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HILERTRERE 35.6 22.7 26.1 39.8 31.7
PANYES L 15.6 17.1 12.4 15.8 15.4
e HmEREGE 14.3 8.3 6 4.7 9.8

TAHE: BEGBERDERTEN

Comparing Sporadic and Outbreak Foodborne lliness

Table 1. Number of outbreak cases versus sporadic cases and outbreak fraction, FoodNet data, United States, 2004—2011*

Pathogen Outbreak cases Sporadic cases Outbreak fraction, %
Campylobacter 195 42,744 0.5
Escherichia coli 0157 730 3,117 19.0

Listeria 56 1,024 52
Salmonella 3,161 50,690 59
*Representing 101,717 reports with complete data for all study variables out of 110,157 total reports. FoodNet, Foodborne Diseases Active Surveillance
Network.

Emerg Infect Dis 2016 22: 1193-1200
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Fig. 1. Reservoirs and routes of transmission associated with Campylobacter species. The microorganism can be transmitted to humans through consumption of raw
or undercooked contaminated food, consumption of contaminated water, via contact with food-producing animals, wild animals, companion animals, and person to

person transmission (fecal-oral or via fomites). Microb Pathog 2021 161: 105265
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Impact of COVID-19 on the incidence of campylobacteriosis

A
Incidencerate <7 | 7-20 WN20-34 [34-42 42-52 W 52-64 Wes-74 W74-84 Wse-126 W26 220
200 —e— Austria
180 )
160 - Belgium
y 140 —— Bulgaria
Conada 120 —_—
3 2019, .
i e 100 I —— Croatia
19.5 90 »
—— Cyprus
» Singapore
e -~ (zech Republic
Australia 80— - Denmark
(2016) .
146.8 5 -+ Estonia
ERTIERD & .
s g -+ Finland
(2019) 1<) 70=
126.1 =
= = —— France
- =
Denmark  Norway Finland S
Netherlands — (2019)  (2019) (2019) (‘;m'; g‘ —— Germany
(2019) 93 8 PE s 2 60
g 4.1 | © Latvia  Lithuania -
lecland - | @019 (2019 S . Hungary
(2019) 6.9 437 =
38.1 Poland = —+— Iceland
Estonia (2019) =
(2019) 19 —
262 5 50+ Ireland
United Kingdom x| 2 Latvia
019) ———%, 5
" " 5 § -#- Lithuania
Ircland = 40=-
2 -
019 _— S Luxembourg
’ - (2019)
Romania e
‘ | g I % Malta
Uermany — (2019) t; glan.l
(2019) 655 (2019) o
France 738 | 33 30 Netherlands
(2019)
57.5 Norway
Belgium
(ZE?W} Czech \ —— Poland
64 Republic Cyprus 20+
it 12019) — Romania
215 Slovenia 24 \.

Luxembo LI | 2019) .
oy . T vieetnd] | D | | —— Slovakia
(2019) (Zf:';‘) 4a.1 ki3 ‘%;:';” (2019) ';,';:L":

2! Austriz 2 2 = .
633 (2019) Maa 34 e 10 —— Slovenia
™ - -o- Sweden
— §‘ i
Reported global incidence of campylobacteriosis. Repo C osis worldwide (A) and in Europe (B) are 0 T T i SWltzerland
d as per 100,000 population. Data presented in the figure y fro In countrie the 2019 data were not available, .
n a previously available year were used. Countries with no ed incidence campylobz available were in grey colour. Map 2014'2019 2020 - Unlted States

was created with Datawrapper

Front Cell >Iinféct Microbio/ 2022 12: 979055

Year



FI2-N\L—EI&E (GBS) DEFHFEA (RJL—)

201 9£= Whole genome MLST
Large Outbreak of Guillain- = Perwvian sans
Barré Syndrome, Peru, 2019 @ © e e e
Emerging Infect Dis 2020 11: 2778-2780
HEAMIZIX, 0.6-4 A/ AE0100,000 A& 1=V N
20194 29 A/ AE0100,000 A&H1=Y) VY
A3MRIKD S5, 28181K (65%) HMC. jejuniD FeITRELDEEL ‘-\L"“ i
0.3
C. jejuni genomes by region 5 gt ek gl spadee o o il e Ay
B & urope 1 s P o i v 1 o GBS S C s s B
® South Asia @ South America , . Microbiol Spectr 2022 10:01187-22
Southeast Asia @ North America
Japan/Korea Oceania l ]’ GBS-Peruvian strains
@ Africa Unknown

