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Complete circular genome sequences representing prevalent 
sub-lineages of clinical Listeria monocytogenes isolates 
from Germany
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ABSTRACT We here present 27 closed genome sequences of clinical Listeria monocyto­
genes isolates representing 26 prevalent phylogenetic sub-lineages detected in Germany 
within recent years. This information may facilitate analysis of ongoing and future 
outbreaks and provides the basis for in-depth studies of outbreak strains and their 
genetic characteristics.
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L isteria monocytogenes is the causative agent of listeriosis, a foodborne disease that 
can lead to severe invasive infections (1). Here, we provide 27 closed genomes of 

clinical L. monocytogenes isolates, which were collected from German listeriosis patients 
between 2016 and 2023 and sent to the German Consultant Laboratory for Listeria for 
subtyping. These genomes represent a selection of the most prevalent L. monocytogenes 
sub-lineages causing listeriosis in Germany.

Selected isolates were thawed from glycerol stocks of the strain collection of the 
Consultant Laboratory and cultivated in 3 mL brain heart infusion broth with shaking 
(250 rpm) overnight at 37°C. Genomic DNA was extracted with the GenElute Bacterial 
Genomic DNA Kit (Sigma-Aldrich), and the quality and concentration of the DNA were 
determined with a NanoDrop spectrophotometer (Thermo Fisher Scientific) and the 
Qubit fluorometer (Thermo Fisher Scientific). Short-read sequencing data were taken 
from subcultures described in previous work (2) or generated by library construction 
using the Nextera XT DNA Library Prep Kit (Illumina) and subsequent sequencing on a 
NextSeq sequencer (Illumina) in paired-end sequencing mode (2 × 150 bp). The read 
files were analyzed using an in-house quality control pipeline that includes, but is not 
limited to, QCumber-2 v2.3.0 (3), FastQC v0.11.5 (4), and Kraken v0.10.6 (5). Libraries 
for long read sequencing were constructed with the Rapid barcoding kit (SQK-RBK004 / 
SQK-NBD114.24, Oxford Nanopore Technologies) and subsequently sequenced on a 
FLOMIN106D or FLOMIN114 flow cell on a GridION device (Oxford Nanopore Technol­
ogies) with ont-guppy-for-gridion base-calling models in the super-accurate mode, a 
Q-score threshold of 10, and adapter trimming. Filtlong v0.2.1 (6) was used to refine the 
obtained long reads based on the corresponding Illumina reads as an external reference, 
while also keeping only reads with a minimal length of 3,000 bp. For filtering, the number 
of target bases was set to 290,000,000 bp, resulting in a ~100- fold coverage. The filtered 
long reads and the Illumina short reads were used in a hybrid assembly with Unicycler 
v0.4.8 (7) to obtain a closed genome sequence. Ring closure was verified in Geneious 
Prime 2025.0.2 (Dotmatics), which was also used to rotate the genome sequences to 
the first nucleotide of the characteristic L. monocytogenes origin of replication (8). The 

June 2026  Volume 15  Issue 6 10.1128/mra.00145-26 1

Editor Atmika Paudel, Fluxus Inc., Sunnyvale, 
California, USA

Address correspondence to Sven Halbedel, 
halbedels@rki.de.

The authors declare no conflict of interest.

See the funding table on p. 5.

Received 4 February 2026
Accepted 28 March 2026
Published 23 April 2026

Copyright © 2026 Wamp et al. This is an open-access 
article distributed under the terms of the Creative 
Commons Attribution 4.0 International license.

https://crossmark.crossref.org/dialog/?doi=10.1128/mra.00145-26&domain=pdf&date_stamp=2026-04-23
https://doi.org/10.1128/mra.00145-26
https://creativecommons.org/licenses/by/4.0/


