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Bovine Ephemeral Fever (BEF)

* Bovine ephemeral fever virus (BEFV) (family Rhabdoviridae
of the genus Ephemerovirus).

 Three-day sickness.

« Symptomes: anorexia, depression, ocular and nasal
discharge, salivation, muscle stiffness, lameness, rumenal
stasis, and other inflammatory responses.
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BEF outbreak, Israel 2021
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Milk per cow (kg/day)
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Abortion (%)
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Measuring the effects of COVID-19-related disruption on
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dengue transmission in southeast Asia and Latin America:

a statistical modelling study

Yuyang Chen™, Naizhe Li*, José Lourengo, Lin Wang, Bernard Cazelles, Lu Dong, Bingying Li, Yang Liu, Mark fit, Nikos | Bosse, Sarn Abbott,
Raman Velayedhan, Annelies Wilder-Smith, Huaiyw Tranf, Oliver | Bradyt, on behalf of the CMAMID COVID-19 Working Groupd

Summary

Background The COVID-19 pandemic has resulted in unprecedented disruplion to sodety, which indirectly affects  toncetinfect bis 202z
infectious disease dynamics. We aimed to assess the effects of COVID-1%related disruption on dengue, a major  Fuslished Online

expanding acute public health threat, in southeast Asia and Latin America.

Research in context

Evidence before this study

Previous studies hawve shown that human movement,
heterogeneity in environmental risk, and mosquito control
practices all strongly influence the transmission of dengue virus.
Restrictions put in place in response to the COVID- 19 pandemic
led to substantial changes in how peocple move, where they
spend time, and the continuity of disease control programmes,
but the net effect on dengue remains vndear. We searched
PubM ed for studies published between database inception and
April 4, 2021, without language restrictions, using the search
terms " (COVID-19 OR coronavirnus OR SARS-CoV-2) AND
(lockdown OR interventions OR restriction OR human mobility)
AND (dengue™ OR DENWV*)". We also searched WHO Weekly
Report and government websites for dengue case data reported
for countries in Latin America and southeast Asia. Although

15 studies warned about the risk of COVID-19 exacerbating
dengue transmission and the subsequent pressure on intensire
care resources, only three studies analysed dengue and
COVID-19 data from 2020. Among the three studies that hawe
locked for associations between COVID-19 restrictions and
dengue, findings hawve been mixed—with protective effects,
enhancing effects, and no significant effects seen in different
countries. Assessing the effect of the COVID-19 pandemic on
dengue is challenging due to the high immunity levels against
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dengue caused by an unusually large global dengue outbreak
in 2019 and previoushy incomplete dengue datasets from 2020.

Added value of this study

To our knowledge, this study is the first to analyse dengue data
throughout 2020 from 23 countries spanning the main dengue
endemic regions of Latin America and southeast Asia. Our
findings show that there is a consistent association between
various measures of COVID-19-related disruption and reduced
dengue transmission that cannot be explained by seasonal or
extra-seasonal dengue opdes or underreporting. Although
attributing change to specific restrictions or behaviours was
restricted by collinearity, we present evidence that suggests
specific roles for schools and other commonly visited
non-residential venues.

Implications of all the available evidence

This combined evidence base emphasises the importance of
high-traffic, high-mixing venues for dengue transmission

and could lead to new interrentions and targeting strategies.
Although we are unlikely to ever see 2020-like restrictions used
to control dengue outbreaks, targeted testing and mosquito
control based on patient-reported recent movements could
offer new approaches for a disease that continues to evade

control by existing approaches.
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Ultravac BEF Vaccine®

Dosage and Administration

Dose Rate

. 2 mL dose by subcutaneous injection.

USE ALL RECONSTITUTED PRODUCT IMMEDIATELY.

Primary vaccination: Cattle require an initial 2 ml dose
subcutaneously. The second 2 ml subcutaneous dose can be
effectively administered any time from 2 weeks up to 6 months
later.

Cattle can be vaccinated from 6 months of age. Two doses of
vaccine are required to produce long lasting immunity.
Booster vaccination: 2 ml annual booster dose is required for
all cattle.
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Ultravac BEF Vaccine®

Dosage and Administration

Dose Rate

. 2 mL dose by subcutaneous injection.

USE ALL RECONSTITUTED PRODUCT IMMEDIATELY.

Primary vaccination: Cattle require an initial 2 ml dose
subcutaneously. The second 2 ml subcutaneous dose can be
effectively administered any time from 2 weeks up to 6 months
later.

Cattle can be vaccinated from 6 months of age. Two doses of
vaccine are required to produce long lasting immunity.
Booster vaccination: 2 ml annual booster dose is required for

all cattle.
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