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Dengue, chikungunya et
maladie a virus Zika

LiJ, Yan X, Li Buahg L, Wang X, He B, Xie H, Wu Q, Chen
L.

27-03-2023

Virus Genes.

https://pubmed.ncbi.nlm.nih.gov/36973608/

Ferroptosis, an ircdependent form of regulated cell
death, has been associated withany virus infections.
However, the role of ferroptosis in dengue virus (DENV)
infection remains to be clarified. In our study, a dengue
fever microarray dataset (GSE51808) of whole blood
samples was downloaded from the Gene Expression
Omnibus (GEO), andliat of ferroptosis related genes
(FRGs) was extracted from the FerrDb. We identified 37
ferroptosisrelated differentially expressed genes {FR
DEGSs) in DENNfected patient blood samples compared
to healthy individuals. Gene Ontology (GO), Kyoto
Encyclopdia of Genes and Genomes (KEGG) enrichment
analyses as well as protgmotein interaction (PPI)
network of FRDEGs revealed that these 37PRGs were
mainly related to the ®pe lectin receptor and p53
signaling pathway. Nine out of the 37-BRGs (H#¥B,

Jang M, Lee M, Sohn H, Park C, Lee T.
15-03-2023

Materials (Basel).
https://pubmed.ncbi.nlm.nih.gov/36984234/

Zika virus (ZV) infection causes fatal hemorrhagic fever.
Most patients are unaware of their symptoms; therefore,
a rapid diagnostic tool is gaired to detect ZV infection.
To solve this problem, we developed a rapid electrical
biosensor composed of a truncated DNA aptamer
immobilized on an interdigitated gold miegap electrode
and alternating current electrothermal flow (ACEF)
technique. Thetruncated ZV aptamer {ZV apt) was
prepared to reduce the manufacturing cost for biosensor
fabrication, and it showed binding affinity similar to that of
the original ZV aptamer. This pulsdtammetrybased
biosensor was composed of &V apt immobilizé on an
interdigitated micregap electrode. Atomic force
microscopy was used to confirm the biosensor fabrication.
In addition, the optimal biosensor performance conditions
were investigated using pulse voltammetry. ACEF
promoted aptamettarget binding, ad the target virus
envelope protein was detected in the diluted serum within
10 min. The biosensor waveform increased linearly as the
concentration of the Zika envelope in the serum increased,
and the detection limit was 90.1 pM. Our results suggest
that the fabricated biosensor is a significant milestone for
rapid virus detection.

CAV1, HRAS, PTGS2, JUN, IL6, ATF3, XBP1, and CDKN2A)

were hub genes, of which 5 were validated by-BRR in
DENMnfected HepG2 cells. Finally, using miRNENA
regulatory network, we identified hasiR124-3p and
hasmiR16-5p as the most critical RNAS in regulating
the expression of these hub genes. In conclusion, our
findings demonstrated that 5 HREGS, JUN, IL6, ATF3,
XBP1, and CDKN2A, and two miRNAsni$24-3p and
hasmiR16-5p may implicate an essential role of
ferroptosis in DENV infeoti, and further studies are
warranted to explore the underlying mechanisms.
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Int J Mol Sci
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Neurotropic viruses severely damage the central nervous
system (CNS) and human hkalCommon neurotropic
viruses include rabies virus (RABV), Zika virus, and
poliovirus. When treating neurotropic virus infection,
obstruction of the blooébrain barrier (BBB) reduces the
efficiency of drug delivery to the CNS. An efficient
intracerebral dévery system can significantly increase
intracerebral delivery efficiency and facilitate antiviral
therapy. In this study, a rabies virus glycopeptide (RVG)
functionalized mesoporous silica nanoparticle (MSN)
packaging favipiravir{A05) was developed wenerate T
705@MSMNRVG. It was further evaluated for drug delivery
and antiviral treatment in a VSMected mouse model.
The RVG, a polypeptide consisting of 29 amino acids, was
conjugated on the nanopatrticle to enhance CNS delivery.
The T705@MSNRVG cased a significant decrease in
virus titers and virus proliferation without inducing
substantial cell damage in vitro. By releasifgpd, the
nanoparticle promoted viral inhibition in the brain during
infection. At 21 days po#tfection (dpi), a signi@mtly
enhanced survival ratio (77%) was observed in the group
inoculated with nanoparticle compared with the kon
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treated group (23%). The viral RNA levels were also
decreased in the therapy group at 4 and 6 dpi compared
with that of the control group. Th&705@MSNRVG
could be considered a promising system for CNS delivery
for treating neurotropic virus infection.

RomeralLépez C RodaHerreros M, BerzaHerranz B,
RamosLorente SE, Berzhlerranz A.

10-03-2023

Int J Mol Sci
https://pubmed.ncbi.nlm.nih.gov/36982407/

Islam MA, Hasan MN, Tiwari A, Raju MAW, Jannat F,
Sangkham S, Shammas MI, Sharma P, Bhattacharya P,
Kumar M.

15-03-2023

Int J Environ Res Public Health
https://pubmed.ncbi.nlm.nih.gov/36982061/

Dengue virus (DENV) is an enveloped, sstgg@ded RNA
virus, a member of th&laviviridagfamily (which causes
Dengue fever), and an arthropodinsmitted human viral
infection. Bangladesh is well known for having safne
Asia's most vulnerable Dengue outbreaks, with climate
change, its location, and it's dense population serving as
the main contributors. For speculation about DENV
outbreak characteristics, it is crucial to determine how
meteorological factors correlateith the number of cases.
This study used five time series models to observe the
trend and forecast Dengue cases. Current -thased
research has also applied four statistical models to test the
relationship between Dengymositive cases and
meteorological parameters. Datasets were used from
NASA for meteorological parameters, and daily DENV
cases were obtained from the Directorate General of
Health Service (DGHS) ogmatess websites. During the
study period, the mean of DENV cases was 882.26 *
3993.18, raging between a minimum of 0 to a maximum
of 52,636 daily confirmed cases. The Spearman's rank
correlation coefficient between climatic variables and
Dengue incidence indicated that no substantial
relationship exists between daily Dengue cases and wind
speed, temperature, and surface pressure (Spearman's
rho; r =-0.007,p> 0.05; r = 0.08% > 0.05; and r =0.086,

p > 0.05, respectively). Still, a significant relationship exists
between daily Dengue cases and dew point, relative
humidity, and rainfall (= 0.158p < 0.05; r = 0.175 <
0.05; and r = 0.13& < 0.05, respectively). Using the
ARIMAX and GA models, the relationship for Dengue cases
with wind speed is666.50 [95% C}1711.86 to 378.86]
and -953.05 {2403.46 to 497.36], respectively. A #&&mn
negative relation between Dengue cases and wind speed
was also determined in the GLM model (IRR = 0.98). Dew
point and surface pressure also represented a negative
correlation in both ARIMAX and GA models, respectively,

but the GLM model showed a pidg association.
Additionally, temperature and relative humidity showed a
positive correlation with Dengue cases (105.71 and 57.39,
respectively, in the ARIMAX, 633.86, and 200.03 in the GA
model). In contrast, both temperature and relative
humidity showe negative relation with Dengue cases in
the GLM model. In the Poisson regression model,
windspeed has a substantial significant negative
connection with Dengue cases in all seasons. Temperature
and rainfall are significantly and positively associated with
Dengue cases in all seasons. The association between
meteorological factors and recent outbreak data is the
first study where we are aware of the use of maximum
time series models in Bangladesh. Taking comprehensive
measures against DENV outbreaks in ftitare can be
possible through these findings, which can help fellow
researchers and policymakers.

