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Global FMD situation
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Global FMD situation
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 New outbreaks reported in 2024
o New outbreaks reported in 2025

. ) Recurrence of an eradicated
Germany FUR_S Foot and mouth disease virus (Inf. with) ] disease 2025/01/09 2025/04/16

Germany
Jan 2025

Hungary, Slovakia
Mar 2025

O/ME-SA/PanAsia-2

} O/ME-SA/SA-2018

Data source: WAHIS, March 2025



Global FMD situation

Don King, Pirbright, January 2025

Algeria, Tunisia, Algeria Tiirkiye Iran, Palestine and Bangladesh
Burkina Faso and Libya A/ASIA/IRAN-Q5AR-11 Turkiye 2023
SAT2/V O/EA-3 - O/ME-SA/SA-2018 A/ASIA/IRAN-Q5FAR-11
= T A (from Pool 2) ., (from Pool 3) SAT2:

2022: Iraq

2023: Jordon, Turkey, Bahrain and
Pool 1 Oman

Pool 2

SAT1
2025: Bahrian and Iraq

Zambia, Namibia, South Africa Bahrain, Iraq, Jordan, Indonesia

Malawi & SAT1, SAT 2 and SAT3 Oman & Tiirkiye South Korea
Mozambique outbreaks SAT2/XIV O/ME-SA/Ind-2001e
O/EA-2

January 2025

https://www.wrlfmd.org/reference-laboratory-reports
WOAH-FAO FMD Ref Lab Report Oct-Dec 2024.pdf
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https://www.wrlfmd.org/reference-laboratory-reports
https://www.wrlfmd.org/sites/world/files/quick_media/WOAH-FAO%20FMD%20Ref%20Lab%20Report%20Oct-Dec%202024.pdf

Regional FMD situation
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FMD outbreak reported in 2019-2024
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FMD outbreak reported 2023-2024
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Temporal analysis 2023
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Temporal analysis 2024
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Reported serotypes FMDV:
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Reported serotypes FMDV:
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O/ME-SA/PanAsia
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O/ME-SA/Ind2001d

Ind2001d
2015-2017

Report on FMDV O in

Laos in 2015
Batch: WRLFMD/2015/00034

OMNEP/15/2013 (KM921857) ]

OINEP/18/2013 (KM921860)
- OINFP/02014 (KMO?186R)
" ‘IOINEF’I'HZD‘M (KM921866)

OINEP/8/2014 (KM921867)

O/NEP/4/2014 (KM921863)
| O/NEP/5/2014 (KM921864)
O/UAE/1/2014 (KM921877)

7§l O/UAE/2/2014 (KM921878)

. indicates viruses in this batch O/BARI5I2015
O/BARRI2015
Software: MEGA 6.06 O/BAR/B/2015
Analysis O/BARM2/2015
Analysis ———-mm - Phylogeny Reconstruction O/BARI3/2015
Scope All Taxa OQ/BAR/4/2015
Statistical Method —-----—-----——--- Neighbor-joining O/IND189/2013" (KM264361)
Phylogeny Test OfND222/2013"* (KM264364)
Test of Phylogeny ----—-----—— -— Bootstrap method OMNEPI6/2013 (KM921854)
No. of Bootstrap Replications —-—- 1000 OISRL/1/2013
Substitution Model OISRL/2/2013
Substitutions Type =---see-=-smm---- Nugcleotide OfIND205/2013* (KM264362)
del/Method Kimura 2-p model OMNEP//2014 (KM21861)
Substitutions to Include -———- d: Transitions + Transversions O/NEP/2/2014 (KM921862)

Rates and Patterns
Rates among Sites —-—-—
Pattern among Lineages
Data Subset to Use
Gaps/Missing Data Treatment
Codons Included - —
No. of Sites : 642
No Of Bootstrap Reps = 1000
Only bootstrap values of 70% and above are shown

Uniform rates
- Same (Homogeneous)

—-— Pairwise deletion
1st+2nd+3rd+Non-Coding

* not a WRLFMD Ref. No.