TA
BL

E 
1 

Ke
y 

ch
ar

ac
te

ris
tic

s 
of

 th
e 

ge
no

m
es

 s
eq

ue
nc

ed
 in

 th
is

 s
tu

dy

Is
ol

at
e 

ID
18

-0
02

00
18

-0
16

10
18

-0
23

01
18

-0
30

00
18

-0
33

67
18

-0
40

06
19

-0
54

61
19

-0
56

33
19

-0
73

56
19

-0
73

96
19

-0
76

13
20

-0
13

31
20

-0
33

34

O
ut

br
ea

k
Be

ta
1

Ph
i4

A
lp

ha
5

G
am

m
a6

a
N

y5
a

G
am

m
a5

a
La

m
bd

a5
a

Ta
u7

Yp
si

lo
n1

a
Et

a4
G

am
m

a7
Ta

u8
Ps

i1

So
ur

ce
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e

Ye
ar

 o
f i

so
la

tio
n

20
18

20
18

20
18

20
18

20
18

20
18

20
19

20
19

20
19

20
19

20
19

20
20

20
20

G
en

Ba
nk

 a
cc

es
si

on
 

no
.

CP
16

96
62

CP
16

96
64

CP
18

33
27

CP
16

96
93

CP
16

96
65

CP
16

96
66

CP
16

96
71

CP
16

96
72

CP
16

96
95

CP
16

96
74

CP
16

96
75

CP
16

96
76

CP
16

96
99

EN
A

 a
cc

es
si

on
 n

o.
SA

M
EA

11
43

38
26

8
SA

M
EA

11
43

38
28

3
SA

M
EA

11
43

32
99

9
SA

M
EA

11
43

38
28

7
SA

M
EA

68
00

95
1

SA
M

EA
11

43
33

03
2

SA
M

EA
11

43
39

22
9

SA
M

EA
11

43
38

33
1

SA
M

EA
11

43
38

34
3

SA
M

EA
11

43
38

34
5

SA
M

EA
11

43
38

35
0

SA
M

EA
11

43
38

35
8

SA
M

EA
11

43
38

38
9

Se
qu

en
ci

ng
 m

et
ho

d
O

xf
or

d 
N

an
op

or
e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

Ac
ce

ss
io

n 
no

. f
or

 

lo
ng

-r
ea

d 
ra

w
 d

at
a

ER
X1

15
76

22
5

ER
X1

15
76

22
7

ER
X1

15
76

22
8

ER
X1

15
76

23
0

ER
X1

27
26

49
1

ER
X1

15
76

23
1

ER
X1

15
76

23
6

ER
X1

15
76

23
7

ER
X1

15
76

23
9

ER
X1

15
76

24
0

ER
X1

15
76

24
1

ER
X1

15
76

24
2

ER
X1

15
76

24
5

N
um

be
r o

f l
on

g 

re
ad

s

76
,6

66
93

,9
01

98
,4

05
21

4,
50

3
48

,3
18

26
4,

54
1

73
,7

75
79

,1
97

56
3,

06
1

96
,2

12
68

,3
41

26
8,

75
0

52
3,

02
8

N
50

 lo
ng

 re
ad

s
11

,6
10

9,
65

4
10

,6
75

17
,9

37
15

,1
33

14
,9

03
11

,8
69

10
,8

32
14

,7
58

10
,9

82
10

,5
85

13
,4

11
12

,9
03

Ac
ce

ss
io

n 
no

. f
or

 

sh
or

t-
re

ad
 ra

w
 

da
ta

ER
X1

14
12

21
7

ER
X1

14
12

23
2

ER
X1

14
05

82
2

ER
X1

14
12

23
6

ER
X4

07
69

75
ER

X1
14

05
85

5
ER

X1
14

14
49

4
ER

X1
14

12
28

0
ER

X1
14

12
29

2
ER

X1
14

12
29

4
ER

X1
14

12
29

9
ER

X1
14

12
30

7
ER

X1
14

12
33

8

N
um

be
r o

f s
ho

rt
 

re
ad

s

1,
73

2,
78

8
3,

05
1,

58
6

2,
09

0,
02

2
1,

80
6,

69
2

1,
91

6,
99

6
1,

67
7,

34
2

4,
91

7,
11

8
4,

62
8,

82
2

1,
98

7,
75

0
2,

18
9,

77
0

1,
62

2,
48

2
1,

79
2,

94
6

3,
23

3,
20

8

G
en

om
e 

si
ze

 (b
p)