Versiani AF, Kaboré A, Brossault L, Dromenqg L, Dos
Santos TMIL, Milhim BHGA, Estofolete CF, Cissé A,
Sorgho PA, Senot F, Tessonneau Miagbouga S,
Nogueira ML.
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Siddiqui T, Albahlal BMAlajlan SA, ABubaie M.
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Diagnostics (Basel).
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Dutta R, Rajendran K, da SK, Saleena LM, Ghorai S.
06-03-2023

Biosensors (Basel).
https://pubmed.ncbi.nlm.nih.gov/36979561/

Every year, the dengue virus and its principal mosquito
vector, Aedes sp., have caused massivautbreaks,
primarily in equatorial countries. The pegisting
techniques available for dengue detection are expensive
and require trained personnel. Graphene and its
derivatives have remarkable properties of electrical and
thermal conductivity, and are lekible, light, and
biocompatible, making them ideal platforms for biosensor
development. The incorporation of these materials, along
with appropriate nanomaterials, improves the quality of
detection methods. Graphene can help overcome the
difficulties assciated with conventional techniques. In
this review, we have given comprehensive details on
current graphenéased diagnostics for dengue virus
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detection. We have also discussed staft¢he-art
biosensing technologies and evaluated the advantages
and disdvantages of the same.

Poggianella M, Bernedo R, Oloketuyi S, de Marco A.
17-03-2023

Biomolecules
https://pubmed.ncbi.nlm.nih.gov/36979486/

Vaccination against dengue virus is challenged by the fact
that a generic immune response can induce antibody
dependentenhancement (ADE) in secondary infections.
Only some antibdies targeting a quaternary epitope
formed by the dimerization of the virus protein E possess
sufficient  neutralizing capacity. Therefore, the
immunization with antidiotypic antibodies of neutralizing
antibodies might represent a safe vaccination stygte
Starting from a large prenmune library, we succeeded in
isolating a wide set of antliotypic nanobodies
characterized by selective and strong binding to the
paratope of the neutralizing antibody 1C10. However, the
mice immunized with such constrsctlid not produce
effective antibodies, despite at least some of them eliciting
an immune response selective for the nanobody variable
regions. The results suggest that complex conformational
epitopes might be difficult to be recreated by anti
idiotypic stuctures. The selection process of the anti
idiotypic candidates might be optimized by applying
epitope mapping and modeling approaches aimed at
identifying the key residues that is necessary to bind to
trigger selective immune response.

Ebihara K, Niwa R.

02-03-2023

Biomolecules
https://pubmed.ncbi.nlm.nih.gov/36979396/

Mao L, Chen Y, Gu J, Zhao Y, Chen Q.
28-03-2023

Arch Viral
https://pubmed.ncbi.nlm.nih.gov/36977948/

Exosomes are smalktracellular vesicles with a diameter
of 30150 nm that originate from endosomes and fuse
with the plasma membrane. They are secreted by almost
all kinds of cells and can stably transfer different kinds of
cargo from donor to recipient cells, thereby esihg
cellular functions for assisting eglicell communication.
Exosomes derived from virrdfected cells during viral
infections are likely to contain different microRNAs
(miRNAs) that can be transferred to recipient cells.
Exosomes can either promote suppress viral infections

and therefore play a dual role in viral infection. In this
review, we summarize the current knowledge about the
role of exosomal miRNAs during infection by six important
viruses (hepatitis C virus, enterovirus A71, Epfain
virus, human immunodeficiency virus, severe acute
respiratory syndrome coronavirus 2, and Zika virus), each
of which causes a significant global public health problem.
We describe how these exosomal miRNAs, including both
donor-celkderived and virugnmded miRNAs, modulate
the functions of the recipient cell. Lastly, we briefly discuss
their potential value for the diagnosis and treatment of
viral infections.

Mac PA, Kroeger A, Daehne Thyaike C, Velayudhan R,
Panning M.

14-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977172/

Srisuphanunt M, Wilairatana P, Kooltheat N, Duangchan
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11-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977164/

Helicobacter pgri infects approximately 50% of the
world's population and is considered the major etiological
agent of severe gastric diseases, such as peptic ulcers and
gastric carcinoma. Increasing resistance to standard
antibiotics has now led to an eveecreasingfficacy of
eradication therapies and the development of novel and
improved regimens for treatment is urgently required.
Substantial progress has been made over the past few
years in the identification of molecular mechanisms which
are conducive to resigté phenotypes as well as for
efficient strategies to counteract strain resistance and to
avoid the use of ineffective antibiotics. These involve
molecular testing methods, improved salvage therapies,
and the discovery of novel and potent antimicrobial
compounds. High rates of prevalence and gastric cancer
are currently observed in Asian countries, including Japan,
China, Korea, and Taiwan, where concomitantly intensive
research efforts were initiated to explore advanced
eradication regimens aimed at redugithe risk of gastric
cancer. In this review, we present an overview of the
known molecular mechanisms of antibiotic resistance and
discuss recent intervention strategies fdot. pylori
diseases, with a view of the research progress in Asian
countries.

BongsebandhtPhubhakdi  C,  Supornsilchai  V,
Aroonparkmongkol S, Limothai U, Tachaboon S,
Dinhuzen J, Chaisuriyong W, Trongkamolchai S,
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Wanpaisitkul M, Chulapornsiri C, Tiawilai A, Tiawilai T,
Tantawichien T, Thiskorn U, Srisawat N.
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Lai L, Villanueva M, Muruzab#&alarza AFernandez AB,
Unzue A, ToledéArana A,Caballero P, Caballero CJ.
10-03-2023

Toxins (Basel).
https://pubmed.ncbi.nlm.nih.gov/36977103/

Aedes albpictusis a species of mosquito, originally from
Southeast Asia, that belongs to the Culicidae family and
the Dipteran insect order. The distribution of this vector
has rapidly changed over the past decade, making most of
the temperate territories in the wrld vulnerable to
important human vecteborne diseases such as dengue,
yellow fever, zika or chikungunyBacillus thuringiensis
var. israeliensis (Btirbased insecticides represent a
realistic alternative to the most common synthetic
insecticides for ta control of mosquito larvae. However,
several studies have revealed emerging resistances to the
major Bti Crystal proteins such as Cry4Aa, Cry4Ba and
Cryl1Aa, making the finding of new toxins necessary to
diminish the exposure to the same toxicity factors
overtime. Here, we characterized the individual activity of
CytlAa, Cry4Aa, Cry4Ba and Cryl1Aa adaiafiiopictus

and found a new protein, Cytdike, that increases the
activity of Cryl1Aa more than -28ld. Additionally, we
demonstrated that Cytl-Ake facilitates the activity three
new Bti toxins: Cry5lke, Cry56Aike and Tpp3dike. All

in all, these results provide alternatives to the currently
available Bti products for the control of mosquito
populations and position Cyt proteins as enablefs o
activity for otherwise noctive crystal proteins.

Rosinski JR, Raasch LE, Barros Tiburcio P, Breitbach ME,
Shepherd PM, Yamamoto K, Razo E, KrabbeB\iBs MI,
Richardson AD, Einwalter MA, Weiler AM, Sneed EL,
Fuchs KB, Zeng X, Noguchi KK, Morgan TK, Alberts AJ,
Antony KM, Kabakov S, Ausderau KK, Bohm EK,
Pritchard JC, Spanton RV, Ver Hoove JN, Kim CBY, Nork
TM, Katz AW, Rasmussen CA, Hartman A, M&jiBasu

P, Simmons HA, Eickhoff JC, Friedrich TC, Aliota MT,
Mohr EL, Dudley DM, O'Connor DH, Newman CM.
28-03-2023

PLoS Pathog.

https://pubmed.ncbi.nlm.nih.gov/36976812/

In the 2016 Zika virus IK&/) pandemic, a previously

unrecognized risk of birth defects surfaced in babies
whose mothers were infected with Asiimeage ZIKV

during pregnancy. Less is known about the impacts of
gestational Africatineage ZIKV infections. Given high
human immunodficiency virus (HIV) burdens in regions
where Africadineage ZIKV circulates, we evaluated

whether pregnant rhesus macaques infected with simian
immunodeficiency virus (SIV) have a higher risk of African
lineage ZIK¥ssociated birth defects. Remarkalyhoth

SIV+ and Sh\animals, ZIKV infection early in the first
trimester caused a high incidence (78%) of spontaneous
pregnancy loss within 20 days. These findings suggest a
significant risk for early pregnancy loss associated with
Africanlineage ZIKVinfection and provide the first
consistent Zlk¥ssociated phenotype in macaques for
testing medical countermeasures.

