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Abstract: The region in eastern, central and southern Africa (ECSA) where African swine fever (ASF)
originated in a sylvatic cycle is home to all the p72 genotypes of ASF virus identified so far. While
20 of the 24 genotypes have been isolated from outbreaks in domestic pigs in the region, only five
of the genotypes (I, II, VIII, IX, X) have an extended field presence associated with domestic pigs.
Of the genotypes that appear to be strongly adapted to domestic pigs, two have spread beyond the
African continent and have been the focus of efforts to develop vaccines against ASF. Most of the
experimental ASF vaccines described do not protect against a wider spectrum of viruses and may
be less useful in the event of incursions of different strains or where multiple genotypes co-exist.
The other three pig-adapted strains that are currently restricted to the ECSA region might spread,
and priority should be given to understanding not only the genetic and antigenic characteristics of
these viruses but also their history. We review historic and current knowledge of the distribution of
these five virus genotypes, and note that as was the case for genotype II, some pig-associated viruses
have the propensity for geographical range expansion. These features are valuable for prioritizing
vaccine-development efforts to ensure a swift response to virus escape. However, whilst ASF vaccines
are critical for high-production systems, global food security relies on parallel efforts to improve
biosecurity and pig production in Africa and on continued ASFV surveillance and characterisation in
the ECSA region.

Keywords: African swine fever; genotypes; pig-adapted

1. Introduction

African swine fever (ASF) has been known in Africa for a century since its first
published description by Montgomery in 1921 [1]. Two incidences of the virus escaping
from Africa resulted in the spread of the disease in other continents and caused it to become
a disease of global concern. The known hosts and countries in Africa that have been affected
by the 24 p72 genotypes are summarised in Table 1. The 5 pig-adapted viruses (I, II, VIII,
IX, X) are listed first, followed by the remaining 19 genotypes, many of which are known
from only a single country. The distribution of the five pig-adapted genotypes including
their historic incursions in Africa is illustrated in Figure 1.
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Table 1. Known hosts and countries in Africa affected by the 24 known p72 genotypes: in the table
‘tick’ refers to Ornithodoros moubata complex ticks.

Genotype Sylvatic Hosts Domestic Distribution (Past, Present) References

I a
Bushpig,

warthog-associated
tick, warthog

+++++

Africa: Angola, Benin, Burkina Faso, Cameroon, Congo
Republic, Côte d’Ivoire, Chad, Central African

Republic (CAR), Democratic Republic of Congo (DRC),
Gambia, Ghana, Kenya, Mali, Namibia, Nigeria, São

Tomé e Principe, Senegal, Sierra Leone (by
extrapolation as diagnosis was based only on

antibodies), South Africa, Togo, Zambia, Zimbabwe

[2–15]

II b Warthog-associated
ticks in Mozambique +++++ Africa: Madagascar, Malawi, Mauritius, Mozambique,

Nigeria, South Africa, Tanzania, Zambia, Zimbabwe [3,5,14,16–20]

VIII Warthog-associated
tick; pig-associated tick +++ Malawi, Mozambique, South Africa, Zambia,

Zimbabwe [3–5,14,19,21]

IX Warthog +++ Congo Republic, DRC, Kenya, Uganda [3,10,22–27]

X Warthog; warthog-
associated tick +++ Burundi, DRC, Kenya, Tanzania, Uganda [3,28–30]

III Warthog-associated tick + Botswana, South Africa [3,4,7,12,31]

IV Warthog + South Africa [3,4,32]

V Warthog ++ Malawi, Mozambique [3,19,33]

VI + Mozambique [3,7,17]

VII Warthog + Botswana, South Africa [3,4,7]

XI Warthog- associated
tick - Zambia [5]

XII Warthog-associated tick + Malawi, Zambia [5,7]

XIII Warthog-associated tick - Zambia [5]

XIV Warthog-associated tick + DRC, Zambia [5,14,27]

XV Warthog-associated
ticks + Tanzania [5,34,35]

XVI + Tanzania [5]

XVII + Zimbabwe [7]

XVIII + Namibia [7]

XIX Warthog-associated tick + South Africa [4,7]

XX
Warthog-associated
tick; European wild
boar (South Africa)

+ DRC, South Africa [4,7,31,32,36]

XXI Warthog,
warthog-associated tick + South Africa [4,7,36]

XXII Warthog-associated tick + South Africa [4,7,12,31,36]

XXIII Not investigated + Ethiopia [37]

XXIV Warthog- and
pig-associated ticks - Mozambique [33]

a Genotype I in Europe: Portugal, Spain, Italy, Sardinia, Malta, Netherlands, Belgium. Americas: Brazil, Dominican
Republic, Haiti [38]. b Genotype II Transcaucasus: Armenia, Azerbaijan, Georgia. Europe: Belarus, Belgium,
Bulgaria, Czech Republic, Estonia, Germany, Greece, Hungary, Italy, Latvia, Lithuania, Moldova, North Macedonia,
Poland, Romania, Russia Serbia, Slovakia, Ukraine. Asia: Bhutan, Cambodia, China, India, Indonesia, Iran, Lao,
Malaysia, Mongolia, Nepal, Philippines, North Korea, South Korea, Timor-Leste, Vietnam. Oceania: Papua New
Guinea. Americas: Dominican Republic, Haiti [39–55].
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Figure 1. Map of the historic and current distribution of the five pig-adapted p72 genotypes in Africa.

The purpose of this review is to highlight, based on their history and current epidemi-
ological distribution, the propensity of viruses belonging to five pig-adapted genotypes
to spread across wider areas. We provide a summary of the available information about
the origins and spread of genotypes I and II, and review the history of genotypes VIII, X
and XI. Due to the global ASF situation, the widespread genotype II virus and to a lesser
extent genotype I viruses are priority vaccine targets, but other pig-adapted viruses may be
a cause of concern for the future spread in and outside Africa and have already caused the
considerable loss of domestic pigs in Africa [56–59].

Two aspects that are not covered in the review are studies on virulence of ASFV
isolates and publications relating to vaccine development, which are numerous, and most
of which have involved genotype I or II viruses. Like other DNA viruses, ASF virus (ASFV)
is stable genetically and biologically. However, studies based on the central variable region
of the virus (CVR) and other regions containing tandem repeat arrays have enabled the
distinction of subgroups that are more informative in terms of, for example, relatedness of
ASF outbreaks [13,14,21,60–64].

2. Genotype I

Until 2007, genotype I was the most widespread ASFV and the only strain to have spread
and become established for varying periods of time beyond the borders of Africa [3,21]. It
remains the most widespread genotype in Africa. (Table 1; Figure 1). The first outbreaks
of ASF in Europe involved pig farms close to Lisbon airport in 1957 and were attributed
to pigs accessing galley waste from the airport, containing infected pork that originated
from Angola [65,66]. The outbreak was rapidly eradicated, but a second incursion occurred
in 1960, with rapid spread to Spain and subsequent incursions into France, Belgium,
The Netherlands, Italy, Malta, the islands of Cuba and Hispaniola, shared by Dominican
Republic and Haiti, and Brazil [67–69]. By 1995, ASF had been eradicated from all the
affected countries apart from the Italian island of Sardinia, which is at the time of writing
in the final stages of eradication [70–73]. An isolated outbreak occurred in Portugal in 1999
after pigs were introduced into a shelter infested by Ornithodoros erraticus ticks, which are
able to maintain viable virus for long periods [74].
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At approximately the same time as the second incursion into Portugal in 1960, out-
breaks of ASF occurred in Senegal, with anecdotal evidence of outbreaks having occurred in
Guinea-Bissau and Cape Verde as well [75]. Molecular studies based on restriction fragment
length polymorphism (RFLP) indicated that the second incursion into Portugal occurred
independently of the first based on small differences in the isolates obtained [76]. This
distinctiveness was subsequently confirmed through CVR characterisation [21]. Incursions
of ASF into São Tomé e Principe in 1978 [2] and Cameroon in 1982 [77] were caused by
viruses that were indistinguishable from those circulating in Europe and the Caribbean at
the time. Whilst it was initially not possible to determine whether they had originated from
western Africa or elsewhere, CVR sequencing subsequently demonstrated that viruses
from Brazil (1979) and Cameroon (1982) were identical [78]. However, it rapidly became
endemic in the southern half of Cameroon where the majority of the pigs in the country
were being produced [9,79,80]. Absence of Ornithodoros moubata complex ticks from the
main pig-producing areas was confirmed [81], indicating that persistence depended on
circulation in domestic pigs. The first outbreaks in northern Cameroon were reported in
2010 [82]. A molecular genetic study of outbreaks from 2010–2018 revealed three variants
of genotype I, one of which was identical to the 1982 introduced virus [83], indicating a
field presence of 28 years.