3,
03

3,
39

5
2,

91
7,

85
1

3,
00

7,
04

4
2,

95
5,

79
8

3,
03

4,
33

5
2,

93
4,

76
7

2,
97

2,
35

6
2,

94
0,

53
3

2,
94

1,
80

3
2,

96
8,

28
0

3,
01

1,
46

8
2,

90
8,

63
9

2,
98

2,
65

1

G
C 

co
nt

en
t (

%
)

38
38

38
.1

37
.9

37
.9

38
38

38
38

38
37

.9
38

38

N
o.

 o
f 

pr
ot

ei
n-

co
di

ng
 

ge
ne

s

2,
96

2
2,

78
8

2,
92

6
2,

96
0

2,
93

9
2,

80
4

2,
92

5
2,

84
2

2,
91

2
2,

86
1

2,
92

7
2,

82
3

2,
94

8

N
o.

 o
f r

RN
A

 o
pe

ro
ns

6
6

6
6

6
6

6
6

6
6

6
6

6

N
o.

 o
f t

RN
A

 g
en

es
67

67
67

67
67

67
67

67
67

67
67

67
67

Pa
th

og
en

ic
ity

 

is
la

nd
(s

)

LI
PI

-1
LI

PI
-1

,

LI
PI

-4

LI
PI

-1
,

LI
PI

-3

LI
PI

-1
LI

PI
-1

LI
PI

-1
,

LI
PI

-4

LI
PI

-1
LI

PI
-1

LI
PI

-1
,

LI
PI

-3

LI
PI

-1
,

LI
PI

-3

LI
PI

-1
LI

PI
-1

LI
PI

-1
,

LI
PI

-3

Pl
as

m
id

 (G
en

Ba
nk

 

ac
ce

ss
io

n 
no

.)

CP
18

33
28

(3
2,

05
1 

bp
)

CP
16

96
94

(8
6,

63
2 

bp
)

CP
16

96
96

(5
8,

52
7 

bp
)

CP
16

97
00

(6
9,

60
2 

bp
)

PC
R 

se
ro

gr
ou

p
IIb

IV
b

IIb
IIa

IV
b

IIb
IIa

IIa
IV

b
IV

b
IIa

IIa
IV

b

In
ta

ct
 p

ro
ph

ag
es

 

(1
0)

3
0

2
2

2
0

3
1

1
1

2
1

1

Pr
op

ha
ge

 in
se

rt
io

n 

si
te

s

t-
RN

A
A

rg
 (l

m
ot

17
),

co
m

K,

be
tw

ee
n 

AC
E3

H
D

_1
35

65

t-
RN

A
Ly

s  (l
m

ot
01

),

be
tw

ee
n 

AC
N

2A
W

_0
90

55
 

an
d 

AC
N

2A
W

_0
93

35

t-
RN

A
A

rg
 (l

m
ot

17
),

be
tw

ee
n 

AC
E3

H
G

_1
32

75
 

an
d 

AC
E3

H
G

_1
36

30

t-
RN

A
Ly

s  (l
m

ot
01

),

t-
RN

A
A

rg
 (l

m
ot

62
)

t-
RN

A
A

rg
 (l

m
ot

17
),

be
tw

ee
n 

AC
E3

H
N

_0
65

00
 

an
d 

AC
E3

H
N

_0
69

70
,

co
m

K
t-

RN
A

Ly
s  (l

m
ot

01
)

t-
RN

A
Ly

s  (l
m

ot
01

)
t-

RN
A

Se
r  (l

m
ot

11
),

t-
RN

A
A

rg
 (l

m
ot

62
),

t-
RN

A
A

rg
 (l

m
ot

17
)

co
m

K (C
on

tin
ue

d 
on

 n
ex

t p
ag

e)