Shin J, Rahman MM, Kim J, Marcombe $igJd.
20-03-2023

Insects
https://pubmed.ncbi.nlm.nih.gov/36975982/

Zimler RA, Alto BW.
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Onen H, Luzala MM, Kigozi Sikumbili RM, Muanga CK,

%2ttt 9bx 28yR2A {bx .d&l !
J, Kaddumukasa MA, Memvanga PB.

23-02-2023

Insects.

https://pubmed.ncbi.nlm.nih.gov/36975906/

Mosquitoes act as wtors of pathogens that cause most
life-threatening diseases, such as malaria, Dengue,
Chikungunya, Yellow fever, Zika, West Nijenphatic
filariasis etc. To reduce the transmission of these
mosquiteborne diseases in humans, several chemical,
biologicd, mechanical, and pharmaceutical methods of
control are used. However, these different strategies are
facing important and timely challenges that include the
rapid spread of highly invasive mosquitoes worldwide, the
development of resistance in several sqaito species,
and the recent outbreaks of novel arthropbdrne
viruses (e.g., Dengue, Rift Valley fever, -time
encephalitis, West Nile, yellow fever, etc.). Therefore, the
development of novel and effective methods of control is
urgently needed tananage mosquito vectors. Adapting
the principles of nanobiotechnology to mosquito vector
control is one of the current approaches. As a siatgp,
ecofriendly, and biodegradable method that does not
require the use of toxic chemicals, the green syntheki
nanoparticles using active toxic agents from plant extracts
available since ancient times exhibits antagonistic
responses and broaspectrum targefspecific activities
against different species of vector mosquitoes. In this
article, the current statef knowledge on the different
mosquito control strategies in general, and on repellent
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and mosquitocidal plarnhediated synthesis of
nanopatrticles in particular, has been reviewed. By doing
so, this review may open new doors for research on
mosquitebornediseases.

Gomes da Silva P, Seixas Dos Reis JA, Nogueira Rodrigues
M, da Silva Ardaya Q, Mesquita JR.

24-02-2023

Antibodies (Basel).
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Amatya B, Schwartz E, Biber A, Erster O, Lustig Y,
Pradhan R, Khadka B, Pandey P.

27-03-2023
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Love RR, Sikder JR, Vivero RJ, Matute DR, Schrider DR.
27-03-2023

Mol Biol Evol.

https://pubmed.ncbi.nlm.nih.gov/36971242/

Aedes aegypti vectors the pathogens that cause dengue,
yellow fever, Zika virus, and chikungunya, and is a serious
threat to pubic health in tropical regions. Decades of work
has illuminated many aspects of Ae. aegypti's biology and
global population structure, and has identified insecticide
resistance genes; however, the size and repetitive nature
of the Ae. aegypti genome havienited our ability to
detect positive selection in this mosquito. Combining new
whole genome sequences from Colombia with publicly
available data from Africa and the Americas, we identify
multiple strong candidate selective sweeps in Ae. aegypti,
many of vhich overlap genes linked to or implicated in
insecticide resistance. We examine the voligged
sodium channel gene in three American cohorts, and find
evidence for successive selective sweeps in Colombia. The
most recent sweep encompasses an intermiedia
frequency haplotype containing four candidate insecticide
resistance mutations that are in neperfect linkage
disequilibrium with one another in the Colombian sample.
We hypothesize that this haplotype may continue to
rapidly increase in frequency angerhaps spread
geographically in the coming years. These results extend
our knowledge of how insecticide resistance has evolved
in this species, and add to a growing body of evidence
suggesting Ae. aegypti has an extensive genomic capacity
to rapidly adapto insecticidebased vector control.

Jiang C, He C, Kan J, Guan H, Zhou T, Yang Y.
27-03-2023

J Med Virol.
https://pubmed.ncbi.nlm.nih.gov/36971141/

Roy KK, Jyothi D, Paul U, Sukla S.
27-03-2023

J Biomol Buct Dyn
https://pubmed.ncbi.nlm.nih.gov/36970872/

There is currently no drug available to treat mosquito
borne dengue. The -ttrminal RNAlependent RNA
polymerase (RdRp) domain in the rstructural type 5
(NS5) protein of the dengue virus (DENV) is essential for
viral RNA synthesis and replication, and therefore, it is an
attractive target for the antilengue drug development.

We report herein the discovery and validation of two novel
nonnuclecside classes of small molecules as DENV RdRp
inhibitors. Firstly, using the refinedray structure of the
DENV NS5 RdRp domain (fDB4VOR), we conducted
docking, binding freenergy studies, and shestale
molecular dynamics simulation to investigtte binding

sites of known small molecules that led to the optimized
proteinligand complex. Subsequently, protein structure
based screening of a commercial databa®800,000
synthetic compounds), ptitered for the drugikeness,

led to the topranked 171 molecules, which was then
subjected to structural diversity analysis and clustering.
This process led to six structurally distinct and-sested
compounds that wre procured from the commercial
vendor, and then subjected to the vitrotesting in the

MTT and dengue infection assays. It revealed two unique
and structurally unique compounds, KBHR2 and KKIR-

03, exhibiting 84 and 81% reductions, respectively, in
DENV copy number in repeated assays in comparison to
the virusinfected cell controls. These active compounds
represent novel scaffolds for further structdrased
discovery of novel candidate molecules for
intervention of dengue.Communicated by Ranaswy H.
Sarma.

the

Higuchi S, Satou T, Uchida Y.

11-03-2032

MethodsX.
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Objective:ln this paper, we examine the current crisis of
regarding preparedness of healthcare industries in
Pakistan, analyzing the causes, effects, and potential
recommendations to this problerMethods:Highlighting

the efforts and issues swunding this topic is necessary
for developing and implementing reseatthsed
solutions that accurately reflect the current state of the
healthcare industry. This short overview is prepared in
accordance with accepted practices in published studies
arourd the world. Our findings were based on a search of
the literature databases PubMed, Google Scholar, Journals
Online, and the Internet LibrarResults:Searching for
"Healthcare Preparedness in Pakistan" vyielded the
expected results. Particularly of intst to the researchers
was the question of why, despite efforts to boost
vaccination rates and emergency immunization response
capacities in the event of epidemics, progress on SDG3
immunization indicators has been minimal. Immunization
is critically impaant because vaccingreventable
diseases pose a significant risk to the general population.
Pakistan's authorities and government should take
deliberate action to increase immunization rates.
Conclusion: Particularly disadvantaged countries and
regions age hit the worst by climate change. Pakistan
continues to be hit hard by diseases like acute watery
diarrhea, dengue fever, malaria, and CGlAre on the

rise as a result of the flooding, especially in shelters and
areas where water and sanitation systerhave been
affected. After devastating floods in KP, Sindh, and Punjab,
over 70 suspected cases of diphtheria were reported.
Diphtheria epidemics illustrate the precarious position of
flood victims. It would be catastrophic if the newly found
diphtheria ¢rain or the covidl9 variation reached the
underserved flood victims. Immunization protects against
life-threatening illnesses so its government responsibility
to improve immunization rates in Pakistan.

Wang G, Gao J, Ma Z, Liu Y, Wang M, Xing D, Li C, Guo X,
Zhao T, Jiang Y, Dong Y, Zhang H, Zhao T.

09-03-2023

Front Genet.

https://pubmed.ncbi.nlm.nih.gov/36968606/

Mac PA, Airiochuodion PE, Zubair S, Tadele M, Aighobahi
JO, Anyaike C, Kroeger RPanning M.

2023

Anim Dis.

https://pubmed.ncbi.nlm.nih.gov/36968287/

Mosquitoborne infections are of global health concern
because of their rapid spread and upsurge, which creates
a risk for coirdctions. chikungunya virus (CHIKV), an
arbovirus disease transmitted byedes aegyptor A.
albopictus and malaria, a parasitic disease transmitted by

Anopheles gambiae are prevalent in Nigeria and
neighbouring countries, but their burden and possible
coinfections are poorly understood. In this study, we
investigated the antibody seropositivity and endemicity of
chikungunya and Zika viruses (ZIKV) in three regions of
Nigeria. A crossectional sereurvey was conducted on
871 participants. Samples werdleoted from outpatients

by simple random sampling. Analyses of the samples were
performed using recomLine Tropical Fever for the
presence of antibody serological marker IgG immunoblot
with CHIKV VLP (virus like particle), ZIKV NS1 and ZIKV
Equad accordingto manufacturers' instructions and
malaria RDT for malaria parasite. There was a significantly
higher antibody seropositivity against CHIKV in the central
region than in the northern and southern regions (69.5%,
291/419), while ZIKSeropositivity (22.4%34/152) and
CHIKMZIKV ceirculating antibody seropositivity (17.8%,
27/152) were notably higher in the southern region than
in the central and northern regions. This investigation
revealed an unexpectedly high antibody seropositivity and
concealed endenity of CHIKV and ZIKV in three Nigerian
regions. The seropositivity of detectable antibodies
differed among the three geographical locations.