The first record of genotype I in domestic pigs in South Africa was reported in 1985
when an outbreak of ASF occurred on an isolated farm in the Limpopo province [4]. The
outbreak was controlled by culling all the pigs on the affected farm. No further outbreaks of
ASF caused by genotype I were reported in South Africa until 2016, when several outbreaks
of the disease occurred in the central parts of the country. Subsequent outbreaks of ASF
in South Africa have involved genotype I viruses that belong to three discrete subgroups
identified by CVR sequencing, which predominantly affected smallholder pig farmers in
peri-urban areas [6,84].

In 1996 ASF appeared for the first time in Côte d’Ivoire, and although apparently
eradicated within months, outbreaks occurred in Benin, Togo and Nigeria towards the
end of 1997, in Ghana in 1999 and in Burkina Faso in 2003 [75]. These events prompted
a study that proposed p72 genotyping to enable rapid PCR-based sequencing of clinical
and formol-inactivated samples [3]. The virus that caused the 1957 incursion into Portugal
was found to be genetically identical to viruses sampled in 1970 and 1972 from Angola
across the CVR [21]. To date, the few viruses from Angola that have been typed belong
to genotype I and it remains the most frequently encountered genotype in the DRC [27].
An investigation indicated that ASF viruses isolated from outbreaks in western Republic
of Congo belong to the same subgroup of genotype I as the viruses from Angola, DRC
and Europe [10]. Reported outbreaks from Namibia have also mainly involved genotype
I [7,85].

A study of a large number of viruses of various genotypes based on the CVR of
the 9RL open reading frame revealed inter- and intra-genotypic variations, expanding
upon the earlier study of Irusta et al. [78], suggested that more sensitive determination of
relationships of variants within genotypes was possible [63]. This study indicated that the
great majority of viruses isolated from outbreaks in Côte d’Ivoire, Benin, Ghana and Nigeria
differed from those isolated from outbreaks in Senegal, Angola and Europe, although a
single variant isolate from Côte d’Ivoire in 1996 clustered with the latter group [63]. The
1996 outbreak viruses differed from those circulating at the same time in Cameroon [63].
Further refinement of the technique enabled the identification of multiple subgroups within
genotype 1 [21]. A subsequent study of isolates from outbreaks in Burkina Faso, Mali and
Senegal from 1989–2016 demonstrated that while all the viruses belonged to genotype I, the
isolates from Burkina Faso and Mali clustered with genotype Ia, while the Senegal viruses
clustered in genotype Ib [11]. The study confirmed the close relationship between Senegal
viruses and the single variant from Côte d’Ivoire identified previously [11,63]. An incursion
into Côte d’Ivoire in 2014 via the port of San Pedro was caused by a virus that was most
closely related to viruses circulating at the time in Cameroon [8]. CVR characterisation
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further revealed the presence of six discrete CVR variants in Nigeria, clustering within a
monophyletic lineage, with only one of the six variants being transboundary, and identical
to the Benin 1997 outbreak strain [13].

Despite its propensity to infect domestic pigs, genotype I viruses have also been
associated with the sylvatic cycle. Two genotype I viruses were isolated from bushpigs
in Kenya in 1961 and seven from Ornithodoros ticks sampled from warthog burrows in
Livingstone National Park in Zambia from 1982–1983 [5]. The historical bushpig viruses
remain the only report of genotype I in Kenya to date [5] and the only report of ASF viruses
isolated from naturally infected bushpigs. The recovery of five genotype I virus variants
from ticks from a single sampled park in Zambia is contrary to the low levels of genotype
I variation associated with pig viruses. Two distinct clusters of genotype I viruses were
subsequently isolated from Ornithodoros moubata complex ticks collected from warthog
burrows in Mosi-oa-Tunya National Park in Livingstone district of Zambia’s southern
province [86]. Some of these viruses were identical to isolates from outbreaks that occurred
in domestic pigs in 2013–2015 in the Southern province [86]. The full genome sequences
of two historical genotype I tick viruses from Livingstone National Park in Zambia were
published in 2020 [12,87]. Four viruses genetically similar to the genotype I viruses that
caused ASF outbreaks in South Africa were isolated from ticks collected in Kruger National
Park two years prior to the outbreak in 1985. A fifth virus isolated from ticks collected in
the Mkuze National Park also clustered within genotype I [4].

After three decades of a relatively constrained distribution to Sardinia and Africa, two
non-haemadsorbing genotype I viruses of low virulence emerged in Henan and Shandong
provinces in China in 2021 [88]. These viruses were shown to share a close identity to two
genotype I viruses of lower virulence, OURT88/3 and NH/P68, which emerged in Portugal
in the last century and have been described as vaccine candidates [88–90].

3. Genotype II
3.1. Genotype II in Africa

The molecular delineation of genotype II was based on p72 C-terminus sequencing of
a virus that was isolated from the first outbreaks of ASF to be experienced in Madagascar in
1998, where ASF subsequently became endemic [3,91]. However, following the introduction
in 1997 from Africa [92,93], a virus identical across the C-terminal p72 gene region was
isolated from an outbreak in quarantined pigs in Mozambique in late 1998 [17]. This virus
was subsequently identified in pig outbreaks that occurred in Zambia and Mozambique in
1993 and 2002, respectively [5]. A retrospective study of ASF viruses isolated in Zambia
indicated that a genotype II virus caused outbreaks near Lusaka in 1993 and that an isolate
from Mbala in 2013 shared high similarity to the Georgia 2007 outbreak virus [14]. A
protracted presence of genotype II in Zambia is supported by the finding of a variant
in an outbreak in Chipata in the endemic Eastern Province, which differed markedly at
subgenotypic level from the Mbala and Lusaka viruses [14,64].

After its discovery in the Angónia district of Tete province, Mozambique in 1998 [17],
the genotype II virus spread widely in Mozambique, causing outbreaks in Nampula
and Cabo Delgado provinces in 2001–2004 as well as around the city of Maputo from
September 2004 [94]. It was several years later that it was demonstrated that the majority of
viruses isolated from Ornithodoros ticks from warthog burrows in the Gorongosa National
Park, Mozambique belonged to genotype II [33], suggesting that genotype II viruses are
maintained in the warthog-tick sylvatic cycle as well as in domestic pigs.

In 2007, the island of Mauritius suffered an incursion of a genotype II virus that was
thought likely to have been introduced from Madagascar [19], based on the identity of the
virus and the considerable amount of traffic of people and goods between the two countries.
The last outbreak of ASF in Mauritius occurred in July 2008, and a self-declaration of
freedom from ASF was submitted to WOAH on 23 April 2012 (https://rr-africa.woah.org/
en/news/mauritius-declares-itself-free-of-asf/, (accessed on 1 September 2022)).

https://rr-africa.woah.org/en/news/mauritius-declares-itself-free-of-asf/
https://rr-africa.woah.org/en/news/mauritius-declares-itself-free-of-asf/
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ASF outbreaks in Tanzania were reported to be sporadic until the turn of the century,
when a large outbreak occurred in 2001 in Mbeya region, with spread to Dar-es-Salaam
region [95]. These outbreaks were caused by a genotype XV virus, but since 2010 genotype
II viruses have predominated in the southern and central regions of Tanzania [96]. A
highly virulent genotype II virus that was identical to the Georgia 2007 virus caused a
major outbreak in the Mbeya region in 2010, associated with a concurrent outbreak in
the adjacent Karonga district of Malawi for which no molecular data were available [20].
However, viruses isolated from outbreaks in the Karonga district of northern Malawi in
2019 proved to belong to genotype II [18]. The infection persisted in Mbeya region and
spread to several other regions including Dar-es-Salaam through illegal movement of pigs
and swill feeding [18]. The virus has maintained a presence in south-western Tanzania and
was isolated from symptomatic outbreaks in pigs that occurred in Dar-es-Salaam region in
2015 and Morogoro and Pwani regions in 2017 [96,97], as well as from asymptomatic pigs
in 2011 [98]. The first full genome sequence of an African genotype II virus, which was
isolated from an outbreak in pigs in Rukwa (Tanzania/Rukwa/2017/1) was published in
2021 [99].