Announcement Microbiology Resource Announcements

June 2026  Volume 15  Issue 6 10.1128/mra.00145-26 2

https://www.ncbi.nlm.nih.gov/search/all/?term=CP169662
https://www.ncbi.nlm.nih.gov/nuccore/CP169662.1/
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169664
https://www.ncbi.nlm.nih.gov/nuccore/CP169664
https://www.ncbi.nlm.nih.gov/search/all/?term=CP183327
https://www.ncbi.nlm.nih.gov/nuccore/CP183327
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169693
https://www.ncbi.nlm.nih.gov/nuccore/CP169693
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169665
https://www.ncbi.nlm.nih.gov/nuccore/CP169665
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169666
https://www.ncbi.nlm.nih.gov/nuccore/CP169666
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169671
https://www.ncbi.nlm.nih.gov/nuccore/CP169671
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169672
https://www.ncbi.nlm.nih.gov/nuccore/CP169672
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169695
https://www.ncbi.nlm.nih.gov/nuccore/CP169695
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169674
https://www.ncbi.nlm.nih.gov/nuccore/CP169674
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169675
https://www.ncbi.nlm.nih.gov/nuccore/CP169675
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169676
https://www.ncbi.nlm.nih.gov/nuccore/CP169676
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169699
https://www.ncbi.nlm.nih.gov/nuccore/CP169699
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338268
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338283
https://www.ebi.ac.uk/ena/browser/view/SAMEA114332999
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338287
https://www.ebi.ac.uk/ena/browser/view/SAMEA6800951
https://www.ebi.ac.uk/ena/browser/view/SAMEA114333032
https://www.ebi.ac.uk/ena/browser/view/SAMEA114339229
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338331
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338343
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338345
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338350
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338358
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338389
https://www.ebi.ac.uk/ena/browser/view/ERX11576225
https://www.ebi.ac.uk/ena/browser/view/ERX11576227
https://www.ebi.ac.uk/ena/browser/view/ERX11576228
https://www.ebi.ac.uk/ena/browser/view/ERX11576230
https://www.ebi.ac.uk/ena/browser/view/ERX12726491
https://www.ebi.ac.uk/ena/browser/view/ERX11576231
https://www.ebi.ac.uk/ena/browser/view/ERX11576236
https://www.ebi.ac.uk/ena/browser/view/ERX11576237
https://www.ebi.ac.uk/ena/browser/view/ERX11576239
https://www.ebi.ac.uk/ena/browser/view/ERX11576240
https://www.ebi.ac.uk/ena/browser/view/ERX11576241
https://www.ebi.ac.uk/ena/browser/view/ERX11576242
https://www.ebi.ac.uk/ena/browser/view/ERX11576245
https://www.ebi.ac.uk/ena/browser/view/ERX11412217
https://www.ebi.ac.uk/ena/browser/view/ERX11412232
https://www.ebi.ac.uk/ena/browser/view/ERX11405822
https://www.ebi.ac.uk/ena/browser/view/ERX11412236
https://www.ebi.ac.uk/ena/browser/view/ERX4076975
https://www.ebi.ac.uk/ena/browser/view/ERX11405855
https://www.ebi.ac.uk/ena/browser/view/ERX11414494
https://www.ebi.ac.uk/ena/browser/view/ERX11412280
https://www.ebi.ac.uk/ena/browser/view/ERX11412292
https://www.ebi.ac.uk/ena/browser/view/ERX11412294
https://www.ebi.ac.uk/ena/browser/view/ERX11412299
https://www.ebi.ac.uk/ena/browser/view/ERX11412307
https://www.ebi.ac.uk/ena/browser/view/ERX11412338
https://www.ncbi.nlm.nih.gov/search/all/?term=CP183328
https://www.ncbi.nlm.nih.gov/nuccore/CP183328
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169694
https://www.ncbi.nlm.nih.gov/nuccore/CP169694
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169696
https://www.ncbi.nlm.nih.gov/nuccore/CP169696
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169700
https://www.ncbi.nlm.nih.gov/nuccore/CP169700
https://doi.org/10.1128/mra.00145-26


TA
BL

E 
1 

Ke
y 

ch
ar

ac
te

ris
tic

s 
of

 th
e 

ge
no

m
es

 s
eq

ue
nc

ed
 in

 th
is

 s
tu

dy
 (C

on
tin

ue
d)

