L.13. The sequences were obtained from the
strains belonging to Cluster 1 (yellow), Cluster 2 (gray), Cluster 3 (green), and Cluster 4
(cyan). The consensus sequences of each Cluster are displayed in the box below the
alignment. Cluster-specific amino acid substitutions are highlighted using the same colors of
the Clusters. Strains DSM 365, MES972 and ZF197, have additional amino acid changes,
which produce variability intra-clusters in position 117 (for DSM 365 and MES972) or 134
(for ZF197). The changed amino acids are in bold and underlined in the alignment.
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P.ottowii
E681
MES20
MES17
MES108
CCI_25

J

YUPP_8
YCo573
LY214

CR1

K16
CFSAN@34343
CFSAN@34342
ATCC_15970
DSM_292
WLY78
DSM_365
MES110
LMG_27872
CFSAN@34341
Hob6

MES972
YCo136

P3

Sb3

CIX518

KF_1

ND25

sc2

M1

S3

HY96

0SY_DF
0SY_EC
ATCC_842

ATGATTCAACCATTTACACGTTTGACTGTAGCCGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGAACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCCGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGAACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCCGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGAACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTGGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT

NRRL_B_30509 ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
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ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
ATGATTCAACCATTTACACGTTTGACTGTAGCTGACAATTCCGGCGCGAAGGAACTGATG TGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
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Cluster 1,3,4 AGCTGACAATTCCGGCGCGAAGGAACTGATGTGTATCCGTGTGCTCGGTGGTACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT
Cluster 2 AGCCGACAATTCCGGCGCGAAGGAACTGATGTGTATCCGTGTGCTCGGTGGAACGGGACGTCGTACAGCTCAAATTGGTGACCTGATCGTT

14



ZF197
ND24
P.ottowii
E681
MES20
MES17
MES108
CCI_25

J

YUPP_8
YCo573
LY214

CR1

K16
CFSAN©34343
CFSAN©@34342
ATCC_15970
DSM_292
WLY78
DSM_365
MES110
LMG_27872
CFSAN©34341
Hob6
MES972
YCo136

P3

Sb3

CIX518
KF_1

ND25

sc2

M1

S3

HY96
0SY_DF
0SY_EC
ATCC_842
NRRL_B_3050
NCTC7575
MEZ6

0211

HK4

A18

c2

TH2H2
EB4_G3
CICC_10580
JE201

DCB2

ZF129

KP10
IIF8SW

2A 27
181MFCo151
EBLO6

739
SQR_21
CFe5
KCCM_40454
1.43

Ys18

9

TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCTTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTTGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGTACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCG GTTGTCGTTCGCACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
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Cluster
Cluster
Cluster
Cluster

AwWNR

TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCGGTTGTTGTTCGT ACTAAACGTTCTATCCGCCGTAAAGACGGTTC<TACATCGGATTTGAC
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCGGTTGTTGTTCGT ACTAAACGTTCTATCCGCCGTAAAGACGGTTCCTACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCGGTTGTCGTTCG*ACTAAACGTTCTATCCGCCGTAAAGACGGTTCC TACATCGGATTTGAT
TGTTCCGTAAAACAAGCAACACCAGGCGGCGTTGTCAAAAAGGGTGATGTAGTAAGAGCGGTTGTCGTTCGC ACTAAACGTTCTATCCGCCGTAAAGACGGTTCC TACATCGGATTTGAT
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GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAAAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATTGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATTGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGATAAAGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTTGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTTATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCTCCGGAA GTGATCTAA
GAGAACGCAGCAGTGGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGA CCAGTTGCTCGCGAACTTCGTGACAAGGACTTCATGAAAATCGTTTCCTTGGCCCCGGAA GTGATCTAA
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Cluster
Cluster
Cluster
Cluster

AwN R

GA*AACGCAGCAGTG GTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGACCAGTTGCTCGCGAACTTCGTGA CAA GGACTT CATGAAAATT
GAG AACGCAGCAGTG GTCGTTAAAGAAGACAAGAGCCCACGTGGTACTCGTATTTTCGGACCAGTTGCTCGCGAACTTCGTGA CAA AGACTT CATGAAAATC
GAG AACGCAGCAGTG GTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGACCAGTTGCTCGCGAACTTCGTGAYJAAAGACTT CATGAAAATC
GAG AACGCAGCAGTIGTCGTTAAAGAAGACAAGAGCCCACGCGGTACTCGTATTTTCGGACCAGTTGCTCGCGAACTTCGTGA CAA GGACTTYIATGAAAATC