Until 2015, reports of ASF outbreaks in domestic pigs in Zimbabwe were rare and
involved isolated outbreaks in 1961, 1990 and 1992 [100], which were probably associated
with warthogs. After no reports from 1992 to 2014, an outbreak occurred in free-roaming
local breed pigs in Mashonaland Central province in the Mount Darwin area that shares a
border with Tete province in Mozambique. The spread of infection was ascribed to salvage
slaughter of infected pigs and the sale of infected pork, movement of infected pigs between
villages and improper disposal of carcasses [100]. In 2019, further ASF outbreaks occurred
in similar free-ranging pig populations, the first in Manicaland province, which shares a
border with Manica province in Mozambique, in January, and in August and September
again in Mashonaland Central province [38].

Outbreaks of ASF associated with a genotype II virus in domestic pigs outside the ASF
controlled area have occurred in four provinces in South Africa since 2019 [84,101,102]. The
genotype II virus was first reported in the North-West province and subsequently spread to
the adjacent Gauteng province as well as the Eastern Cape and Western Cape Province. The
source of these outbreaks and the transmission pathways remain unclear, but phylogenetic
analyses suggest that genotype II viruses circulating in South Africa are most closely related
to viruses from Mozambique and Zimbabwe (unpublished data, Transboundary Animal
Diseases, Onderstepoort Veterinary Research, Agricultural Research Council, South Africa).

3.2. Genotype II Goes Global

In June 2007, ASF was confirmed in the Republic of Georgia, and the virus was found
to share close similarity with the genotype II viruses from Madagascar and Mozambique as
well as a virus isolated from an ASF outbreak in Lusaka, Zambia in 1991 [39]. By the end of
2007 the virus had spread to neighbours Armenia and Russia and had been reported from
the autonomous republic of Abkhazia [39,103] and Nagorno Karabagh, a region disputed
between Armenia and Azerbaijan [39]. In January 2008, an outbreak occurred in the village
of Nic in north-western Azerbaijan, which was exceptional in having a predominantly
Christian population that kept pigs [40]. In December 2008 and January 2009 infection was
detected in wild boars in Iran, where there are no domestic pigs [46]. The infection in Russia
was initially detected in wild boar carcasses in the Republic of Chechnya on the border
with Georgia, and in 2008 and 2009 spread through the Russian Caucasus region, mainly
through wild boars infecting each other and free-ranging backyard pigs [103]. From 2010
ASF spread northwards through western Russia, with some spectacular long-distance leaps
to distant northern destinations. These were ascribed to movement of infected pork by the
security forces, who fed it to pigs in swill without heat treatment [103]. After becoming
established in western Russia, in March 2017 the first outbreak in Siberia was reported,
involving a genotype II virus that was more similar to the original Georgia/2007 strain
than the viruses currently circulating in Russia [104]. The disease has subsequently spread
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further east, reaching the Far East region of Russia by 2019, with outbreaks reported in
both wild boars and domestic pigs [105]. An evaluation of the potential for wild boars to
be responsible for trans-Siberian movement of ASFV indicated that this is unlikely, as the
distances to be covered within the period are much too large [106].

In July 2012, the first genotype II outbreaks of ASF in Ukraine were reported [107],
and outbreaks in wild boars and mainly backyard pigs continue to be reported to the World
Organisation for Animal Health (WOAH, formerly OIE). Belarus reported outbreaks in
domestic pigs in 2013, and in 2014 ASF reached the European Union, with the finding
of dead wild boars that tested positive for genotype II ASF in Poland, Lithuania, Latvia
and Estonia [108–111]. For the first time it became evident that ASF can be maintained
in wild boar populations without involvement of domestic pigs, as outbreaks of ASF in
pigs in the Baltic states were not numerous in comparison to those in wild boars, in which
circulation continues [112,113]. In Poland the infection has been maintained largely in
the wild boar population but with a large number of outbreaks in domestic pigs. Human
activities were identified as important for the spread and stronger biosecurity on pig farms
was recommended [114]. Between 2014 and 2019 ASF remained restricted to the eastern
districts of the country, but in 2019 the western districts also became infected, with both
wild boars and pig farms involved [115].

The rapid escalation of the spread of genotype II ASFV in Europe from 2016 onwards
was reflected in the flood of immediate notifications to WOAH as well as growing num-
bers of publications, starting with outbreaks in Moldova in 2016, followed by Romania
and Czech Republic in 2017, Bulgaria, Hungary and Belgium in 2018, Serbia, Slovakia
and Greece in 2019, Germany in 2020 and mainland Italy in 2022 [41–45]. The outbreaks
in Moldova, Romania and Bulgaria were mainly in backyard pig farms, although there
was involvement of some commercial pig farms and wild boar [116–119]. The first and
only reported outbreak of ASF in Greece and the first outbreak of ASF in Serbia occurred
in backyard farms [41,44]. North Macedonia reported its first outbreak in January 2022
(https://www.woah.org/app/uploads/2022/02/asf-report6.pdf, (accessed on 1 Septem-
ber 2022)). The outbreaks have been restricted to wild boar in Belgium, Czech Republic
and Hungary [43,120,121] and both Belgium and Czech Republic are now officially free
of ASF [122,123]. Dead wild boar infected with a genotype II ASFV were detected in
northern Italy on 29 December 2021, the first occurrence of ASF on the Italian mainland
since 1980 [38,42].

In August 2018, the first report of ASF emanated from China, home to almost half of the
world’s pig population and an event that had been widely feared for some time [124–126].
The virus proved to be a genotype II virus most closely related to those circulating in eastern
Europe and Russia [127,128]. The virus spread rapidly across China, having affected most
of the 31 provinces by April 2019 [129–131]. The rapid spread of the disease was attributed
to lack of a surveillance system capable of providing early detection of ASF, inadequate
reporting of ASF, and feeding with unsafe feeds and swill [131]. The spread in Asia was
rapid, starting with infection in Mongolia and Vietnam in January 2019 [132,133]. These
outbreaks were followed by Cambodia, Philippines, China (Hong Kong), North Korea, Lao,
Myanmar, South Korea, Timor-Leste and Indonesia [48,50,134–136] and reports to WOAH.
In March 2020 Papua New Guinea became the first country in Oceania to report an outbreak
of ASF to WOAH. India reported its first outbreaks in May 2020, in the north-eastern parts
of the country where there are many smallholder pigs [137,138]. Malaysia reported its
first outbreaks of ASF in February 2021, and in May 2021, Bhutan declared outbreaks in
the Chhukha district, in scavenging pigs in a town close to the border of West Bengal
in India [52,53]. Thailand officially reported ASF for the first time after Taiwan reported
finding viable ASFV in sausages in a postal consignment from Thailand [139–141]. Taiwan
has managed to remain ASF-free although in April 2021 the carcass of a pig infected with
ASFV washed up on the coast of Walni district, New Taipei [142]. In May 2022, ASFV was
confirmed in samples of pigs from Nepal, where unusual mortality among pigs had been
occurring since March [54]. Where published information exists, genotype II viruses have

https://www.woah.org/app/uploads/2022/02/asf-report6.pdf
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been responsible for all the outbreaks: Mongolia [47], Indonesia [48], South Korea [143,144],
Vietnam [49,51,145] and India [146,147].

With the exception of South Korea, where most of the outbreaks of ASF have occurred
in wild boar, mainly in the demilitarised zone that borders on North Korea [148–151], the
great majority of Asian outbreaks have occurred in domestic pigs. However, infection has
been reported in wild boar in several other countries, including China [152], Vietnam and
Lao [153] and most recently Hong Kong. Furthermore, ASF has caused severe mortality in
the vulnerable and protected Asian bearded pigs in Malaysia, and the presence of the virus
in India and Indonesia has raised concerns for all 11 wild pig species in Southeast Asia, all
of which have small populations and limited distribution [154].