Eldigail MH, Adam GK, Babiker RA, Khalid F, Adam IA,
Omer OH, Ahmed ME, Brair $aroun EM, AbuAisha H,
Karrar AE, Abdalla HS, Aradaib IE.

24-03-2023

BMC Public Health.
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Marano JM, Wegetitucarelli J.

Mar-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/36968111/

Introduction: Flaviviruses like dengue virus (DENV) and
Zika virus (ZIKV) are mosqthimrne viruses that cause
febrile, hemorrhagic, and neurological diseases in humans,
resulting in 400 iiflion infections annually. Due to their-co
circulation in many parts of the world, flaviviruses must
replicate in the presence of pexisting adaptive immune
responses targeted at serologically closely related
pathogens, which can provide protection onhance
disease. However, the impact of meisting cross
reactive immunity as a driver of flavivirus evolution, and
subsequently the implications on the emergence of
immune escape variants, is poorly understood. Therefore,
we investigated how replicatioin the presence of
convalescent dengue serum drives ZIKV evolution.
Methods:We used arnin vitrodirected evolution system,
passaging ZIKV in the presence of serum from humans
previously infected with DENV (aBfENV) or serum from
DENWhaive patients (cdmol serum). Following five
passages in the presence of serum, we performed-next
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generation sequencing to identify mutations that arose
during passaging. We studied two rm&monymous
mutations found in the arDENYV passaged population (E
V3551 and NSTI139A) by generating individual ZIKV
mutants and assessing fitness in mammalian cells and live
mosquitoes, as well as their sensitivity to antibody
neutralization.Results and discussioBpth viruses had
increased fitness in Vero cells with and without the
addition of aniDENV serum and in human lung epithelial
and monocyte cells. In Aedes aegypti mosquitgsisg
blood meals with and without aADENV serurhe
mutant viruses had significantly reduced fithess compared
to wild-type ZIKV. These results aligith the tradeoff
hypothesis of constrained mosquib@rne virus evolution.
Notably, only the NSI139A mutation escaped
neutralization, while &335] demonstrated enhanced
neutralization sensitivity to neutralization by aD&ENV
serum, indicating thatneutralization escape is not
necessary for viruses passaged under ereastive
immune pressures. Future studies are needed to assess
crossreactive immune selection in humans and relevant
animal models or with different flaviviruses.

Agrawal N, Khanna M, Dhawan G.
Mar-Apr 2023

Indian J Med Microbiol.
https://pubmed.ncbi.nIm.nih.gov/36967216/

PurposeQuantitativePCR (qPCR) is a reliable and robust
technique for gene expression analysis, but its efficacy is
dependent on the normalization of qPCR data with the
stably expressed reference gene. Selection of a suitable
reference gene is mandatory for accurate gene&sgion
analysis, till data the most appropriate reference gene
during chikungunya virus infection has not been
elucidated. Method: In this study the expression of
reference genes(GAPDH, GUSB, HPRT;a&#gta 18S
rRNA) was analysed during chikungunyasvirfection by
guantitative PCR. The stability of the holiseping genes
was evaluated with three bioinformatics softwares:
BestKeeper, NormFinder and GeNoriResult: The
significant variation in the expression of holtseping
genes (GusB, Bettin, HRT) was observed during
chikungunya virus infection; whereas GAPDH and 18S
rRNA was most stable. The stability of reference genes
analysed by the bioinformatics software further
corroborate the results of gPCRonclusionThis is first
study that identiies and validates the most suitable
reference gene for normalization of gPCR data during
chikungunya based gene expression analysis. This could
serve as a reference study for the researchers working on
different aspects of chikungunya virus infections.

Boonyasuppayakorn S, Saelee T, Huynh TNT, Hairani R,
Hengphasatporn K, Loeanurit N, Cao V, Vibulakhaophan
V, Siripitakpong P, Kaur P, Chu JJH, Timg C,

Choksupmanee O, Chimnaronk S,
Rungrotmongkol T, Chavasiri W.
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Sci Rep
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Shigeta Y,

Lin WW, Huang YJ, Wang YT, Lin YS, Mazibuko N, Chen
CS, Cheng TL, Chang CS, Leu YL, Chen CY, Chuang CH.
23-03-2023
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Patel AR, Dulcey M, Abid N, Cash MN, Dailey J, Salemi M,
Mavian C, Vittor AY.

23-03-2023
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Chithiga A, Manimegalai K.

28-03-2032

Exp Parasitol
https://pubmed.ncbi.nlm.nih.gov/36997017/

Dengue fever is a viral mosquito borne disease transmitted
by day biting mosquito, Aedes aegypti. No medicine has
been proven to be effective for the complete cure of
dengue and mosquitooatrol remains to be the only
effective option. Increased cases of dengue contraction
are being enormously reported worldwide every year.
Thus, the urge for an effective measure remains a factor
of major concern. In the present study, biosynthesized
sphertatlike structured zinc oxide (ZnO) nanoparticles
using Indigofera tinctoria leaf extracts are employed as a
mosquito  controlling agent. The biosynthesized
nanoparticles are characterized by -\, FTIR, FESEM,
EDAX, XRD, Zeta Potential, and DLS andlgsifficacy

of the green synthesized ZnO nanoparticles were tested
against different larval and pupal stages of A. aegypti.
Further, it is established that a significansolM@lues of
4.030 ppm in first instar and 7.213 ppm in pupae of A.
aegypti is da to the impact of synthesized ZnO.
Histological studies confirmed that effective and
destructive changes were observed in larval body tissues
particularly in the fat cells and the midgut. Therefore, this
study highlights the application of biosynthesiz&uO
nanoparticles as a potential candidate for safe and eco
friendly agent against the dengue vector, A. aegypti.
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Maillard O, Belot J, Adenis T, Rollot O, Adenis A, Guihard
B, Gérardin P, Bertolotti A.
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PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36996260/

BackgroundIn Reunion Island, dengue outbreaks have
been occurring since 2018. The healthcare facilities are
facing the problem of managing a massive influx of
patients and a growing care burden. The aim of this study
was to evaluate the performance of the SD BéoDengue
Duo rapid diagnostic test in adults consulting at an
emergency department during the 2019 epidemic.
Methodology/principal findinggihis retrospective study of
diagnostic accuracy included patients over 18 years old,
suspected of dengue, who weaglmitted to emergency
units of the University Hospital of Reunion between the
1st of January and 30th of June, 2019, and were tested for
dengue fever with the SD Bioline Dengue Duo rapid
diagnostic test and reverse transcriptase polymerase chain
reaction. Over the study period, 2099 patients were
screened retrospectively. Of them, 671 patients matched
the inclusion criteria. The overall rapid diagnostic test
performance was 42% for sensitivity and 15% for
specificity. The nostructural 1 antigen componehiad a
good specificity of 82% but a low sensitivity of 12%. The
immunoglobulin M component had a sensitivity of 28%
and a specificity of 33%. Sensitivities were slightly
improved beyond the 5th day of illness compared to the
early stage for all componentsut only the norstructural

1 antigen component had a better specificity of 91%.
Furthermore, predictive values were low and pest
probabilities never improved pitest probabilities in our
setting. Conclusions/significancéhese results suggest
that the SD Bioline Dengue Duo RDT did not achieve
sufficient performance levels to rule in, or discard, an early
point of care dengue diagnosis in the emergency
department duringhe 2019 epidemic in Reunion.