1 \ LOS:Ef=FrEtE D Rt 2023 £

2007 GBSEHFEE (FED (S

R Y DR EBERFHIISELY

' Briefing Note:
: ;‘(MLST_2993, Penner_HS41) P AH o " increase i cases

Guillain-Barre Syndrome
%

Pan American v Wo IdH Ith Peru
’,\ Health ‘i
Organization “",“. n

mericas 10 July 2023

20236 A10B M7 A 158 DfEIZGBS D £L V3l

L B130BIRE S T=, DL RET LI HH
0.00 0.05 0.10 0.15 0.20 .OVZS 0.30 —C%U %Iﬂ“%t@éﬁ1§“ﬂ&h\ﬁmuéh1—:o 22@14(
| | | Dive'rgence | | | D55 14151k (63%) HC. jejunifziE, MLST 2993

DEENTRESNT=,

Neurol Neuroimmunol Neuroinflamm 2021 8:€952



R M 14

A Ur en%‘ﬁreats 37
= \AVEEN Scrious Threats

These germs are public health threats that require urgent and aggressive action: ] b { 3
These germs are public health threats that require prompt and sustained action:

DRUG-RESISTANT

CAMPYLOBACTER

DRUG-RESISTANT
CANDIDA

CARBAPENEM-RESISTANT
ACINETOBACTER

CANDIDA AURIS

ESBL-PRODUCING
ENTEROBACTERIACEAE

CLOSTRIDIOIDES DIFFICILE
VANCOMYCIN-RESISTANT
ENTEROCOCCI

CARBAPENEM-RESISTANT

ENTEROBACTERIACEAE MULTIDRUG-RESISTANT

PSEUDOMONAS AERUGINOSA

DRUG-RESISTANT

DRUG-RESISTANT
NONTYPHOIDAL SALMONELLA

NEISSERIA GONORRHOEAE

Bz
I Concerning Threats

These germs are public health threats that require careful monitoring and prevention action:

ERYTHROMYCIN-RESISTANT
GROUP A STREPTOCOCCUS
CLINDAMYCIN-RESISTANT

GROUP B STREPTOCOCCUS

CDC. Antibiotic Resistance Threats in the United States, 2019. Atlanta, GA:
U.S. Department of Health and Human Services, CDC; 2019
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SALMONELLA SEROTYPE TYPHI

DRUG-RESISTANT
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METHICILLIN-RESISTANT
STAPHYLOCOCCUS AUREUS

DRUG-RESISTANT
STREPTOCOCCUS PNEUMONIAE

DRUG-RESISTANT
TUBERCULOSIS
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ESTIMATED ESTIMATED TRIENFIRINE R
PERCENTAGE OF NUMBER OF INFECTIONS Nl Jara,
CAMPYLOBACTER" INFECTIONS PER 100,000 )%*$7k}i£% ¥%% * ﬂ‘/ﬂé)%ﬁ
PER YEAR U.S. POPULATION
28% 429,600 130 AT (AMR) 7 7 > a v 75 (2023-2027) OEEICES<
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Y 93,600 20

NEOERELT S, — RXMEEOHBRZR/NMRICIZ S,

"N AND 2 36,800 10 > EABCESGEERRPLY S, BISEEL CHRBAEER (NE
s A .
Antibiotic susceptibility helps describe how sensitive germs are to particular XOEIEERA r%ﬂfgﬁﬂ?ﬁiligg??ﬁfm %XE%E?wj’j)iﬁli$?‘<?ﬁﬁb?éi?w%ﬁﬁ%ﬁwﬁi
antibiotics. An antibiotic can stop the growth of or kill a susceptible germ. [ JETIE&?F; BEEBTL, BREOERCLEN O TRRTSCL, ]
*Average (2015-2017), includes Campylobacter jejuni and Campylobacter coli. S
(EFEE ST =
T & NG N
e T : a
<on (#5085 Z5) o G ) 5 AT
ey . . . HRBRED — @& ;3] Q qQ
CDC. Antibiotic Resistance Threats in the United States, 2019. Atlanta, GA: L —
T [ N ERREEES 5o &