The genotype II virus finally reached the American region in 2021, when ASF was
reported from the island of Hispaniola shared by Dominican Republic and Haiti [55]. This
historical overview of genotype II demonstrates that homogeneity across the C-terminal p72
gene region of pig outbreak strains in Africa over a number of decades is a typical feature
of pig-adapted viruses. When considered retrospectively, it is now clear that this, together
with the geographical range expansion on the African continent, inclusive of Indian Ocean
islands that occurred in the decade prior to the 2007 introduction to Georgia, was arguably
a strong signal that this was a genotype of potential global concern. These epidemiological
features are therefore not only potential indicators of the next likely excursion, but also
serve as a valuable guide on how best to prioritise research efforts, inclusive of vaccine
development.

3.3. Genotype VIII

One of the first published genotype VIII viruses was based on an isolate from the
same outbreaks in a quarantine facility in Mozambique as a genotype II virus, although
co-infection with both viruses had not occurred [17]. This study confirmed a prolonged
field presence of genotype VIII with links to domestic pig outbreaks in Zimbabwe, Zambia
and Malawi from 1961–1998. A subsequent, expanded study revealed that genotype VIII
viruses have long been associated with circulation in domestic pigs in Zambia and in
the endemic area of Malawi [5,60]. Isolates from outbreaks in domestic pigs between
1982 and 1989 in the endemic area of Malawi as well as ticks inhabiting pig shelters in
that area [155] proved to belong to genotype VIII [60], as did most of the viruses isolated
from pig outbreaks in the Eastern province of Zambia, adjacent to the endemic areas in
Malawi and Mozambique [14]. As is the case with genotypes I and II, genotype VIII viruses
associated with domestic pig outbreaks are highly conserved across the p72 genotyping
region. CVR characterisation has similarly been shown to be useful for discerning discrete
variants. In the study conducted by Lubisi et al. [60], only two genotype VIII variants
were discernible based on C-terminal p72 gene sequencing whereas the CVR phylogeny
revealed the presence of seven discrete CVR variants. Of these, variant F was shown to have
an extended transboundary field presence of 30 years (1961–1991), causing outbreaks in
Zimbabwe, Zambia, Mozambique and Malawi [60]. Despite being one of the first genotypes
to be extensively characterised [5,60,155], the full genome sequence of a genotype VIII virus
isolated from a tick in Malawi only became available later [156,157]. The first ASF outbreak
outside the endemic area of the Eastern Province in Zambia occurred in an isolated piggery
in 1989 and proved to have been caused by a genotype VIII virus [14].

A genotype VIII virus was isolated from an outbreak of ASF in domestic pigs in the
ASF controlled area in South Africa in 1995 [4], where ASF outbreaks were most often
associated with the sylvatic cycle [158].

3.4. Genotype IX

Genotype IX and X viruses have an East African distribution, and are the predominant
genotypes circulating in Kenya and Uganda [159]. Genotype IX ASFV also circulates in
Tanzania [96,97,159] and has been reported from outbreaks in pigs in DRC [23,24] and the
Republic of Congo [10].
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The history of genotype IX started in Uganda. A Ugandan virus assigned to genotype
IX [3] clustered with another Ugandan virus identified in 1989 as differing from the viruses
circulating in Europe and western Africa by RFLP [76]. A further Ugandan virus was
assigned to genotype IX in a study that included viruses from a number of countries in
East Africa [5]. Full genome sequencing of five Ugandan isolates from outbreaks in two
villages in 2015 indicated that four of the isolates were identical to each other and all were
closely related to the only known sequence of a genotype IX virus [160].

Genotype IX virus isolates from outbreaks that occurred close to the border with
Uganda in western Kenya in May 2006 proved to be identical to isolates from outbreaks
in eastern Uganda in 2003 [161]. Outbreaks in pigs in western and central Kenya in late
2006 and 2007 with high mortality were identical to isolates associated with outbreaks
that occurred in three districts in Central Uganda in 2007 [22]. Viruses isolated from ASF
outbreaks in eastern Congo Republic in 2009 clustered with the latter Kenya and Uganda
outbreak viruses [10]. A study carried out in western Kenya in 2011–2013 also yielded
genotype IX viruses [162] that shared high similarity with eastern Ugandan viruses during
the same period [61].

Although genotype IX is generally considered to be highly virulent [61,163], circulation
in asymptomatic pigs has been reported from Uganda, Kenya and Tanzania [25,97,164,165].
Some of the reports refer to retrieval from apparently healthy slaughtered pigs and could
simply represent pigs slaughtered in the incubation period, as panic sale of pigs when an
outbreak is suspected by farmers is widely reported [164,165], but pig populations with
increased resistance to ASF have been identified in western Kenya [162,165].

3.5. Genotype X

Like genotype IX, the uniqueness of a Tanzanian virus had been detected by RFLP [76],
and it and related viruses from Tanzania, Burundi, Kenya and Uganda were assigned to
genotype X [3]. The Tanzanian isolate assigned to genotype X came from a warthog [3].
Reports of ASF outbreaks in pigs in Tanzania were scarce until the turn of the century,
when the 2001 outbreaks in Mbeya and Dar-es-salaam were followed by outbreaks in
Arusha region in 2003 and Kigoma region in 2004 [95]. The p72 genotyping was not used
to convey the results of molecular typing, but the Kigoma outbreak viruses clustered
with genotype X viruses and were suspected to have been introduced by refugees from
Burundi [95]. Genotype X viruses were associated with outbreaks of ASF in the Longido
district of the Arusha region in 2009 and in the Arusha and Kilimanjaro regions of Tanzania
in 2013 [30,166].

Outbreaks in six districts of South Kivu province in DRC in December 2018 were
associated with genotype X viruses that were similar to viruses reported from Kenya,
Tanzania and Uganda [28]. Molecular characterisation of viruses from two of the districts in
2020 yielded four genotype X viruses and a single genotype IX virus, with no co-infection
with the two genotypes [23]. The genotype X outbreak viruses were similar to those isolated
from healthy pigs in South Kivu in a survey in 2016 [28]. The full genome sequence of the
genotype X virus has been published [167].

In 2018, genotype X caused an ASF outbreak in the Rutana region, Burundi [29] There
is little published information about ASF in Burundi, but both of the previous outbreak
viruses (1984, 1990) belonged to genotype X [29].

Variability in the virulence of genotype X viruses has been noted, and it has been
reported to be of lower virulence than genotype IX [163,168]. An experimental study using a
tick isolate of a genotype X virus from Kenya considered to be moderately virulent indicated
that manifestations in domestic pigs were dose dependent [169], which is probably true of
ASF viruses in general.

4. Discussion

The affinity for domestic pigs of ASF genotypes other than those regarded as pig-
adapted is unknown. Although 20 of the 24 known ASFV genotypes have been isolated
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from domestic pigs (Table 1), several of the infection events probably took place in areas
with few pigs. In both Kenya and South Africa, most of the earlier reported outbreaks of
ASF in pigs took place on isolated farms, without further spread [1,4,158], and would likely
have been self-limiting if the pigs had not been culled. However, in long-time endemic
areas in Angola, DRC, Kenya, Malawi and Mozambique a higher rate of survival of pigs has
been reported, associated with a proportion of the pigs having developed innate resistance
to the pathogenic effects of the virus [162,165,170–174]. Virus or viral DNA may be detected
in healthy pigs for a variable length of time after infection, which is often asymptomatic,
and infective virus may be present for up to 30 days in blood after infection with a highly
virulent virus [175,176]. Infective virus may be present in tissues, in particular lymph nodes
and tonsils, for longer [176]. The role of persistently infected pigs in maintenance of ASF
infection is much debated, but there is increasing evidence that pigs that fully recover from
ASF are inefficient at transmitting the virus through contact [94,177–179].

