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* Salmonella enterica subsp.

— enterica (1) \8)
— Sa/amae ( ) gf %E:a/mmmme
] “diarizonae
— arizonae (111a) 3
. . f arizonae
— diarizonae  (lllb) |
— houtanae (1V)
— indica (VI) -
0.01
e Salmonella bongori (V) &5, bongori

D. Falush, et al., Phil. Trans. R.
Soc. B, 361, 2045-53, 2006.
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Salmonella enterica subsp. enterica serovar Enteritidis
(Salmonella Enteritidis)
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Global Burden of Disease Study, 2016

Mortality rate (deaths per 100 000)
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Number of confirmed human cases and notification
rates (per 100,000 population) in 2022

BRI

Zoonosis | Casesih

Campylobateriosis
Salmonellosis
Yersiniosis

STEC infections
Listeriosis

West Nile virus infection
Echinococcosis

Q fever

Tularaemia

Brucellosis

Tuberculosis (M. bovis, M. caprae)
Trichinellosis

Rabies

137,107
65,208
7,919
7,117
2,738
1,111
722
719
620
198
130
41
0

(The European Union One Health 2022 Zoonoses Report, 2022)

43.1
15.3
2.2
2.1
0.62
0.25
0.19
0.17
0.14
0.04
0.03
0.01
0
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Implicated food vehicles (Strong-evidence outbreaks)

—~. .  Eggsandeggs 7% Mixed food O\ Pig meat and ( Sweets and (- Bak ducts
Igg d ( 7/ \\ products ¢! { . products thereof f'/?;)i chocolate ( )},\ S At
r ‘ 2 : o e T .
vehicles \\_; /)/ 86 Outbreaks \) 24 Outbreaks ™= % 18 Outbreaks (== 12 Qutbreaks \\/) 11 Qutbreaks

B e 3 HT7 4 1848 H%1:1,0144

N of outbreaks N of outbreaks N of outbreak cases % % . 6 63 2 %

per 100,000 population”® per 100,000 population !
ABe: %

Austria 11 AT 0123 0.00 00 JG - 1,406

Belgium 11 BE 0095 0001-024 )X 4:‘;‘;

Bulgaria ( BG : ‘j 1.‘_ yE% 8%

Croatia 4 HR B 10-15 ® 2550

Cyprus ! Cy 0111 " -t El 0

Czechia 5 CZ 0048 non-EU r 1}

Denmark 11 DK 0.187

Estonia ¢ EE 0451

Finland FI 0054 ¥

France 23¢ FR 0348 \

Germany 69 DE 0083 :

Greece 21 EL 0201 ¥

Hungary ¢ HU | 062 R -

Ireland } IE 0158 4

Italy 52 IT

Latvia ( v A

Lithuania 6 LT 0214 e

Luxembourg 1 LU 0155

Malta 1( MT 1919 B

Netherlands ¢ NL 0034

Poland 191 PL 0507 ’

Portugal 1 PT 0010 o

Romania 3 RO 0016

Slovakia 113 SK 2079 m

Slovenia 2 SI D095 E

Spain 225 ES 0474 i3 y

Sweden ¢ SE

UK (N. Ireland) | Xl

* Differences among countries shall be interpreted with caution as this indicator depends on several factors including
the type of outbreaks under surveillance and does not necessarily reflect the level of food safety in each country. M EFSA data
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(The European Union One Health 2022 Zoonoses Report, 2022)
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White-Kauffmann-Le Minor scheme

Scheme 2007

S. Enterica 2557

subsp. enterica 1531
subsp. salamae 505
subsp. arizonae 99
subsp. diarizonae 336
subsp. houtenae 73
subsp. indica 13
S. bongori 22

Total 2579

Antigenic formulae of the Salmonella serovars. 9th ed.; 2007.

+ Supplement No.48

S. enterica
subsp. enterica
subsp. salamae
subsp. arizonae
subsp. diarizonae
subsp. houtenae
subsp. indica

S. bongori

Total

Research in Microbiology 165,

2637
1586
522
102
338
76
13
22
2659

256-530, 2014.



Salmonella Lubbock

AN
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Journals. ASM.org

Two Draft Genome Sequences of a New Serovar of Salmonella
enterica, Serovar Lubbock

Marie Bugarel,® Henk C. den Bakker,® Kendra K. Nightingale,® Dayna M. Brichta-Harhay,® Thomas S. Edrington,® Guy H. Loneragan?

International Center for Food Industry Excellence, Department of Animal and Food Sciences, Texas Tech University, Lubbock, Texas, USA2; US. Department of Agriculture,
Agricultural Research Service, Roman L. Hruska U.S. Meat Animal Research Center, Clay Center, Nebraska, USAY; US. Department of Agriculture, Agricultural Research
Service, Southern Plains Agricultural Research Center, Food and Feed Safety Research Unit, College Station, Texas, USAS

Salmonella enterica is principally a foodborne pathogen that shows considerable serovar diversity. In this report, we present two
draft genome sequences of Salmonella enterica subsp. enterica serovar Lubbock, a novel serovar.

| - Salmonella Mbandaka (1 6,7,14: z10: e,n,z15)

Salmonella 1 6,7: g,m,s: e,n,z15

L Salmonella Montevideo (I 6,7,14: g,m,[p],s: [1,2,7])

O:7; Hl: gm,s; H2: -
Genome Announc 3(2):e00215-15.
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SeqSero2: Rapid and Improved Salmonella Serotype
Determination Using Whole-Genome Sequencing
Data

(Applied Env Microbiol, 85, e01746-19, 2019 )

Shaokang Zhang?, Hendrik C. den Bakker?, Shaoting Li?, Jessica ChenP, Blake A.
Dinsmoreb, Charlotte Laneb, A. C. Lauerb, Patricia I. Fieldsb, Xiangyu Deng?®

The Salmonella In Silico Typing Resource
(SISTR): An Open Web-Accessible Tool for
Rapidly Typing and Subtyping Draft
Salmonella Genome Assemblies

Catherine E. Yoshida'®, Peter Kruczkiewicz?*, Chad R. Laing?, Erika J. Lingohr’, Victor P.
J. Gannon?, John H. E. Nash', Eduardo N. Taboada?*

(PLOS ONE, 10.1371, 2016 )
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Evaluation of whole and core , _ .
' A — _
genome multilocus sequence CDC: Bionumericsza N —RX &L Tz

typing allele schemes for CGMLSTIC KDY —A"ASU R

Salmonella enterica outbreak —
detection in a national
surveillance network, PulseNet

Molly M. Leeper*, Beth M. Tolar*, Taylor Griswold?,
Eshaw Vidyaprakash?, Kelley B. Hise!, Grant M. Williams?, PU |Se N et 2 .O

Sung B. Im?, Jessica C. Chen?, Hannes Pouseele? and
Heather A. Carleton!

(Front Microbiol, 14: 1254777, 2023)

PulseNet 2.0

A Future-Proof Infrastructure for Genomic
Data Management and Analytics

White Paper Version 1.0

(CDC/APHL, 2023)
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