Yeh SC, Strilets T, Tan WL, Castillo D, Medkour H; Rey
Cadilhac F, SerratBomar IM, Rachenne F, Chowdhury

A, Chuo V, Azar SR, Singh MK, Hamel R, Missé D, Kini RM,
Kenney LJ, Vasilakis N, Maiflenom MA, Nir G, Pompon

J, GarcieéBlanco MA.

30-03-2032
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https://pubmed.ncbi.nlm.nih.gov/36996041/

Teo A, Tan HD, Loy T, Chia PY, Chua CLL.
30-03-2032

PLoS Pathog.
https://pubmed.ncbi.nlm.nih.gov/36996026/

Loh SA, Wan Abdul Rahman WMH, Sonny Teo KS, Abu N.
21-02-2023

Cureus

https://pubmed.ncbi.nlm.nih.gov/36994298/

A wide range of ocular complications may arise from the
mogquito-borne iliness, dengue fever. We report a case of
isolated unilateral oculomotor nerve palsy due to
complications of dengue fever. A-$arold male with
serologically confirmed dengue fever presented with a
sudden onset of double vision with leftefig drooping
and left eye outward deviation on his day 8 of illness.
Ocular examination revealed binocular diplopia with
complete left eye ptosis and restriction of all left eye
movements except for abduction. His left eye pupil was 8
mm dilated with a neative relative afferent pupillary
defect (RAPD). A clinical diagnosis of left eye oculomotor
nerve palsy with pupil involvement was established.
Urgent contrasted brain imaging tests were performed
and revealed to be normal. He was managed
conservativelynd had complete resolution of symptoms
with good vision recovery within 3.5 months. Cranial
mononeuropathy may be one of the various complications
following dengue fever, as demonstrated in this case
report. As it is an uncommon presentation, there isech

to exclude other acute causes of cranial nerve palsy. Visual
prognosis is still favorable with judicious monitoring and
without any treatment of steroids or immunoglobulin.

Jaeger AS, Marano J, Riemersma K, Castafieda D,
Pritchard E, Pritchard J, Bohm EK, Baczenas JJ, O'Connor
SL, Weget.ucarelli J, Friedrich TC, Aliota MT.

20-03-2023

bioRxiv

https://pubmed.ncbi.nlm.nih.gov/36993525/

Zika virus (ZIKV) is now in a postdemic period, for
which the potential for remergence and future spread is
unknown. Adding to this uncertainty is the unique capacity
of ZIKV to dirgtly transmit between humans via sexual
transmission. Recently, we demonstrated that direct
transmission of ZIKV between vertebrate hosts leads to
rapid adaptation resulting in enhanced virulence in mice
and the emergence of three amino acid substitutions
(NS2AA117V, NS2AA117T, and NS4R19G) shared
among all vertebratpassaged lineages. Here, we further
characterized these hosidapted viruses and found that
vertebratepassaged viruses also have enhanced
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transmission potential in mosquitoes. To undanst the
contribution of genetic changes to the enhanced virulence
and transmission phenotype, we engineered these amino
acid substitutions, singly and in combination, into a ZIKV
infectious clone. We found that NS4A19G contributed

to the enhanced virulece and mortality phenotype in
mice. Further analyses revealed that NE4AG results in
increased neurotropism and distinct innate immune
signaling patterns in the brain. None of the substitutions
contributed to changes in transmission potential in
mosqutoes. Together, these findings suggest that direct
transmission chains could enable the emergence of more
virulent ZIKV strains without compromising mosquito
transmission capacity, although the underlying genetics of
these adaptations are complex.

Deng SQ, Cai Y, Wang DQ.

13-03-2023

Front Public Health
https://pubmed.ncbi.nIm.nih.gov/36992881/

Ferreira QR, Lemos FFB, Moura MN, Nascimento JOS,
Novaes AF, Barcelos IS, Fernandes LA, Amaral LSB,
Barreto FK, Melo FF.

17-03-2023

Viruses

https://pubmed.ncbi.nlm.nih.gov/36992487/

Aedes aegyptand Aedes albopictusre the vectors of
important arboviruses: dengue fever, chikungunya, Zika,
and yellow fever. Female mosquitoes acquire arboviruses
by feeding on the infected host blood, thus being able to
transnit it to their offspring. The intrinsic ability of a vector
to infect itself and transmit a pathogen is known as vector
competence. Several factors influence the susceptibility of
these females to be infected by these arboviruses, such as
the activation ofthe innate immune system through the
Toll, immunodeficiency (Imd), J8KAT pathways, and the
interference of specific antiviral response pathways of
RNAI. It is also believed that the presence of-non
pathogenic microorganisms in the microbiota of these
arthropods could influence this immune response, as it
provides a baseline activation of the innate immune
system, which may generate resistance against
arboviruses. In addition, this microbiome has direct action
against arboviruses, mainly due to the aboifWolbachia
spp. to block viral genome replication, added to the
competition for resources within the mosquito organism.
Despite major advances in the area, studies are still
needed to evaluate the microbiota profilesAddesspp.

and their vector cometence, as well as further
exploration of the individual roles of microbiome
components in activating the innate immune system.

RoalLinares VC, Escudefdérez M, VicenteManzanares
M, GallegeGomez JC.
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De Santis O, Pothin E, Bouscaren N, Irish SR, Jaffar
Bandjee MC, Menudier L, RasJ, Schultz C, Lamaurt F,
Wisniak A, Bertolotti A, Hafsia S, Dussart P, Baril L,
Mavingui P, Flahault A.
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The number of dengue caseashincreased dramatically
over the past 20 years and is an important concern,
particularly as the trends toward urbanization continue.
While the majority of dengue cases are thought to be
asymptomatic, it is unknown to what extent these
contribute to transnission. A better understanding of
their importance would help to guide control efforts. In
2019, a dengue outbreak in La Reunion resulted in more
than 18,000 confirmed cases. Between October 2019 and
August 2020, 19 clusters were investigated in the south
west, and east of the island, enabling the recruitment of
605 participants from 368 households within a 200 m
radius of the home of the index cases (ICs). No active
asymptomatic infections confirmed by -RTR were
detected. Only 15% were possible asympatic dengue
infections detected by the presence of aténgue IgM
antibodies. Only 5.3% of the participants had a recent
dengue infection confirmed by ®TCR. Although the
resurgence of dengue in La Réunion is very recent (2016),
the rate of antidenguelgG positivity, a marker of past
infections, was already high at 43% in this study. Dengue
transmission was focal in time and space, as most cases
were detected within a 106n radius of the ICs, and within

a time interval of less than 7 days between infecd
detected in a same cluster. No particular demographic or
sociocultural characteristics were associated with dengue
infections. On the other hand, environmental risk factors
such as type of housing or presence of rubbish in the
streets were associateslith dengue infections.
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Castro LPPA, Coutinho LN, Casseb LMN, Vasconcelos
PFDC, Domingues SFS, Medeiros DBA, Scalercio SRRA.
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During the Kka virus (ZIKV) outbreak and after evidence of
its sexual transmission was obtained, concerns arose
about the impact of the adverse effects of ZIKV infection
on human fertility. In this study, we evaluated the clipical
laboratory aspects and testicular stapathological
patterns of pubertal squirrel monkeySaimiri collingi
infected with ZIKV, analyzing the effects at different stages
of infection. The susceptibility of. collinsito ZIKV
infection was confirmed by laboratory tests, which
detected virenm (mean 1.63 x PRNA copies/uL) and
IgM antibody induction. Reduced fecal testosterone levels,
severe testicular atrophy and prolonged orchitis were
observed throughout the experiment by ultrasound. At 21
dpi, testicular damage associated with ZIKVogarmed

by histopathological and immunohistochemical (IHC)
analyses. Tubular retraction, the degeneration and
necrosis of somatic and germ cells in the seminiferous
tubules, the proliferation of interstitial cells and an
inflammatory infiltrate were obseed. ZIKV antigen was
identified in the same cells where tissue injuries were
observed. In conclusion, squirrel monkeys were found to
be susceptible to the Asian variant of ZIKV, and this model
enabled the identification of multifocal lesions in the
semiriferous tubules of the infected group evaluated.
These findings may suggest an impact of ZIKV infection on
male fertility.