It is probable that availability of pig populations to enable further spread after an
introduction of an ASFV facilitates adaptation to pigs, although this may take a long time.
The warthog-tick cycle has not been investigated in Ethiopia, where a novel genotype
of ASFV with two variants was reported for the first time in domestic pigs in 2011 and
2014 [37]. Despite the small pig population, the fact that the virus was able to circulate and
spread over a period of at least three years may indicate that with the right opportunity
any of the genotypes could become adapted to pigs.

Two further questions cannot be answered based on the information we have at
present. One is whether genotypes VIII, XI and X could develop the same propensity for
dramatic transcontinental spread demonstrated by genotypes I and II. The genotype II
virus originally identified from an outbreak in pigs in a remote part of Mozambique has
now gone global, yet the genotype VIII virus isolated from the same outbreak has a much
more modest distribution, in both Mozambique and elsewhere [60,94]. It was isolated from
a single outbreak in pigs inside the endemic area of South Africa [4] but has not spread
further, while a genotype II virus has been responsible for a great many of the outbreaks
outside the endemic area in South Africa since 2018 [101]. Genotypes IX and X predominate
throughout East Africa but so far have not spread further, apart from limited spread in
Central Africa [10,27].

The other question is whether pig-adapted Ornithodoros ticks might be involved in
the adaptation of the viruses to pigs. This arises because genotype VIII viruses have been
isolated from pig-adapted ticks in Mchinji District, Malawi [60,155]. Although a domestic
pig-tick cycle has not been confirmed in the district of Mozambique where the genotype
VIII virus was found in 1998, this district is adjacent to the Mchinji district in Malawi and it
is highly likely that the cycle does exist there as well. Furthermore, neither a warthog-tick
cycle nor a domestic pig-tick cycle has been investigated in Angola, where to date only
genotype I virus has been found, but the existence of a sylvatic cycle at least historically is
probable.

One of the strongest imperatives is to develop safe and effective vaccines against
ASFV [56,59]. Although it is still substantially true that no vaccines are available for ASF,
considerable progress has been made towards a commercial live attenuated vaccine (LAV)
that is reported to be both safe and efficacious in preventing ASF caused by genotype II
ASFV in Vietnamese pigs [180]. Some progress has been made in developing vaccines that
protect against more than one genotype [89,181]. Given the large number of genotypes circu-
lating in a large part of sub-Saharan Africa [182], it would be impractical to hope for a single
cross-protective vaccine. However, a vaccine offering a broader spectrum of protection
than just genotype II would certainly be advantageous in the medium to longer term [59].
Efforts described to develop a vaccine against genotype IX are encouraging [183,184].

In spite of a need to prioritise vaccine development for ASF, millions of poor house-
holds, especially in sub-Saharan Africa but also in the Asia-Pacific region and the Caribbean,
keep pigs as a coping mechanism [58,134,136,185–189] or because of their cultural impor-
tance [190]. The utility of a vaccine in these settings is questionable, especially in the lower



Pathogens 2022, 11, 1190 11 of 19

income countries where help from government is of necessity limited by lack of resources.
The spread of the pig-adapted viruses has been possible due to sub-optimal management
of pigs, such as feeding international waste as swill, trade in infected pigs or pork, and
allowing pigs to scavenge in areas where infected waste food is likely to be available. In
the 2015 ASF outbreak in Zimbabwe, it was reported that penned pigs survived, while all
the free-roaming pigs succumbed to ASF [100]. A detailed description of how to apply
biosecurity to informal pig farming systems and their associated value chains is beyond the
scope of this review and has been published elsewhere [58,134,185,191–195], but biosecurity
will always be of paramount importance in prevention of ASF even if a broad-spectrum
vaccine should become available. Firstly, biosecurity should be in place wherever pigs
are kept, because countries free of ASF are not likely to permit or maintain vaccination
against it. Secondly, obtaining adequate coverage in short cycle species such as pigs kept
in a dynamic informal sector is challenging because accurate information on numbers
and distribution of pigs is usually lacking. Thirdly, many simple biosecurity measures
are highly cost-effective compared to vaccination, taking into account both the cost of the
vaccines and their distribution.

The genotype VIII, IX and X viruses all have a long history in Africa and are currently
restricted to a few countries in that continent. However, they have shown a far greater
tendency for geographical range expansion than most of the other ASFV genotypes. It is
important to remember that genotypes I and II also originated in a sylvatic cycle in Africa
and had a relatively long association with domestic pig outbreaks before escaping to other
continents, and therefore surveillance and typing of outbreaks in Africa remains important
for risk management of ASF.
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44. Milićević, V.; Kureljušić, B.; Maksimović Zorić, J.; Savić, B.; Stanojević, S.; Milakara, E. First occurrence of African swine fever in
Serbia. Acta Vet. 2019, 69, 443–449. [CrossRef]

45. Sauter-Louis, C.; Forth, J.H.; Probst, C.; Staubach, C.; Hlinak, A.; Rudovsky, A.; Holland, D.; Schlieben, P.; Göldner, M.; Schatz, J.;
et al. Joining the club: First detection of African swine fever in wild boar in Germany. Transbound. Emerg. Dis. 2021, 68, 1744–1752.
[CrossRef] [PubMed]

46. Rahimi, P.; Sohrabi, A.; Ashrafihelan, J.; Edalat, R.; Alamdari, M.; Masoudi, M.; Mostofi, S.; Azadmanesh, K. Emergence of African
swine fever virus, Northwestern Iran. Emerg. Infect. Dis. 2010, 16, 1946–1948. [CrossRef] [PubMed]

47. Ankhanbaatar, U.; Sainnokhoi, T.; Khanui, B.; Ulziibat, G.; Jarghalsaikhan, T.; Purevtseren, D.; Settypalli, T.B.K.; Flannery, J.;
Dundon, W.G.; Basan, G.; et al. African swine fever virus genotype II in Mongolia, 2019. Transbound. Emerg. Dis. 2021, 68,
2787–2794. [CrossRef] [PubMed]

48. Dharmayanti, N.L.P.I.; Sendow, I.; Ratnawati, A.; Settypalli, T.B.K.; Saepulloh, M.; Dundon, W.G.; Nuradji, H.; Naletoski, I.;
Cattoli, G.; Lamien, C.E. African swine fever in North Sumatra and West Java provinces in 2019 and 2020, Indonesia. Transbound.
Emerg. Dis. 2021, 68, 2890–2896. [CrossRef]

49. Mai, N.T.A.; Vu, X.D.; Nguyen, T.T.H.; Nguyen, V.T.; Trinh, T.B.N.; Kim, Y.J.; Kim, H.-J.; Cho, K.-H.; Nguyen, T.L.; Bui, T.T.N.; et al.
Molecular profile of African swine fever virus (ASFV) circulating in Vietnam during 2019–2020 outbreaks. Arch. Virol. 2021, 166,
885–890. [CrossRef]

50. Matsumoto, N.; Siengsanan-Lamont, J.; Halasa, T.; Young, J.R.; Ward, M.P.; Douangngeun, B.; Theppangna, W.; Khounsy, S.;
Toribio, J.-A.L.M.L.; Bush, R.D.; et al. The impact of African swine fever on smallholder village pig production: An outbreak
investigation in Lao PDR. Transbound. Emerg. Dis. 2021, 68, 2897–2908. [CrossRef]

51. Tran, H.T.T.; Truong, A.D.; Dang, A.K.; Ly, D.V.; Nguyen, C.T.; Chu, N.T.; Hoang, T.V.; Nguyen, H.T.; Dang, N.V. Circulation of
two different variants of intergenic region (IGR) located between the 173R and 1329L genes of African swine fever virus strains in
Vietnam. Transbound. Emerg. Dis. 2021, 68, 2693–2695. [CrossRef]

52. Ata, E.B.; Li, Z.-J.; Shi, C.-W.; Yang, G.-L.; Yang, W.-T.; Wang, C.-F. African swine fever: A raised global upsurge and a continuous
threat to pig industry. Microb. Pathog. 2022, 167, 105561. [CrossRef] [PubMed]