Is
ol

at
e 

ID
18

-0
02

00
18

-0
16

10
18

-0
23

01
18

-0
30

00
18

-0
33

67
18

-0
40

06
19

-0
54

61
19

-0
56

33
19

-0
73

56
19

-0
73

96
19

-0
76

13
20

-0
13

31
20

-0
33

34

an
d 

AC
E3

H
D

_1
39

90
t-

RN
A

A
rg

 (l
m

ot
62

)

ST
a

ST
5

ST
32

ST
3

ST
8

ST
2

ST
29

6
ST

42
7

ST
29

7
ST

1
ST

54
ST

39
9

ST
45

1
ST

1

C
Tb

C
T2

78
9

C
T6

51
8

C
T6

58
3

C
T4

17
2

C
T3

33
6

C
T6

76
6

C
T6

51
9

C
T8

53
3

C
T2

75
2

C
T4

56
1

C
T7

67
9

C
T9

03
1

C
T4

24
6

Is
ol

at
e 

re
fe

re
nc

e
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)

Is
ol

at
e 

ID
20

-0
43

47
21

-0
04

47
21

-0
15

77
21

-0
42

73
21

-0
43

22
21

-0
51

43
21

-0
58

04
21

-0
59

75
21

-0
62

48
21

-0
62

94
21

-0
65

33
22

-0
36

89
22

-0
68

38
23

-0
12

09

O
ut

br
ea

k
G

am
m

a9
Be

ta
10

Ps
i6

sp
or

ad
ic

sp
or

ad
ic

O
m

ik
ro

n1
0

Ch
i1

1
sp

or
ad

ic
Ep

si
lo

n8
Th

et
a1

1
O

m
eg

a4
Ep

si
lo

n1
3

Pi
3

sp
or

ad
ic

So
ur

ce
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e
cl

in
ic

al
 is

ol
at

e

Ye
ar

 o
f i

so
la

tio
n

20
20

20
21

20
21

20
21

20
21

20
21

20
21

20
21

20
21

20
21

20
21

20
22

20
22

20
23

G
en

Ba
nk

 a
cc

es
si

on
 

no
.

CP
16

97
01

CP
16

96
78

CP
16

96
80

CP
16

96
81

CP
16

96
82

CP
16

96
83

CP
16

96
85

CP
16

96
86

CP
16

96
87

CP
16

97
03

CP
16

96
88

CP
16

96
89

CP
16

97
05

CP
16

96
90

EN
A

 a
cc

es
si

on
 n

o.
SA

M
EA

11
43

33
44

1
SA

M
EA

11
43

33
57

8
SA

M
EA

11
43

38
42

4
SA

M
EA

11
43

38
50

0
SA

M
EA

11
43

38
50

1
SA

M
EA

11
43

38
54

1
SA

M
EA

11
43

38
58

0
SA

M
EA

11
43

38
58

7
SA

M
EA

11
43

38
60

8
SA

M
EA

11
43

38
61

0
SA

M
EA

11
43

38
62

0
SA

M
EA

11
57

72
12

8
SA

M
EA

11
57

72
12

9
SA

M
EA

11
57

72
13

0

Se
qu

en
ci

ng
 m

et
ho

d
O

xf
or

d 
N

an
op

or
e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

M
iS

eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

O
xf

or
d 

N
an

op
or

e 

M
in

IO
N

,

Ill
um

in
a 

N
ex

tS
eq

Ac
ce

ss
io

n 
no

. f
or

 

lo
ng

-r
ea

d 
ra

w
 d

at
a

ER
X1

15
76

24
6

ER
X1

15
76

24
7

ER
X1

15
76

24
8

ER
X1

27
26

49
3

ER
X1

15
76

24
9

ER
X1

15
76

25
0

ER
X1

15
76

25
2

ER
X1

15
76

25
3

ER
X1

15
76

25
4

ER
X1

15
76

25
5

ER
X1

27
26

49
4

ER
X1

27
26

49
5

ER
X1

27
26

49
6

ER
X1

27
26

49
7

N
um

be
r o

f l
on

g 

re
ad

s

10
1,

74
5

71
,8

89
66

,1
74

20
7,

69
6

80
,6

36
71

,6
13

71
,1

14
11

0,
12

9
61

,7
48

69
,1

63
13

1,
71

9
10

4,
73

3
14

0,
76

7
17

8,
89

4

N
50

 lo
ng

 re
ad

s
9,

95
6

12
,2

62
12

,4
07

9,
87

6
8,

25
0

13
,3

79
12

,6
88

10
,5

38
16

,8
71

12
,2

67
12

,1
97

11
,1

35
11

,7
68

10
,4

37

Ac
ce

ss
io

n 
no

. f
or

 