Antoniou E, Andronildi PE, Eskitzis P, lliadou M, Palaska
E, TzitiridouChatzopoulou M, Rigas N, Orovou E.
22-02-2023
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Although the global Zika epidemic in 20¥5 fueled
vaccine development efforts, there is no approved Zika
vaccine or treatment available to date. Current waec
platforms in clinical trials are administered via either
subcutaneous or intramuscular injections, which are
painful and decrease compliance. Therefore, in the
present study, we explored Zika vaccine microparticles
(MPs)loaded dissolving microneedleMNs)  with
adjuvant MPs encapsulating Alhydrégend MPLA®
administered via the transdermal route as a gage
vaccine strategy. We characterized the MNs for needle
length, pore formation, and dissolvability when applied to
murine skin. Further, we elmted the in vivo efficacy of
vaccine MP4oaded MNs with or without adjuvants by
measuring the immune response after transdermal
immunization. The vaccine MR&ded dissolving MNs
with adjuvants induced significant 19G, IgG1, and 1gG2a
titers in immunied mice compared to the untreated
control group. After the dosing regimen, the animals were
challenged with Zika virus, monitored for seven days, and
sacrificed to collect spleen and lymph nodes. The
lymphocytes and splenocytes from the immunized mice
showed significant expressions of helper (CD4) and
cytotoxic (CD8a) cell surface markers compared to the
control group. Thus, this study puts forth a 'pro6f
concept' for a paifiree transdermal vaccine strategy
against Zika.

Shafie AA, Moreira ED Jr, Di Pasquale A, Demuth D, Yin
JYS.

02-03-2023

VaccinegBasel).
https://pubmed.ncbi.nlm.nih.gov/36992159/

Dengue represents a major public health concern. With
effective vaccines in development, it is important to
identify motivational factors to marize dengue vaccine
uptake. A crossectional, quantitative, electronic survey
was administered to a nationally representative adult
population 6 = 3800) in Argentina, Brazil, Colombia,
Mexico, Indonesia, Malaysia, and Singapore. Willingness
to vaccinateagainst dengue, and Knowledge, Attitudes,
and Practices (KAP) toward dengue, vector control,
prevention, and vaccination were determined. The
Capability, Opportunity, Motivation for Behavior change
(COMB) framework was used to identify factors
correlated with dengue vaccine(s) uptake. KAP scores
(standardized, 100% scale) resulted in a low global score
for Knowledge (48%) and Practice (44%), and a moderate
score for Attitude (66%); scores were comparable across
countries. Of all respondents, 53% hadightwillingness
(Score: 810/10) to vaccinate against dengue, which was
higher (59%) in Latin America (Argentina, Brazil, Colombia,
Mexico) than in Asia Pacific (40%) (Indonesia, Malaysia,
Singapore). Key factors significanfy<(0.05) associated
with increased willingness to vaccinate included



https://pubmed.ncbi.nlm.nih.gov/36992324/
https://pubmed.ncbi.nlm.nih.gov/36992310/
https://pubmed.ncbi.nlm.nih.gov/36992298/
https://pubmed.ncbi.nlm.nih.gov/36992167/
https://pubmed.ncbi.nlm.nih.gov/36992159/

accessibility to the public (subsidies and incentives) and
trust in the healthcare system and government. A
common approach to dengue prevention across endemic
countries-with some countnspecific customization,
including education, vaccination, and vector control
(multi-pronged}-may reduce dengue burden and improve
outcomes.

Khandhar AP, Landon CBxcher J, Krieger K, Warner NL,
Randall S, Berube BJ, Erasmus JH, Sather DN, Staats HF.
16-03-2023

Mol Ther.
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Dengue virus (DENV), a mositone flavivirus,
continues to be a major public health threat in many
countries and no approved antiviral therapeutics are
available yet. In this work, we signed and synthesized a
series of sulfonyl anthranilic acid (SAA) derivatives using a
ligandbased scaffold morphing approach of the-2,1
benzothiazine 2;8lioxide core, previously used by us to
develop DENV polymerase inhibitors resulting devoid of
any cdl-based antiviral activity. Several derivatives based
on the new SAA chemotype exhibited potent inhibition
against DENV infection in the dedised assay but did not
inhibit DENV NS5 polymerase activity in the in vitro de
novo initiation and elongation says. Notably, best
compounds 26 and 39 showedskE@lues in the range of
0.541.36>M against cells infected with the four dengue
serotypes (DENY4). Timeof-drug-addition assay
revealed that analogue 26 is a pesitry replication
inhibitor that appears to be specific for cells of primate
origin, implicating a host target with a higfarrier to
resistance. In conclusion, SAA derivatives offer a valuable
starting point for developing effective Dengue antiviral
therapeutics.

Liu H, Huang X, Guo Bheng P, Wang H, Liu L, Zang C,
Zhang C, Wang X, Zhou G, Gong M.
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BackgroundEvidence regarding the association between
acute respiratory infections during pregnancy and
congenital anomalies in babies, is limited and conflicting.
The aim of this study was to examine the association
between acue respiratory infections during the first
trimester of pregnancy and congenital anomalies in babies
using record linkageMethods: We linked a perinatal
register to hospitalisation and disease notifications in the
Australian state of New South Wales (NS¥t#veen 2001

to 2016. We quantified the risk of congenital anomalies,
identified from the babies' linked hospital record in
relation to notifiable respiratory and other infections
during pregnancy using generalized Estimating Equations
(GEE) adjusted foraternal sociodemographic and other
characteristics. Results: Of 1,453,037 birth records
identified from the perinatal register between 2001 and
2016, 11,710 (0.81%) mothers were hospitalised for acute
respiratory infection, 2850 (0.20%) had influenza d@id 1
(0.07%) had high risk infections (a record of
cytomegalovirus, rubella, herpes simplex, herpes zoster,
toxoplasmosis, syphilis, chickenpox (varicella) and zika)
during the pregnancy. During the first trimester, acute
respiratory infection, influenza dnhighrisk infections
were reported by 1547 (0.11%), 399 (0.03%) and 129
(0.01%) mothers. There were 15,644 (1.08%) babies
reported with major congenital anomalies, 2242 (0.15%)
with cleft lip/ plate, 7770 (0.53%) with all major
cardiovascular anomalieaG 1746 (0.12%) with selected
major cardiovascular anomalies. The rate of selected
major cardiovascular anomalies was significantly higher if
the mother had an acute respiratory infection during the
first trimester of pregnancy (AOR 3.64, 95% CI 1.73 to
7.66). The rates of all major congenital anomalies and all
major cardiovascular anomalies were also higher if the
mother had an acute respiratory infection during the first
trimester of pregnancy, however the difference was no
statistically significant. Innza during the first trimester
was not associated with major congenital anomalies,
selected major cardiovascular anomalies or all major
cardiovascular anomalies in this stu@onclusion:This
large populatiorbased study found severe acute
respiratory mfection in first trimester of pregnancy was
associated with a higher risk of selected major
cardiovascular anomalies in babies. These findings support
measures to prevent acute respiratory infections in
pregnant womerincluding through vaccination.

Harish V, Buajitti E, Burrows H, Posen J, Bogoch I,
Corbeil A, Gubbay JB, Rosella LC, Morris SK.
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As the frequency of international travel increases, more
individuals are at risk of travatquired infections (TAIS).

In this ecological study of over 170,000 unique tests from
Public Health Onta's laboratory, we reviewed all
laboratoryreported cases of malaria, dengue,
chikungunya, and enteric fever in Ontario, Canada
between 2008020 to identify highesolution
geographical clusters for potential targeted {ravel
prevention. Smoothed staiardized incidence ratios (SIRS)
and 95% posterior credible intervals (Cls) were estimated
using a spatial Bayesian hierarchical model -tdigthlow
incidence areas were described using data from the 2016
Census based on the home forward sortation area of
patients testing positive. A second model was used to
estimate the association between drivetime to the nearest
travel clinic and incidence of TAI within higtidence
areas. There were 6,114 microbiologically confirmed TAls
across Ontario over the stugheriod. There was spatial
clustering of TAls (Moran's | = 0.59, p<0.0001). Compared
to lowincidence areas, highcidence areas had higher
proportions of immigrants (p<0.0001), were lower income
(p = 0.0027), had higher levels of university education
(p<0.0001), and less knowledge of English/French
languages (p<0.0001). In the higkidence Greater
Toronto Area (GTA), each minute increase in drive time to
the closest travel clinic was associated with a 3% reduction
in TAI incidence (95% CI-6%). While tban
neighbourhoods in the GTA had the highest burden of
TAls, geographic proximity to a travel clinic in the GTA was
not associated with an ardavel incidence reduction in
TAIl This suggests other barriers to seeking and adhering
to pre-travel advice.