53. Khoo, C.K.; Norlina, D.; Roshaslinda, D.; Iti Suraya Hani, M.M.S.; Zunaida, B.; Mohd Hasrl, A.H.; Pauzi, N.A.S.; Roslina, H.;
Aizah Hanim, M.S.; Leow, B.L. African swine fever in backyard pigs of Sabah State, Malaysia 2021. Trop. Biomed. 2022, 38, 499–504.
[CrossRef]

http://doi.org/10.4102/ojvr.v76i4.22
http://www.ncbi.nlm.nih.gov/pubmed/21344788
http://doi.org/10.1128/MRA.00341-20
http://www.ncbi.nlm.nih.gov/pubmed/32763924
http://doi.org/10.1111/tbed.12700
http://doi.org/10.1111/j.1865-1682.2010.01177.x
http://doi.org/10.1111/tbed.13747
http://www.ncbi.nlm.nih.gov/pubmed/32696552
http://doi.org/10.3390/v14081617
http://doi.org/10.1111/tbed.12511
http://www.ncbi.nlm.nih.gov/pubmed/27211823
http://doi.org/10.1186/s43170-020-00011-w
http://doi.org/10.3201/eid1412.080591
http://doi.org/10.3390/vetsci8080163
http://doi.org/10.1111/tbed.14584
http://www.ncbi.nlm.nih.gov/pubmed/35511712
http://doi.org/10.1111/tbed.13047
http://doi.org/10.2478/acve-2019-0038
http://doi.org/10.1111/tbed.13890
http://www.ncbi.nlm.nih.gov/pubmed/33085828
http://doi.org/10.3201/eid1612.100378
http://www.ncbi.nlm.nih.gov/pubmed/21122227
http://doi.org/10.1111/tbed.14095
http://www.ncbi.nlm.nih.gov/pubmed/33818903
http://doi.org/10.1111/tbed.14070
http://doi.org/10.1007/s00705-020-04936-5
http://doi.org/10.1111/tbed.14193
http://doi.org/10.1111/tbed.13996
http://doi.org/10.1016/j.micpath.2022.105561
http://www.ncbi.nlm.nih.gov/pubmed/35526679
http://doi.org/10.47665/tb.38.4.095


Pathogens 2022, 11, 1190 14 of 19

54. Subedi, D.; Subedi, S.; Karki, S. First outbreak of African swine fever in Nepal. Transbound. Emerg. Dis. 2022, 69, e3334–e3335.
[CrossRef] [PubMed]

55. Ramírez-Medina, E.; O’Donnell, V.; Silva, E.; Espinoza, N.; Velazquez-Salinas, L.; Moran, K.; Daite, D.A.; Barrette, R.; Faburay, B.;
Holland, R.; et al. Experimental infection of domestic pigs with an African swine fever virus field strain isolated in 2021 from the
Dominican Republic. Viruses 2022, 14, 1090. [CrossRef] [PubMed]

56. Arias, M.; Jurado, C.; Gallardo, C.; Fernández-Pinero, J.; Sánchez-Vizcaíno, J.M. Gaps in African swine fever: Analysis and
priorities. Transbound. Emerg. Dis. 2018, 65 (Suppl. 1), 235–247. [CrossRef]

57. Muñoz-Pérez, C.; Jurado, C.; Sánchez-Vizcaíno, J.M. African swine fever vaccine: Turning a dream into reality. Tranabound. Emerg.
Dis. 2021, 68, 2657–2998. [CrossRef] [PubMed]

58. Penrith, M.-L.; Bastos, A.; Chenais, E. With or without a vaccine—Complementary and alternative approaches to managing
African swine fever in resource-constrained smallholder settings. Vaccines 2021, 9, 116. [CrossRef] [PubMed]

59. Rock, D.L. Thoughts on African swine fever vaccines. Viruses 2021, 13, 943. [CrossRef] [PubMed]
60. Lubisi, B.A.; Bastos, A.D.S.; Dwarka, R.M.; Vosloo, W. Intra-genotypic resolution of African swine fever viruses from an East

African domestic pig cycle: A combined p72-CVR approach. Virus Genes 2007, 35, 729–735. [CrossRef] [PubMed]
61. Onzere, C.K.; Bastos, A.D.; Okoth, E.A.; Lichoti, J.K.; Bochere, E.N.; Owido, M.G.; Ndambuki, G.; Bronsvoort, M.; Bishop, R.P.

Multi-locus sequence typing of African swine fever viruses from endemic regions of Kenya and eastern Uganda (2011-2013)
reveals rapid B602L central variable region evolution. Virus Genes 2018, 54, 111–123. [CrossRef]

62. Gallardo, C.; Fernández-Pinero, J.; Pelayo, V.; Gazaev, I.; Markowska-Daniel, I.; Pridotkas, G.; Nieto, R.; Fernández-Pacheco, P.;
Bokhan, S.; Nevolko, O.; et al. Genetic variation among African swine fever genotype II viruses. Eastern and Central Europe.
Emerg. Infect. Dis. 2014, 20, 1544–1547. [CrossRef] [PubMed]

63. Phologane, S.B.; Bastos, A.D.S.; Penrith, M.-L. Intra- and inter-genotypic size variation in the central variable region of the 9RL
open reading frame of diverse African swine fever viruses. Virus Genes 2005, 31, 357–360. [CrossRef] [PubMed]

64. Simulundu, E.; Sinkala, Y.; Chambaro, H.M.; Chinyemba, A.; Banda, F.; Mooya, L.E.; Ndebe, J.; Chitanga, S.; Makungu, C.;
Munthali, G.; et al. Genetic characterisation of African swine fever virus from 2017 outbreaks in Zambia: Identification of p72
genotype II variants in domestic pigs. Onderstepoort J. Vet. Res. 2018, 85, a1562. [CrossRef]

65. Manso Ribeiro, J.; Rosa Azevedo, J.A.; Teixeira, M.J.O.; Braço Forte, M.C.; Rodrigues Ribeiro, A.M.; Oliveira e Noronha, F.; Grave
Pereira, C.; Dias Vigário, J. Peste porcine provoquée par une souche différente (Souche L.) de la souche classique. Bull. Office Int.
Épiz. 1958, 50, 516–524.

66. Martins, C.; Boinas, F.S.; Iacolina, L.; Ruíz-Fons, F.; Gavier-Widén, D. 1. African swine fever (ASF), the pig health challenge of the
century. In Understanding and Combatting African Swine Fever; Iacolina, L., Penrith, M.-L., Bellini, S., Chenais, E., Jori, F., Montoya,
N., Ståhl, K., Gavier-Widén, D., Eds.; Wageningen Publishers: Wageningen, The Netherlands, 2021; pp. 11–24. [CrossRef]

67. Costard, S.; Wieland, B.; de Glanville, W.; Jori, F.; Rowlands, E.; Vosloo, W.; Roger, F.; Pfeiffer, D.U.; Dixon, L.K. African swine
fever: How can global spread be prevented? Philos. Trans. R. Soc. B 2009, 364, 2683–2696. [CrossRef]

68. Manso Ribeiro, J.; Rosa Azevedo, J.A. Réapparition de la peste porcine africaine (PPA) au Portugal. Bull. Office Int. Épiz. 1961, 55,
88–106.

69. Vigário, J.D.; Castro Portugal, F.L.; Festas, M.B.; Vasco, S.G. The present state of African swine fever in Portugal. In African Swine
Fever; EUR 8466 EN; Wilkinson, P.J., Ed.; Commission of the European Communities: Luxembourg, 1983; pp. 11–16.