Figure S10. Multiple alignment of the rp//N gene. The nucleotide sequences were obtained
from the strains belonging to Cluster 1 (yellow), Cluster 2 (gray), Cluster 3 (green), and
Cluster 4 (cyan). The red asterisks indicate conserved regions that can be used to design
primers for gene amplification. The consensus sequences of each Cluster are displayed in the
box below the alignment. Cluster-specific SNVs are highlighted using the same colors of the
Clusters. SNVs common to Clusters 1 and 2 are indicated in red, while those common to
Clusters 3 and 4 are in blue. No amino acid substitution is observed with protein L14
sequences.
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ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAATCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAATCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAATCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACTCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACTCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACTCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGT TACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCAAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTGACGCGTTACAAAGCTTACAGAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAGATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCCTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAATCACTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCG
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGT TACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA
ATGCCTAAAATGAAAACACATAGCAGCCTTAAAGGCCGCTTCAAAATTACCGGTACTGGTAAAGTAATGCGTTACAAAGCTTACAAAAACCATTTGCTTTCCCACAAATCCAAACGTGCA

skt ok skskoskok ok ok sk ok sk sk sk sk s ok sk sk sk sk sk ok sk skskoskooloook ok ok skokokok ok skoskokokokokokok skokoskokokok ok skokokolokololokokokok kool skokok ko otk ki ok s ok sk sksk skl sk ok sk ok sk sk sk sk sk sk

Cluster 1 CAA~SATTACCGGTACTGGTAAAGTA ATGCGTTACAAAGC/<TACAAAAATCA<TTGCTTTCCCACAAATCCAAACGTGC S
Cluster 2 CAAA ATTACCGGTACTGGTAAAGTG ACTCGTTACAAAGCT TACAGAAA C CAC TTGCTTTCCCACAAATCCAAACGTGCA
Cluster 3 CAAA ATTACCGGTACTGGTAAAGTA ACGCGTTACAAAGCT TACAGAAAT CAC TTGCTTTCCCACAAATCCAAACGTGCA
Cluster 4 CAAA ATTACCGGTACTGGTAAAGT~SACGCGTTACAAAGCT TACAGAAA C CA<TTGCTTTCCCACAAATCCAAACGTGCA
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]
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AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGAGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTTTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTTTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAGACGTCTGAAACAA GGTCTTGCTAACCTCAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAACGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
AAACGCGTTCTGGGTACTAACCCTGAGATGGCACCTGGGGACGTTAAGCGTCTGAAACAA GGTCTTGCTAACCTGAAATAG
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Cluster
Cluster
Cluster
Cluster

AwWN R

AAACGCGTTC TGGGTACTAACCCTGAGATGGCACCTGGG GACGTTAYs/SCGTC TGAAACAA
AAACGCGTTC TGGGTACTAACCCTGAGATGGCACCTGGG GACGTTAG A CGTT TGAAACAA
AAACGCGTTC TGGGTACTAACCCTGAGATGGCACCTGGAGACGTTAG A CGTC TGAAACAA
AAACGCGTTITGGGTACTAACCCTGAGATGGCACCTGGG GACGTTAG A CGT<"TGAAACAA

Figure S11. Multiple alignment of the rpmL gene. The nucleotide sequences were obtained

from the strains belonging to Cluster 1 (yellow), Cluster 2 (gray), Cluster 3 (green), and
Cluster 4 (cyan). The red asterisks indicate conserved regions that can be used to design

primers for gene amplification. The consensus sequences of each Cluster are displayed in the
box below the alignment. Cluster-specific SN'Vs are highlighted using the same colors of the
Clusters. SNVs common to Clusters 3 and 4 are indicated in blue.
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Ribosomal protein L.35

OSY_DF MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
OSY_EC MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
ATCC_842 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
NRRL_B_ 30509 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
NCTC7575 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
MEZ6 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
0_211 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
HK4 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
Al18 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
Cc12 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
TH2H2 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
EB4_G3 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
CICC_10580 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
JE201 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
DCB2 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
ZF129 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
KP1e MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
IIF8SW MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
2A_2A MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
Ysis MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
181MFCo151 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
EBLO6 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
HY96 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
239 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
SQR_21 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
CFes MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
KCCM_40454 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
S3 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
ZF197 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
ND24 MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
P.ottowii MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK
YCe573 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
Ly214 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
CR1 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
K16 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
CFSAN@34343  MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
CFSAN@34342  MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
ATCC_15970 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
DSM_292 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
WLY78 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
DSM_365 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
LMG_27872 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
CFSAN@34341  MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
Hob6 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
MES110 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
MES20 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
MES17 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
MES108 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
CCI_25 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
J MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
YUPP_8 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
E681 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
YCo136 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
B8 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQ GLANLK
MES972 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQ GLANLK

ke 2k ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok k ok k- *****:**************************:**** Fk ok ok ok ok

Cluster 1 MPKMKTHSSLKGRFKITGTGKVMRYKAYKNHLLSHKSKRAKRVLGTNPEMAPGDVKRLKQGLANLK

Cluster 2,3,4  MPKMKTHSSLKGRFKITGTGKVTRYKAYRNHLLSHKSKRAKRVLGTNPEMAPGDVRRLKQGLANLK

Figure S12. Multiple alignment of ribosomal protein L35. The sequences were obtained
from the strains belonging to Cluster 1 (yellow), Cluster 2 (gray), Cluster 3 (green), and

Cluster 4 (cyan). The consensus sequences of each Cluster are displayed in the box below the
alignment. Cluster-specific amino acid substitutions are highlighted using the same colors of
the Clusters. The MES972 strain is underlined as it has an R at position 56, which is present

in Clusters 1, 2, and 3, but is replaced by K in the other strains belonging to Cluster 1.
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