Carlson CJ, Boyce MR, Dunne M, Graeden E, Lin J,
Abdellatif YO, Palys MA, Pavez M, Phelan AL, Katz R.
25-01-2023

PLOS Glob Public Health.
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Tangsathapornpong A, Thisyakorn U.
06-02-2023

PLOS Glob Public Health.
https://pubmed.ncbi.nlm.nih.gov/36962879/

The increasing in dengue cases nowadays is a global threat

concern. Fifty per cent of the world's population is
vulnerable to dengue infection with Asia contributing over
two-thirds of the global burden. The double trouble of
Coronavirus disese 2019 (COWD®) arising from novel
severe respiratory syndrome coronavirus (SBRE&)

and dengue virus is a major challenge, particularly in
developing countries due to overburdened public health
systems and economic constraints including the albdity
diagnose. The objective of this study was to analyze the
prevalence of dengue in Thailand during the outbreak of
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COVIBL9. We studied data on dengue cases reported at
epidemiological information centers, the Bureau of
Epidemiology, and the Ministry Bliblic Health, Thailand
during 2019 to 2021. Patients can be observed across all
age groups, particularly adolescents and adults. Dengue
was seen yearund, with highest incidence in the rainy
seasons between June and September. Total number of
cases wamarkedly declined by nearly 93 percentage from
2019 to 2011. Taken together, Thailand is still at risk of
spreading of dengue in the midst of COY®pandemic.
Continuous status updates on dengue patients in Thailand
should be incorporated into global Héwa advisory on
preventive measures before travelling.

Nyamwaya DK, Thumbi SM, Bejon P, Warimwe GM,
Mokaya J.

21-12-2022

PLOS Glob Public Health.
https://pubmed.ncbi.nlm.nih.gov/36962807/

Zepeda O, Espinoza DO, Martinez E, Cross KA, Becker
Dreps S,de Silva AM, Bowman NM, Premkumar L,
Stringer EM, Bucardo F, Collins MH.

21-03-2023

Viruses.

https://pubmed.ncbi.nlm.nih.gov/36992504/

Lee MF, Wu YS, Poh CL.

08-03-2023

Viruses
https://pubmed.ncbi.nlm.nih.gov/36992414/

Dengue is a major global health threat causing 390 million
dengue infections and 25,000 deaths annually.ldtie of
efficacy of the licensed Dengvaxia vaccine and the absence
of a clinically approved antiviral against dengue virus
(DENV) drive the urgent demand for the development of
novel antiDENV therapeutics. Various antiviral agents
have been developed amavestigated for their arlDENV
activities. This review discusses the mechanisms of action
employed by various antiviral agents against DENV. The
development of hostlirected antivirals targeting host
receptors and direeacting antivirals targeting DENV
structural and nosstructural proteins are reviewed. In
addition, the development of antivirals that target
different stages during postfection such as viral
replication, viral maturation, and viral assembly are
reviewed. Antiviral agents designed ldsen these
molecular mechanisms of action could lead to the
discovery and development of novel aDENV
therapeutics for the treatment of dengue infections.
Evaluations of combinations of antiviral drugs with
different mechanisms of action could also ld¢adthe
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development of synergistic drug combinations for the
treatment of dengue at any stage of the infection.

Yamamoto KA, Blackburn K, Goshe MB, Brown DT,
Migoswski E, Campanhon IB, Moreira Merreira DF,
Soares MR.

07-03-2023

Viruses

https://pubmed.ncbi.nlm.nih.gov/36992406/

Dengue virus is an important circulating arbovirus in Brazil
responsible for high morbidity and mortality Wiwide,
representing a huge economic and social burden, in
addition to affecting public health. In this study, the
biological activity, toxicity, and antiviral activity against
dengue virus type 2 (DEMYY of tizoxanide (TIZ) was
evaluated in Vero cell ¢ufe. TIZ has a broad spectrum of
action in inhibiting different pathogens, including bacteria,
protozoa, and viruses. Cells were infected for 1 h with
DENV2 and then treated for 24 h with different
concentrations of the drug. The quantification of viral
production indicated the antiviral activity of TIZ. The
protein profiles in infected Vero cells treated and not
treated with TIZ were analyzed using the lefbegt
quantitative proteomic approach. TIZ was able to inhibit
virus replication mainly intracelarly after DENA2
penetration and before the complete replication of the
viral genome. Additionally, the study of the protein profile
of infected nottreated and infectedreated Vero cells
showed that TIZ interferes with cellular processes such as
intracellular trafficking and vesicheediated transport
and posttranslational modifications when added after
infection. Our results also point to the activation of
immune response genes that would eventually lead to a
decrease of DENX production. TIZ is a @mising
therapeutic molecule for the treatment of DESRV
infections.

Growth Velocity and Nutritional Status in
Children Exposed to Zika Virus during
Pregnancy from Amazonas Cohort, Brazil.

Peixoto LFAA, AbtiboBernardino MR, Guerra CVC, de
Oliveira GA, Chaves BCS, de Souza Rodrigues C, de
Andrade ABCA, de Fatima Redivo E, Fernandes SSA,
Otani RH, da Silva Neto AV, da Silva Balieiro AA, Cabral
CRB, Baida-Silva D, Castilho MDC, Botidenezes CH,
Alecrim MDGC, Leal MDC, Benzecry SG, Martinez
Espinosa FE.

01-03-2023

Viruses

Prudencio CR, Gomes da Costa V, Rocha LB, Costa HHM,
Orts DJB, da Silva SastdR, Rahal P, Lino NAB, da
Conceicdo PJP, Bittar C, Machado RRG, Durigon EL,
Araujo JP Jr, Polatto JM, da Silva MA, de Oliveira JA,
Mitsunari T, Pereira LR, AndreaBantos R, de Souza
Ferreira LC, Luz D, Piazza RMF.
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28-02-2023
Viruses
https://pubmed.ncbi.nlm.nih.gov/36992364/

Zika virus (ZIKV), a mosqditarne pathogen, is an
emerging arbovirus associated with sporadic symptomatic
cases of great medical concern, particularly among
pregnant wome and newborns affected with
neurological disorders. Serological diagnosis of ZIKV
infection is still an unmet challenge due to the- co
circulation of the dengue virus, which shares extensive
sequence conservation of structural proteins leading to
the geneation of crosgeactive antibodies. In this study,
we aimed to obtain tools for the development of improved
serological tests for the detection of ZIKV infection.
Polyclonal sera (pAb) and a monoclonal antibody (mAb
2F2) against a recombinant form of tH&¥ nonstructural
protein 1 (NS1) allowed the identification of linear peptide
epitopes of the NS1 protein. Based on these findings, six
chemically synthesized peptides were tested both in dot
blot and ELISA assays using convalescent sera collected
from ZK\infected patients. Two of these peptides
specifically detected the presence of ZIKV antibodies and
proved to be candidates for the detection of ZlKi¢cted
subjects. The availability of these tools opens perspectives
for the development of NSHiased erological tests with
enhanced sensitivity regarding other flaviviruses.