70. Mur, L.; Atzeni, M.; Martínez-López, B.; Feliziani, F.; Rolesu, S.; Sánchez-Vizcaíno, J.M. Thirty-five year presence of African
swine fever in Sardinia: History, evolution and risk factors for disease maintenance. Transbound. Emerg. Dis. 2016, 63, e165–e177.
[CrossRef]

71. Laddomada, A.; Rolesu, S.; Loi, F.; Cappai, S.; Oggiano, A.; Madrau, M.P.; Sanna, M.L.; Pilo, G.; Bandino, E.; Brundu, D.; et al.
Surveillance and control of African swine fever in free-ranging pigs in Sardinia. Transbound. Emerg. Dis. 2019, 66, 1114–1119.
[CrossRef] [PubMed]

72. Loi, F.; Cappai, S.; Coccollone, A.; Rolesu, S. Standardized risk analysis approach to evaluate the last African swine fever
eradication program performance, in Sardinia. Front. Vet. Sci. 2019, 6, 299. [CrossRef]

73. Rolesu, D.; Mandas, D.; Loi, F.; Oggiano, A.; Dei Giudici, S.; Franzoni, G.; Guberti, V.; Cappai, S. African swine fever in smallholder
Sardinian farms: Last 10 years of network transmission and analysis. Front. Vet. Sci. 2021, 8, 692448. [CrossRef] [PubMed]

74. Boinas, F.S.; Wilson, A.J.; Hutchings, G.H.; Martins, C.; Dixon, L.K. The persistence of African swine fever virus in field-infected
Ornithodoros erraticus during the ASF endemic period in Portugal. PLoS ONE 2011, 6, e20383. [CrossRef]

75. Brown, A.-A.; Penrith, M.-L.; Fasina, F.O.; Beltran-Alcrudo, D. The African swine fever outbreak in West Africa, 1996-2002.
Transbound. Emerg. Dis. 2018, 65, 64–76. [CrossRef] [PubMed]

76. Blasco, R.; Agüero, M.; Almendral, A.M.; Viñuela, E. Variable and constant regions in African swine fever virus DNA. Virology
1989, 168, 330–338. [CrossRef]

77. Ekue, N.F.; Wilkinson, P.J. Comparison of genomes of African swine fever virus isolates from Cameroon, other African countries
and Europe. Rev. Élev. Méd. Vét Pays Tropic. 2000, 53, 229–236.

78. Irusta, P.M.; Borca, M.V.; Kutish, G.F.; Lu, Z.; Caler, E.; Carillo, C.; Rock, D.L. Amino acid tandem repeats within a late viral gene
define the central variable region of African swine fever virus. Virology 1996, 220, 20–27. [CrossRef] [PubMed]

79. Nana-Nukechap, M.F.; Gibbs, E.P.J. Socioeconomic effects of African swine fever in Cameroon. Trop. Anim. Health Prod. 1985, 17,
183–184. [CrossRef] [PubMed]

http://doi.org/10.1111/tbed.14616
http://www.ncbi.nlm.nih.gov/pubmed/35691024
http://doi.org/10.3390/v14051090
http://www.ncbi.nlm.nih.gov/pubmed/35632831
http://doi.org/10.1111/tbed.12695
http://doi.org/10.1111/tbed.14191
http://www.ncbi.nlm.nih.gov/pubmed/34137198
http://doi.org/10.3390/vaccines9020116
http://www.ncbi.nlm.nih.gov/pubmed/33540948
http://doi.org/10.3390/v13050943
http://www.ncbi.nlm.nih.gov/pubmed/34065425
http://doi.org/10.1007/s11262-007-0148-2
http://www.ncbi.nlm.nih.gov/pubmed/17674176
http://doi.org/10.1007/s11262-017-1521-4
http://doi.org/10.3201/eid2009.140554
http://www.ncbi.nlm.nih.gov/pubmed/25148518
http://doi.org/10.1007/s11262-005-3254-z
http://www.ncbi.nlm.nih.gov/pubmed/16175341
http://doi.org/10.4102/ojvr.v85i1.1562
http://doi.org/10.3920/978-90-8686-910-7_1
http://doi.org/10.1098/rstb.2009.0098
http://doi.org/10.1111/tbed.12264
http://doi.org/10.1111/tbed.13138
http://www.ncbi.nlm.nih.gov/pubmed/30715791
http://doi.org/10.3389/fvets.2019.00299
http://doi.org/10.3389/fvets.2021.692448
http://www.ncbi.nlm.nih.gov/pubmed/34395576
http://doi.org/10.1371/journal.pone.0020383
http://doi.org/10.1111/tbed.12673
http://www.ncbi.nlm.nih.gov/pubmed/28710823
http://doi.org/10.1016/0042-6822(89)90273-0
http://doi.org/10.1006/viro.1996.0281
http://www.ncbi.nlm.nih.gov/pubmed/8659112
http://doi.org/10.1007/BF02356970
http://www.ncbi.nlm.nih.gov/pubmed/4060242


Pathogens 2022, 11, 1190 15 of 19

80. Ngwa, V.N.; Abouna, A.; Zoli, A.P.; Attili, A.-R. Epidemiology of African swine fever in piggeries in the Center, South and
South-West of Cameroon. Vet. Sci. 2020, 7, 123. [CrossRef]

81. Ekue, N.F.; Wilkinson, P.J. Absence of Ornithodoros moubata, the vector of African swine fever virus, from the main pig producing
area of Cameroon. Trop. Anim. Health Prod. 1990, 22, 127–131. [CrossRef]

82. Mouiche, M.M.M.; Noumedem, R.N.G.; Namegni, R.P.; Feussom, J.M.K.; Moffo, F.; Okah-Nnane, N.H.; Njifon, H.L.M.; Wade, A.;
Awah-Ndukum, J. African swine fever in the northern regions of Cameroon: Seroprevalence survey and spatiotemporal analysis
of outbreaks from 2010 to 2017. Trop. Anim. Health Prod. 2021, 53, 214. [CrossRef] [PubMed]

83. Wade, A.; Achenbach, J.E.; Gallardo, C.; Settypalli, T.B.K.; Souley, A.; Djonwe, G.; Loitsch, A.; Dauphin, G.; Ngang, J.J.E.;
Boyomo, O.; et al. Genetic characterization of African swine fever viruses in Cameroon, 2010–2018. J. Microbiol. 2019, 57, 316–324.
[CrossRef]

84. Craig, A.F.; Schade-Weskott, M.L.; Harris, H.J.; Heath, L.; Kriel, G.J.P.; de Klerk-Lorist, L.-M.; van Schalkwyk, L.; Buss, P.; Trujillo,
J.D.; Crafford, J.E.; et al. Extension of sylvatic circulation of African swine fever virus in extralimital warthogs in South Africa.
Front. Vet. Sci. 2021, 8, 746129. [CrossRef] [PubMed]

85. Molini, U.; Mushonga, B.; Settypalli, T.B.K.; Dundon, W.G.; Khaiseb, S.; Jago, M.; Cattoli, G.; Lamien, C.E. Molecular characteriza-
tion of African swine fever virus from outbreaks in Namibia in 2018. Transbound. Emerg. Dis. 2020, 67, 1008–1014. [CrossRef]
[PubMed]

86. Chambaro, H.M.; Sasaki, M.; Sinkala, Y.; Gonzalez, G.; Squarre, D.; Fandamo, P.; Lubaba, C.; Mataa, L.; Shawa, M.; Mwape,
K.E.; et al. Evidence of exposure of asymptomatic domestic pigs to African swine fever virus during an inter-epidemic period in
Zambia. Transbound. Emerg. Dis. 2020, 67, 2741–2752. [CrossRef] [PubMed]

87. Chastagner, A.; Pereira de Oliveira, R.; Hutet, E.; Le Dimna, M.; Paboeuf, F.; Lucas, P.; Blanchard, Y.; Dixon, L.; Vial, L.; Le Potier,
M.-F. Coding-complete genome sequence of an African swine fever virus strain Liv13/33 isolate from experimental transmission
between pigs and Ornithodoros moubata ticks. Microbiol. Resour. Announc. 2020, 9, e00185-20. [CrossRef]

88. Sun, E.; Huang, L.; Zhang, X.; Zhang, J.; Shen, D.; Zhang, Z.; Wang, Z.; Huo, H.; Wang, W.; Huangfu, H.; et al. Genotype I African
swine fever viruses emerged in domestic pigs in China and caused chronic infection. Emerg. Microbes Infect. 2021, 10, 2183–2193.
[CrossRef]

89. Gallardo, C.; Sánchez, E.G.; Pérez-Núñez, D.; Nogal, M.; de Léon, P.; Carrascosa, A.L.; Nieto, R.; Soler, A.; Arias, M.; Revilla, Y.
African swine fever virus (ASFV) protection mediated by NH/P68 and NH/P68 recombinant live-attenuated viruses. Vaccine
2018, 36, 2694–2704. [CrossRef]

