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Capripox viruses
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Capripox viruses

100

100

MOCV

SQPV

l'IOO_ BPSV

L |ORFV

— |Fwpv
100

100 [100

100

100

L CNPV

CPXV
ECTV
MPXV
CMLV
VACV

YMTV
YLDV

100

= RFV
L) MYXV

SWPV

LSDV

SPPV

Adapted from Darby et al, 2014, PlosOne GTPV

Tageldin et al 2014

* High nucleotide identity between SPPV, GTPV, LSDV: +/- 96%

Molluscipoxvirus
unclassified

Parapoxvirus

Avipoxvirus

Orthopoxvirus

Yatapoxvirus

Leporipoxvirus

Suipoxvirus

Capripoxvirus

= * Not segmented, dsDNA

| + Size: 150 to 160 kbp - +/- 147 putative genes

99

100

MH753586 LSDV Saratov/

AF325528 LSDV NI-2490

AF409137 LSDV Neethling Warmbaths LW
KX683219 LSDV K
KY702007 LSDV S[==s
KY829023 LSDV E )
FJ869369 LSDV S
FJ869374 LSDV R

KX764645 LSDV Neethling-LSD vaccine-OBP
KX764644 LSDV Neethling-Herbivac vaccine

92 | KX764643 LSDV SIS-Lumpyvax vaccine

AF409138 LSDV Neethling vaccine LW 1959

100




Lumpy skin disease virus

* Incubation period - aspecific clinical signs (fever, depression, drop in milk production, ...)

» Disease severity varies between animals

severe LSD cases — mild LSD cases — subclinical animals — no productive infection

« 30 to 50% diseased animals in experimental settings
* Morbidity: 10 to 45%; Mortality: 1-5%
« Self limiting disease

» No-carrier status, no latency



Outline

 Current epidemiological situation LSDV

« LSDV diagnhostics: virology

« LSDV diagnhostics: serology

« LSDV vaccines: requirements for vaccine production — quality control

« LSDV vaccines: recommendations from safety/efficacy studies



Most recent reported LSDV outbreak (2018 — 12/2023)

Data extracted from WOAH-WAHIS database
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Lumpy skin disease virus: phylogeny




Lumpy skin disease virus spread
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Lumpy skin disease virus spread
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Lumpy skin disease virus spread
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Lumpy skin disease virus spread
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Lumpy skin disease virus spread
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Lumpy skin disease virus spread
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Lumpy skin disease virus spread — recombinant strains
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Most recent reported LSDV outbreak (2018 — 12/2023)

Data extracted from WOAH-WAHIS database
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