sh
or

t-
re

ad
 ra

w
 

da
ta

ER
X1

14
06

26
4

ER
X1

14
06

40
1

ER
X1

14
12

37
3

ER
X1

14
12

44
9

ER
X1

14
12

45
0

ER
X1

14
12

49
0

ER
X1

14
12

52
9

ER
X1

14
12

53
6

ER
X1

14
12

55
7

ER
X1

14
12

55
9

ER
X1

14
12

56
9

ER
X1

26
88

90
1

ER
X1

26
88

90
2

ER
X1

26
88

90
3

G
en

om
e 

si
ze

 (b
p)

2,
93

4,
18

1
2,

94
6,

48
2

2,
88

7,
68

7
2,

93
6,

90
6

2,
89

7,
00

1
2,

91
6,

65
2

2,
90

7,
65

9
3,

02
1,

21
8

2,
91

3,
63

1
3,

03
7,

47
6

2,
92

3,
85

1
2,

93
7,

70
1

2,
96

9,
74

6
2,

91
5,

03
3

N
um

be
r o

f s
ho

rt
 

re
ad

s

1,
79

9,
81

0
1,

55
5,

35
7

3,
08

5,
45

6
6,

17
7,

51
8

5,
14

3,
41

0
4,

08
0,

24
4

4,
96

1,
31

6
3,

90
9,

71
8

6,
02

6,
91

8
7,

75
9,

29
6

4,
74

8,
97

2
4,

78
6,

79
2

2,
83

9,
00

4
13

,2
39

,3
46

G
C 

co
nt

en
t (

%
)

38
38

38
37

.9
38

38
38

38
38

.1
38

38
38

38
38

.1

N
o.

 o
f 

pr
ot

ei
n-

co
di

ng
 

ge
ne

s

2,
90

0
2,

88
2

2,
76

9
2,

84
5

2,
80

1
2,

78
3

2,
78

0
2,

90
6

2,
78

4
3,

06
3

2,
80

7
2,

80
6

2,
92

9
2,

77
7

N
o.

 o
f r

RN
A

 o
pe

ro
ns

6
6

6
6

6
6

6
6

6
6

6
6

6
6

N
o.

 o
f t

RN
A

 g
en

es
67

67
67

67
67

67
67

67
67

67
67

67
67

67

Pa
th

og
en

ic
ity

 

is
la

nd
(s

)

LI
PI

-1
LI

PI
-1

LI
PI

-1
LI

PI
-1

LI
PI

-1
LI

PI
-1

, L
IP

I-4
LI

PI
-1

, L
IP

I-3
LI

PI
-1

LI
PI

-1
, L

IP
I-3

, L
IP

I-4
LI

PI
-1

LI
PI

-1
LI

PI
-1

, L
IP

I-3
, L

IP
I-4

LI
PI

-1
, L

IP
I-3

, L
IP

I-4
LI

PI
-1

, L
IP

I-3
, L

IP
I-4

Pl
as

m
id

 (G
en

Ba
nk

 

ac
ce

ss
io

n 
no

.)