90. King, K.; Chapman, D.; Argilaguet, J.D.; Fishbourne, E.; Hutet, E.; Cariolet, R.; Hutchings, G.; Oura, C.A.L.; Netherton, C.L.;
Mofffat, K.; et al. Protection of European domestic pigs from virulent African isolates of African swine fever virus by experimental
immunisation. Vaccine 2011, 29, 4593–4600. [CrossRef]

91. Ravaomanana, J.; Jori, F.; Vial, L.; Pérez-Sánchez, R.; Blanco, E.; Michaud, V.; Roger, F. Assessment of interactions between
African swine fever virus, bushpigs (Potamochoerus larvatus), Ornithodoros ticks and domestic pigs in north-western Madagascar.
Transbound. Emerg. Dis. 2011, 58, 247–254. [CrossRef]

92. Gonzague, M.; Roger, F.; Bastos, A.; Burger, C.; Randriampanary, T.; Smondack, S.; Crucière, C. Isolation of a non-haemadsorbing,
non-cytopathic strain of African swine fever virus in Madagascar. Epidemiol. Infect. 2001, 126, 453–459. [CrossRef]

93. Rousset, D.; Randriamparany, T.; Maharavo Rahantamalala, C.Y.; Randriamahefa, N.; Zeller, H.; Rakoto-Andrianarivelo, M.;
Roger, F. Introduction de la peste porcine africaine à Madagascar, histoire et leçons d’une émergence. Arch. Inst. Pasteur Madag.
2001, 67, 31–33.

94. Penrith, M.-L.; Lopes Pereira, C.; Lopes da Silva, M.M.R.; Quembo, C.; Nhamusso, A.; Banze, J. Overview of African swine fever
in Mozambique: Risk factors and potential for control. Onderstepoort J. Vet. Res. 2007, 74, 149–160. [PubMed]

95. Wambura, P.N.; Masambu, J.; Msami, H. Molecular diagnosis and epidemiology of African swine fever outbreaks in Tanzania.
Vet. Res. Commun. 2006, 30, 667–672. [CrossRef] [PubMed]

96. Yona, C.M.; Vanhee, M.; Simulundu, E.; Makange, M.; Nauwynck, H.J.; Misinzo, G. Persistent domestic circulation of African
swine fever virus in Tanzania, 2015–2017. BMC Vet. Res. 2020, 16, 369. [CrossRef] [PubMed]

97. Chang’a, J.S.; Mayenga, C.; Settypalli, T.B.K.; Achenbach, J.E.; Mwanandota, J.J.; Magidanga, B.; Cattoli, G.; Jeremiah, M.;
Kamigwe, A.; Guo, S.; et al. Symptomatic and aymptomatic cases of African swine fever in Tanzania. Transbound. Emerg. Dis.
2019, 66, 2402–2410. [CrossRef]

98. Uttenthal, Å.; Braae, U.C.; Ngowi, H.; Rasmussen, T.B.; Nielsen, J.; Johansen, M.V. ASFV in Tanzania: Asymptomatic pigs harbor
virus of molecular similarity to Georgia 2007. Vet. Microbiol. 2013, 165, 173–176. [CrossRef]

99. Njau, E.P.; Entfellner, J.-B.D.; Machuka, E.M.; Bochere, E.N.; Cleaveland, S.; Shirima, G.M.; Kusiluka, L.J.; Upton, C.; Bishop,
R.P.; Pelle, R.; et al. The first genotype II African swine fever virus isolated in Africa provides insight into the current Eurasian
pandemic. Sci. Rep. 2021, 11, 13081. [CrossRef]

100. Van Heerden, J.; Malan, K.; Gadaga, B.M.; Spargo, R.E. Reemergence of African swine fever in Zimbabwe, 2015. Emerg. Infect. Dis.
2017, 23, 860–861. [CrossRef]

101. Department of Agriculture, Land Reform and Rural Development. 2021. African Swine Fever Outbreak and Surveillance Update
Report. 21 May 2021. Available online: http://www.sahunters.co.za/images/attach/communication/African%20swine%20
fever%20update%202021-05-21.pdf (accessed on 23 January 2022).

http://doi.org/10.3390/vetsci7030123
http://doi.org/10.1007/BF02239840
http://doi.org/10.1007/s11250-021-02641-2
http://www.ncbi.nlm.nih.gov/pubmed/33742284
http://doi.org/10.1007/s12275-019-8457-4
http://doi.org/10.3389/fvets.2021.746129
http://www.ncbi.nlm.nih.gov/pubmed/34901242
http://doi.org/10.1111/tbed.13399
http://www.ncbi.nlm.nih.gov/pubmed/31650681
http://doi.org/10.1111/tbed.13630
http://www.ncbi.nlm.nih.gov/pubmed/32434281
http://doi.org/10.1128/MRA.00185-20
http://doi.org/10.1080/22221751.2021.1999779
http://doi.org/10.1016/j.vaccine.2018.03.040
http://doi.org/10.1016/j.vaccine.2011.04.052
http://doi.org/10.1111/j.1865-1682.2011.01207.x
http://doi.org/10.1017/S0950268801005465
http://www.ncbi.nlm.nih.gov/pubmed/17883201
http://doi.org/10.1007/s11259-006-3280-x
http://www.ncbi.nlm.nih.gov/pubmed/16838208
http://doi.org/10.1186/s12917-020-02588-w
http://www.ncbi.nlm.nih.gov/pubmed/33004025
http://doi.org/10.1111/tbed.13298
http://doi.org/10.1016/j.vetmic.2013.01.003
http://doi.org/10.1038/s41598-021-92593-2
http://doi.org/10.3201/eid2305.161195
http://www.sahunters.co.za/images/attach/communication/African%20swine%20fever%20update%202021-05-21.pdf
http://www.sahunters.co.za/images/attach/communication/African%20swine%20fever%20update%202021-05-21.pdf


Pathogens 2022, 11, 1190 16 of 19

102. Department of Agriculture, Land Reform and Rural Development. 2021. African Swine Fever Outbreak and Surveillance Update
Report, 23 October 2020. Available online: http://sappo.org/PDF/other/2020/October/ASF-update-2020-10-23-1.pdf (accessed
on 23 January 2022).

103. Gogin, A.; Gerasimov, V.; Malogolovkin, A.; Kolbasov, D. African swine fever in the North Caucasus region and the Russian
Federation in the years 2007–2012. Virus Res. 2013, 173, 198–203. [CrossRef]

104. Kolbasov, D.; Titov, I.; Tsybanov, S.; Gogin, A.; Malagolovkin, A. African swine fever virus, Siberia, 2017. Emerg. Infect. Dis. 2018,
24, 796–798. [CrossRef]

105. Zakharova, O.I.; Titov, I.A.; Gogin, A.E.; Sevskikh, T.A.; Korennoy, F.I.; Kolbasov, D.V.; Abrahamyan, L.; Blokhin, A.A. African
swine fever in the Russian Far East (2019–2020): Spatio-temporal analysis and implications for wild ungulates. Front. Vet. Sci.
2021, 8, 723081. [CrossRef]

106. Fekede, R.J.; Wang, H.; van Gils, H.; Wang, X. Could wild boar be the trans-Siberian transmitter of African swine fever? Transbound.
Emerg. Dis. 2021, 68, 1465–1475. [CrossRef] [PubMed]

107. Dietze, K.; Beltrán-Alcrudo, D.; Khomenko, S.; Seck, B.; Pinto, J.; Diallo, A.; Lamien, C.; Lubroth, J.; Martin, V.; Rosztalny, A.
EMPRES FOCUS ON . . . African Swine Fever (ASF) Recent Developments—Timely Updates; Food & Agriculture Organization of the
United Nations: Rome, Italy, 2012; Volume 6, pp. 1–6. Available online: https://www.fao.org/3/ap372e/ap372e.pdf (accessed on
1 September 2022).

108. Pejsak, Z.; Truszczynski, M.; Niemczuk, K.; Kozak, E.; Markowska-Daniel, I. Epidemiology of African swine fever in Poland since
the detection of the first case. Pol. J. Vet. Sci. 2014, 17, 665–672. [CrossRef] [PubMed]
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