N.J. Knowles, J. Wadsworth & K. Bachanek-Bankowska,
17 December 2015

© The Pirbright Institute
(not to be reproduced without permission)

O/NEP/3/2013 (KM921853)
- OINEP/6/2014 (KM921865)
OfIND219/2013" (KM264363)
[ OMNEP/11/2013 (KM921855)
O/NEP/12/2013 (KM321856)
O/SRLB/2014
OISRL/7/2014
OISRLI5/2014
O/SRLI1/2014
OISRLI9/2014
Q/SRL/3/2014
n Q/SRL/15/2014
O/SRL/31/2014
O/SRL/32/2014
O/SRL/30/2014
OISRL/29/2014
OISRL/16/2014
O/SRLT2014
OISRLI82014
OISRLIZ8/2014
OISRLI34/2014
O/BAR13/2015
40/5.&!?!1412015

O/BAR/15/2015

# OLAO/5/2015
# 0/LAO/212015
1 & orLaonzots

1@ oLAONZ015
OILIB/1/2013 (KMa21829)
OMORH/2015

2 1OMUNM/2014
O/BHU/3/2009 (KM321814)
O/UAE/4/2008 (KM321876)

Je

Ind-2001

ME-SA

O/KUWI3/97 (DQ164904) Ja
O/OMN/7/2001 (DQ164941) b
PanAsia

PanAsia-2

O/ND/53/79 (AF292107)

OIND/R2/75* (AF204276)
O1/ManisaTURIEO (AY593823)
s SEA

I —— Y

EA-3
=
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O/ME-SA/Ind2001d

2015- Laos, Myanmar (isolated 2016), Vietnam
2016- Thailand, Vietnam

‘ 2017-Myanmar, China, Mongolia, Korea and Russia




O/SEA/Mya-98
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O/ME-SA/Pan Asia
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O/ME-SA/Pan Asia

Report on FMDV O in Malaysia in 2023
Batch: WRLMEG/2023/00009

28

MA
CAM/9/2018
VIT/17/2018
vIT/22/2018

VIT/12/2018
LAO/1/2018
TAI/16/2017
'TAI/12/2017
VIT/30/2017

CAM/1/2018
TAI/5/2018
'TAI/3/2018
VIT/14/2018
BaTri/VIT/17-19372*
VIT/29/2017
VIT/19/2019
CAM/3/2018
'CAM/5/2018
pe—VIT/12/2019
'rVIT/35/2018
IT/18/2018
4311/23/2018

I1T/20/2018
1T/19/2018
/6/2018

VIT/13/2018
CAM/8/2018

VIiT/32/2017
VIT/11/2018
ViT/9/2018

'VIT/18/2017
TAI/7/2011
VIT/32/2011
viT/3/2011
VIiT/16/2010
VIT/13/2011
VIT/5/2011
VIT/6/2011
'VIT/16/2011
LAO/2/2012
LAO/1/2012
I1T/7/2011

PanAsia

ME-SA

Most Closely Related Sequences

sequence virus name Host % 1d. # Ambig. serotype topotype lineage  sublineage
viba_52609  MAY/0070/2023(1) cattle 100.0 0 [0) ME-SA  PanAsia
viba_37707 LAO/1/2018 cattle 96.8 0 0 ME-SA  PanAsia
viba_37668 TAL/12/2017 cattle 96.7 0 (0] ME-SA PanAsia
viba_40576 VIT/3/2018 cattle 96.5 0 0 ME-SA  PanAsia
viba_36493 VIT/32/2017 bovine 96.4 0 0 ME-SA  PanAsia
viba_37680 TAL/16/2017 cattle 96.4 0 (0] ME-SA PanAsia
viba_36497 VIT/1/2018 bovine 96.4 0 O ME-SA PanAsia
viba_36481 VIT/29/2017 bovine 96.4 0 0 ME-SA  PanAsia
viba_36461 VIT/18/2017 bovine 96.4 0 O ME-SA PanAsia
viba_35454  BaTri/VIT/17-19372  cattle 96.4 0 0 ME-SA  PanAsia