CP
16

97
02

(5
7,

55
3 

bp
)

CP
16

97
04

(8
6,

63
2 

bp
)

CP
16

97
06

(5
5,

82
0 

bp
)

PC
R 

se
ro

gr
ou

p
IIa

IIa
IIa

IIa
IIa

IV
b

IIb
IIb

IV
b

IIa
IIa

IV
b-

v1
IV

b
IV

b

(C
on

tin
ue

d 
on

 n
ex

t p
ag

e)

Announcement Microbiology Resource Announcements

June 2026  Volume 15  Issue 6 10.1128/mra.00145-26 3

https://www.ncbi.nlm.nih.gov/search/all/?term=CP169701
https://www.ncbi.nlm.nih.gov/nuccore/CP169701
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169678
https://www.ncbi.nlm.nih.gov/nuccore/CP169678
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169680
https://www.ncbi.nlm.nih.gov/nuccore/CP169680
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169681
https://www.ncbi.nlm.nih.gov/nuccore/CP169681
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169682
https://www.ncbi.nlm.nih.gov/nuccore/CP169682
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169683
https://www.ncbi.nlm.nih.gov/nuccore/CP169683
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169685
https://www.ncbi.nlm.nih.gov/nuccore/CP169685
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169686
https://www.ncbi.nlm.nih.gov/nuccore/CP169686
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169687
https://www.ncbi.nlm.nih.gov/nuccore/CP169687
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169703
https://www.ncbi.nlm.nih.gov/nuccore/CP169703
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169688
https://www.ncbi.nlm.nih.gov/nuccore/CP169688
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169689
https://www.ncbi.nlm.nih.gov/nuccore/CP169689
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169705
https://www.ncbi.nlm.nih.gov/nuccore/CP169705
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169690
https://www.ncbi.nlm.nih.gov/nuccore/CP169690
https://www.ebi.ac.uk/ena/browser/view/SAMEA114333441
https://www.ebi.ac.uk/ena/browser/view/SAMEA114333578
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338424
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338500
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338501
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338541
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338580
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338587
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338608
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338610
https://www.ebi.ac.uk/ena/browser/view/SAMEA114338620
https://www.ebi.ac.uk/ena/browser/view/SAMEA115772128
https://www.ebi.ac.uk/ena/browser/view/SAMEA115772129
https://www.ebi.ac.uk/ena/browser/view/SAMEA115772130
https://www.ebi.ac.uk/ena/browser/view/ERX11576246
https://www.ebi.ac.uk/ena/browser/view/ERX11576247
https://www.ebi.ac.uk/ena/browser/view/ERX11576248
https://www.ebi.ac.uk/ena/browser/view/ERX12726493
https://www.ebi.ac.uk/ena/browser/view/ERX11576249
https://www.ebi.ac.uk/ena/browser/view/ERX11576250
https://www.ebi.ac.uk/ena/browser/view/ERX11576252
https://www.ebi.ac.uk/ena/browser/view/ERX11576253
https://www.ebi.ac.uk/ena/browser/view/ERX11576254
https://www.ebi.ac.uk/ena/browser/view/ERX11576255
https://www.ebi.ac.uk/ena/browser/view/ERX12726494
https://www.ebi.ac.uk/ena/browser/view/ERX12726495
https://www.ebi.ac.uk/ena/browser/view/ERX12726496
https://www.ebi.ac.uk/ena/browser/view/ERX12726497
https://www.ebi.ac.uk/ena/browser/view/ERX11406264
https://www.ebi.ac.uk/ena/browser/view/ERX11406401
https://www.ebi.ac.uk/ena/browser/view/ERX11412373
https://www.ebi.ac.uk/ena/browser/view/ERX11412449
https://www.ebi.ac.uk/ena/browser/view/ERX11412450
https://www.ebi.ac.uk/ena/browser/view/ERX11412490
https://www.ebi.ac.uk/ena/browser/view/ERX11412529
https://www.ebi.ac.uk/ena/browser/view/ERX11412536
https://www.ebi.ac.uk/ena/browser/view/ERX11412557
https://www.ebi.ac.uk/ena/browser/view/ERX11412559
https://www.ebi.ac.uk/ena/browser/view/ERX11412569
https://www.ebi.ac.uk/ena/browser/view/ERX12688901
https://www.ebi.ac.uk/ena/browser/view/ERX12688902
https://www.ebi.ac.uk/ena/browser/view/ERX12688903
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169702
https://www.ncbi.nlm.nih.gov/nuccore/CP169702
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169704
https://www.ncbi.nlm.nih.gov/nuccore/CP169704
https://www.ncbi.nlm.nih.gov/search/all/?term=CP169706
https://www.ncbi.nlm.nih.gov/nuccore/CP169706
https://doi.org/10.1128/mra.00145-26