U.S. Department of Health and Human Services, CDC; 2019
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Penner o )
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JIO7LUREZER 1% A1 E
202253 HERR 2019-202357 B#k
E R R (S RE) ERE )

28 (22.6%) 59 (24.6%)
21 (16.9%) 33 (13.8%)
HS:8/17 15 (12.1%) 19 (7.9%)
9 (7.3%) 16 (6.7%)
HS:3 6 (4.8%) 7 (2.9%)
HS:5 6 (4.8%) 18 (3.3%)
HS:10 6 (4.8%) 8 (1.8%)
HS:37 6 (4.8%) 13 (5.4%)
5 (4%) 13 (54%)
4(32%) 9 (3.8%)
HS:31 3 (2.4%) 4 (1.7%)
HS:55 3 (2.4%) 1(0.4%)
HS:6/7 2 (1.6%) 4 (1.7%)
HS:12 1 (0.8%) 3 (1.3%)
HS:27 1(0.8%) 4 (1.7%)
HS:57 1(0.8%) 4 (1.7%)
- 7 (5.6%) 21(8.8%)

i 124 240

U GBSEENLDNEMEENSMERE: OF%E%£EA(C, ARE. BEE. D, REE, Z28£ (HS:41)
J Clin Microbiol 2005 43: 335-339; Clin Microbiol Infect 2015 21: 852 e1-852 €9
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Multilocus Sequence Typing (MLST)
(J Clin Microbiol 2001 39:14-23)
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Multiplex PCR Binary Typing (mP-BIT) %
(Appl Environ Microbiol 2010 76:1533-1544; J Infect Chemother 2015 21:50-54)

« 18EDEIZFETILF I LYY APCRTIHEIE, /N> FOEEEZHIEL
(BBmAYIZ(E218 = 262,144 Y OEHLAEE ZERFRIETE - &P UVATRE)

* MLST. RIFOERBAIRGED Y (RiftEAIGELXS S ATEEMH)

- MBEMFICLDERFEZEHY (Jpn J Food Microbiol 2020 37:132-142)

bp

Isolate No. ORY number (nix1) ORT aumber (mix2) Binary code mP-BIT score e o
1 2 3 4 5 6 7 8 9 10 1 2 3 4 5 6 7 10 o=

CJ13A11 -+ + + + - + - o+ o+ - o+ +  010001010-010110111  138-183 S0 o g

CJ13A22 - + + + - + -+ o+ - +  010001010-010110111 138-183 =

3302 + + + - + + - - + - + +  110001000-100100100 392-292

3311 - - -+ + o+ o+ o+ + + + + o+ o+ 4+ + 000111110-011111111 62-255

3317 -+ - - -+ - - + + -+ - -+ +  010001000-010100111 136-167

32 - - - - - + + + + + + 4+ - 4+ 4+ -+ +  000001111-110110111 15-139

3330 020 - - - - - + - + -+ o+ o+ - N +  000001000-011100100 8228

3344 - -+ - -+ o+ o+ o+ o+ - - -+ o+ -+ + + 001001111-000110111 79-55

332 - - - - - + -+ + -+ + o+ o+ o+ + +  000001010-010111111 10-191

3395 -+ -+ + + - o+ -+ o+ - + + -+ -+ 010111010-100110100 186-308

3398 + + + - + - + + +  110001000-000100101 392-37
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DRUG-RESISTANT BARLEEEFSHEE 2016 vol. 64 no. 1
CAMPYLOBACTER (LRI & % ]
. semous IR A BRI S ORHERRE O AT RIS 2 2 EANEE AL TH S, LA L, BRARREREZORE
IR EOR G IS E 2D, Ay aNy ¥ —ZHRICE ) 0 Y REOMALSTT ATV LD, 20
& 448,500 70 F, BAEIEY 7054 FREDNEBIRE 25TV AD, WEY 2 054 FiftEOm ML T X TH ) pEe
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