Most Closely Related Prototype Sequences
see http://www.wrlfmd.org/fmdv-genome/fmd-prototype-strains

sequence virus name Host % Id. #Ambig. serotype topotype lineage sublineage

viba_285 UKG/35/2001 porcine 91.0 0 (0] ME-SA PanAsia

viba_705 KUW/3/97 bovine 90.9 0 0 ME-SA Ind-2001 a

viba_541 OMN/7/2001 bovine 90.7 0 0 ME-SA Ind-2001 b

viba_9021 LAO/2/2006 cattle 90.5 0 0 ME-SA PanAsia
viba_27877 SRL/2/97 bovine 90.4 0 0 ME-SA Srl-97

viba_293 BHU/3/2009 cattle 89.9 0 0 ME-SA Ind-2001 d
viba_30238  MUR/19/2016 cattle 89.6 0 0 ME-SA Ind-2001 e

viba_650 IRN/8/2005 ovine 89.4 0 O ME-SA PanAsia-2

viba_359 Manisa/TUR/69 89.1 0 0 ME-SA

viba_850 NEP/1/2015 cattle 89.0 1 0 ME-SA  PanAsia-2 KAT-15
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Serotype A/ASIA/Sea-97

Report on FMDV A in Thailand in 2021
Batch: WRLMEG/2022/00014
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Serotype A/ASIA/Sea-97 (2019-2023)

Cluster 1

Time frame : 2019/1/1 to 2019/12/31
Number of cases : 14

Expected cases : 3.02

Observed / expected : 4.64

P-value : 0.0000013

Cluster 2

Time frame : 2022/1/1 to 2022/12/31
Number of cases : 17

Expected cases : 4.72

Observed / expected : 3.60

P-value : 0.0000059

X Cluster #1

Cluster 3

Time frame : 2018/1/1 to 2018/12/31

Number of cases * 7 O Cluster @ Observed (Qutside Cluster)  — Expected (Qutside Cluster) Observed (Inside Cluster)  — Expected (Inside Cluster)
Expected cases : 1.22
Observed / expected : 5.73
P-value: 0.0029
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Serotype Asia 1

~Serotype Asia 1 in
Myanmar in January
2017

No further Asia 1 outbreaks reported
so far
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Foot-and-mouth disease outbreaks due to an exotic serotype
Asia 1 virus in Myanmar in 2017
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Animal movement pattern

From g
India/Bangladesh | {

Animal Movement study, 201

! sSeAcFmn ,

5

, L T—

Exercise mappingin 2024
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Myanmar identified two more critical
northern pathways where animals are
crossing borders

A movement pathway from Myanmar to
India was identified

Trade from Myanmar to Thailand has
increased

Trading from Thailand to Vietham has
reduced.

Trade between Vietham and Cambodia is
intensified

- Indonesia, Malaysia — demand of goat
importation is increased



Risk of incursion
]

Asia 1 still circulates in South Asia

New genetic lineage is detected

Asia 1reportin India (FAO/WOAH FMD LabNetwork
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meeting, 2022)

Group VIl

Serotype Asial (2021-2022)

v Three FMDV serotype As

isolate collected during 2(
from the state of Jammu
Kashmir  clustered  wit
Group-IX  (BD-18)  whe
emergence has be
described recently in Janu:

O/ME-SA/Ind-2001e

O/ME-SA/Ind-2001d

2018 in Bangladesh and —— O/ME-SA/PanAsia

Tamilnadu during the montt
January 2020

v The  analysis indica
extended  dominance O/ME-SA/SA-2018

Group-IX in India.

New lineage is

detected ?

www.pirbright.ac.uk

SAT2/XVI

Turkiye (2023)

Iraq (2023)

Jordan (2023)

-,

Nepal ppt, South Asia RMM Meeting, 2023

/ Bahrain (2023)

N Oman (2023)

Ethiopia (2022)




Observed Conclusion /Discussion

The number of outbreaks reported is similar to the
past two years.

Seasonal patterns of FMD were observed in the
first quarter of the year.

Thailand and Mongolia reported a significant
decrease in detected cases.

Serotype Asia 1 has not been detected in the
region since 2017.

The predominant circulating serotype is O/ME-
SA/Ind2001e.

O/ME-SA/PanAsia was last reported in Malaysia in
2020.

Serotype A was detected in Malaysia in 2023,
though it typically clusters in Thailand; it has not
been detected in 2024.

Lao PDR has reported no FMD cases since 2020

! SeEACFMD

Underreporting remains a significant
challenge

The sensitivity of the passive surveillance
system in the region is still questionable?
Current surveillance accurately
represents the full picture of FMD in the
region ?

Ongoing risk of new or emerging FMDV
strains entering the region
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https://rr-asia.woah.org/en/our-mission/our-mission-regional-strategies/the-south-east-asia-and-china-foot-and-mouth-disease-seacfmd-campaign/
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