TA
BL

E 
1 

Ke
y 

ch
ar

ac
te

ris
tic

s 
of

 th
e 

ge
no

m
es

 s
eq

ue
nc

ed
 in

 th
is

 s
tu

dy
 (C

on
tin

ue
d)

Is
ol

at
e 

ID
18

-0
02

00
18

-0
16

10
18

-0
23

01
18

-0
30

00
18

-0
33

67
18

-0
40

06
19

-0
54

61
19

-0
56

33
19

-0
73

56
19

-0
73

96
19

-0
76

13
20

-0
13

31
20

-0
33

34

In
ta

ct
 p

ro
ph

ag
es

 

(1
0)

2
2

0
1

1
0

0
2

0
2

0
0

1
0

Pr
op

ha
ge

 in
se

rt
io

n 

si
te

s

t-
RN

A
Se

r  (l
m

ot
11

),

co
m

K

co
m

K,

be
tw

ee
n

AC
E3

H
Y_

13
16

0 
an

d 

AC
E3

H
Y_

13
59

0

0
co

m
K

t-
RN

A
A

rg
 (l

m
ot

17
)

0
0

be
tw

ee
n 

AC
E3

H
5_

08
73

0 

an
d 

AC
E3

H
5_

09
01

0,

be
tw

ee
n 

AC
E3

H
5_

13
27

0 

an
d 

AC
E3

H
5_

13
70

0

0
t-

RN
A

Se
r  (l

m
ot

11
),

t-
RN

A
A

rg
 (l

m
ot

17
)

t-
RN

A
A

rg
 (l

m
ot

17
)

ST
a

ST
7

ST
18

ST
26

ST
41

2
ST

29
ST

38
8

ST
22

4
ST

59
ST

4
ST

10
1

ST
22

2
ST

38
2

ST
21

7
ST

21
9

C
Tb

C
T9

02
9

C
T1

44
52

C
T7

92
1

C
T1

56
26

C
T1

56
27

C
T6

70
8

C
T1

59
15

C
T1

59
25

C
T8

94
3

C
T9

07
4

C
T6

37
0

C
T1

65
68

C
T5

74
4

C
T1

83
58

Is
ol

at
e 

re
fe

re
nc

e
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
(2

)
th

is
 w

or
k

th
is

 w
or

k
th

is
 w

or
k

a Se
qu

en
ce

 ty
pe

 (S
T)

 a
cc

or
di

ng
 to

 7
-lo

cu
s 

M
LS

T 
(1

3)
.

b Co
m

pl
ex

 ty
pe

 (C
T)

 a
cc

or
di

ng
 to

 1
,7

01
 c

gM
LS

T 
(1

4)
.

Announcement Microbiology Resource Announcements

June 2026  Volume 15  Issue 6 10.1128/mra.00145-26 4

https://doi.org/10.1128/mra.00145-26


genomes were then annotated with the Prokaryotic Genome Annotation Pipeline (PGAP) 
v6.8 from the National Center for Biotechnology Information (NCBI) (9).

The 27 closed L. monocytogenes genomes represent 26 different multilocus sequence 
typing (MLST) sequence types (STs), reflecting different phylogenetic sub-lineages. All 
strains carry the Listeria pathogenicity island 1 (LIPI-1), and selected isolates addition­
ally possess LIPI-3 and/or LIPI-4. Twenty-three of the clinical isolates were assigned 
to outbreak clusters, while four strains represented sporadic cases. Genome sizes vary 
depending on the number of inserted prophages (according to PHASTER [10]). Several 
isolates contain previously described plasmids carrying genes involved in heavy metal 
transport (11, 12) (Table 1).

These genomes may promote the genetic characterization of sublineage-specific 
virulence, resistance, and persistence traits of L. monocytogenes and the tracing of 
outbreak clones in epidemiological studies.
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