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Additional file 1: Phylogenetic analysis of 68 aligned Listeria monocytogenes
genomes. Trees were calculated from 2,963,005 aligned nucleotides with the
Randomized Axelerated Maximum Likelihood tool (GTRCATI+25y). The best of 100
bootstrap replicates is shown. Red labels indicate closed high-quality genome sequences
used for calculation of the L. monocytogenes core-genome.



Additional file 1

CC70B
F2365
LL195
SLCC2378
WSLC1042
J2-1091

100 [ Scott-A
J1-220

100

78] 100} ATCC-19117
100 | |1 92 - HPB2262
— 1.S542

72

78 _|
100 ' LS644

1oop L312
100 _fClip804590
1008 07PF0776

SLCC2540
100 F Lm19860
101L 12064
100 L1 m26686

100

— FSL-J1-194
100 - FSL-N1-017
NI-011A
~ SLCC2482
100 I SLCC2755
FSL-R2-503
100 ' R2-502

100 f SLCC5850
100X WSLC1001
o 100X £SI-F6-684
104038
3 b—12-031
Lm25180
60 QOC2

100 [ EGD-¢
FSL-R2-561

100 100 I SLCC2372

100 * SLCC2479

100 1 08-5578
| 408-5923
Lm21045

SLCC7179
100 y Finland 1998
C1-387
FSL-N3-165
NCCP 15743
F6854
100 F F6900

100

II

100

111

100

—
0.005 substitutions/site

Jole6l
100" J2818

100 6179
|[La111
100 * N53-1

100 | HCC23
4'00| M7
L99

100 SLCC2376
FSL-12-071