Montalvo ZurbiaFlores G, ReyeSandoval A, Kim YC.
01-03-2023

Vaccines (Basel).
https://pubmed.ncbi.nlm.nih.gov/36992153/

Chikungunya virus (CHIKV) is considered a priority
pathogen and a major threat to global health. While CHIKV
infections may be asymptomatic, symptomatic patients
can develop chikungunya fever (CHiifaracterized by
severe arthralgia which often transitions into
incapacitating arthritis that could last for years and lead to
significant loss in healtelated quality of life. Yet,
Chikungunya fever (CHIKF) remains a neglected tropical
disease due to $t complex epidemiology and the
misrepresentation of its incidence and disease burden
worldwide. Transmitted to humans by infectéddes
mosquitoes, CHIKV has dramatically expanded its
geographic distribution to over 100 countries, causing
largescale outbeaks around the world and putting more
than half of the population of the world at risk of infection.
More than 50 years have passed since the first CHIKV
vaccine was reported to be in development. Despite this,
there is no licensed vaccine or antivireftiments against
CHIKV to date. In this review, we highlight the clinical
relevance of developing chikungunya vaccines by
discussing the poor understanding of ldegn disease
burden in CHIKV endemic countries, the complexity of
CHIKV epidemiological seiflance, and emphasising the
impact of the global emergence of CHIKV infections.
Additionally, our review focuses on the recent progress of
chikungunya vaccines in development, providing insight
into the most advanced vaccine candidates in the pipeline
and the potential implications of their redlut.
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Onoja BA, Maiga M, Adesola RO, Adamu AM, Adegboye
OA.

25-02-2023

Vaccines (Basel).
https://pubmed.ncbi.nIm.nih.gov/36992135/

Khan A, Bisanzio D, Mutuku F, Ndenga B, GrSssister
EN,Jembe Z, Maina PW, Chebii PK, Ronga CO, Okuta V,
LaBeaud AD.

29-03-2023

BMC Infect Dis

https://pubmed.ncbi.nlm.nih.gov/36991340/

Malaria, chikungunya virus (CHIKV), and dengue virus
(DENV) are relemic causes of fever among children in
Kenya. The risks of infection are multifactorial and may be
influenced by built and social environments. The high
resolution overlapping of these diseases and factors
affecting their spatial heterogeneity has not ebe
investigated in Kenya. From 262@18, we prospectively
followed a cohort of children from four communities in
both coastal and western Kenya. Overall, 9.8% were CHIKV
seropositive, 5.5% were DENV seropositive, and 39.1%
were malaria positive (3521 dfién tested). The spatial
analysis identified hegpots for all three diseases in each
site and in multiple years. The results of the model showed
that the risk of exposure was linked to demographics with
common factors for the three diseases including the
presence of litter, crowded households, and higher wealth
in these communities. These insights are of high
importance to improve surveillance and targeted control
of mosquiteborne diseases in Kenya.

Muhsen IN, Galeano S, Niederwieser D, Koh MBC,
Ljungman P, Machado CM, Kharf@rabaja MA, de la
Camara R, Kodera Y, SdeRasheed W, Cesaro S, Hashmi
SK, Seber A, Atsuta Y, Saleh MFM, Srivastava A,
Styczynski J, Alrajhi A, Almaghrabi R, Abid MB, Chemaly
RF, Gergis U, Brissot E, El Fakih R, Riches M, Mikulska M,
Worel N, Weisdorf D, Greinix H, Cordonnier C, Aljurf M.
Apr-2023

Lancet Haematol.
https://pubmed.ncbi.nIm.nih.gov/36990623/

Zheng X, Wang R, Yin C.
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Virology.
https://pubmed.ncbi.nIm.nih.gov/36989936/

Dengue virus (DENV), Japanese encephalitis virus (JEV) and
Zika virus (ZIKV) are the three most important flaviviruses,
which can cause health problems worldwiddl these
flaviviruses can cause liver damage, however, the
mechanism of liver injury is still unclear. Metabolomics can
give insight into the full complexity of a disease. In our
study, we used an H@S method to analysis the
metabolites in liver sampmeof the three flaviviruses
infected mice and the neimfected mice. Compared with
the control mice, the liver of the DENected, JEV
infected, and ZlkWfected mice had 32, 34, and 55
differential metabolites. We also found that there were
obvious diferences in some metabolic pathways among
the four groups. Metabonomic analysis of liver is very
important for understanding the pathogenesis of
flaviviruses.

WimalasiriYapa BMCR, Huang B, Ross PA, Hoffmann AA,
Ritchie SA, Frentiu FD, Warrilow D, van den Hurk AF.
29-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36989319/

RubioHernandez EIl, Com&3arcia M, Coronaddpifia
MA, ColungaSaucedo M, Gonzéalez Sanchez HM, Castillo
CG.

29-03-2023

PLo0S On

https://pubmed.ncbi.nlm.nih.gov/36989308/

Zika virus (ZIKV) was first isolated in 1947. From its
isolation until 2007, symptoms of Ziskdused disease
were limited (e.g., fever, hives, and haelle); however,
during the epidemic in Brazil in 2014, ZIKV infection caused
GuillainBarré syndrome in adults and microcephaly in
fetuses and infants of women infected during pregnancy.
The neurovirulence of ZIKV has been studied using neural
progenitor @lls (NPCs), brain organoids, neurons, and
astrocytes. NPCs and astrocytes appear to be the most
susceptible cells of the Central Nervous System to ZIKV
infection. In this work, we aimed to develop a culture of
astrocytes derived from a human NPC cell e analyze
how ZIKV affects human astrocytes and demonstrate that
1) ZIKV infection reduces cell viability, increases the
production of Reactive Oxygen Species (ROS), and results
in high viral titers; 2) there are changes in the expression
of genes thafacilitate the entry of the virus into the cells;

3) there are changes in the expression of genes involved in
the homeostasis of the glutamatergic system; and 4) there
are ultrastructural changes in mitochondria and lipid
droplets associated with productio of virions. Our
findings reveal new evidence of how ZIKV compromises
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astrocytic functionality, which may help understand the
pathophysiology of ZIKassociated congenital disease.

CamprubiFerrer D, Cobuccio L, Van Den Broucke S,
BalerdiSarasola L, Genton B, Bottieau E, Navero
Castillejos J, Martinez MJ, Jay C, Grange A, Borland S,
Vaughn M, Rodrigue¥alero N, AlmuedoRiera A,
D'Acremont V, Subira C, Alba T, Cruz A, Van Esbroeck M,
Smith C, Hillman A, Hanberg B, Trauscht R, Spampanato
N, Mufoz J.

29-03-2023

J Travel Med

https://pubmed.ncbi.nlm.nih.gov/36988415/

Background: Identifying the causes of Acute
Undifferentiated Febrile lliness(AUFI) is key to improve the
management of returning travellers with fever. We
evaluated a BioFire®FilmArray® prototype panel of
multiplex nucleic acid amplification te@NAAT) targeting
different relevant pathogens in travellers returning with
fever. Methods: Prospective, multicenter study to
evaluate a prototype panel in whole blood samples of
adult international travellers presenting with AUFI in three
European travel Clinics/Hospitals (November2017
November2019). We evaluated 15 target analytes:
Plasmodium spp., P.falciparum, P.knowlesi, P.malariae,
P.ovale, P.vivax, chikungunya virus, dengue virus, Zika
virus, Anaplasma phagocytophilum, Borrelia spp.,
Leptospira spp.Orientia tsutsugamushi, Rickettsia spp.,
Salmonella spp. Results were compared with composite
reference standards(CRS) for each target infection,
including direct methods (smear microscopy, rapid
diagnostic test(RDT), reference NAAT, blood cultures) and
indirect methods(paired serologygindings:Among 455
travellers with AUFI, 229 target infections were diagnosed;
the prototype panel detected 143 (overall sensitivity and
specificity of 62.5% and 99-8%, respectively). The panel
identified all Plasmodiutinfections(n = 82). Sensitivity for
dengue(n = 71) was 92-9%; 80-8% and 68-5% compared to

RDT, NAAT and CRS. Compared to direct methods and CRS,

respectively, the prototype panel detected 4/4 and 4/6
chikungunya, 2/2 and 4/29 Leptospira spp., 1/1 and 1/6
O.tsutsugamushi, 2/2 and 2/55 Rickettsia spp., but 0/2 and
0/10 Zika, 0/1 and 0/11 A.phagocytophylum, 0/3 Borrelia
spp. diagnosed by serology and 1/7 Salmonella spp.
diagnosed by blood cultures. 77/86 (89-5%) infections not
detected by the panel were diagsed by serology.
Interpretation: The prototype panel allowed rapid and
reliable diagnosis for malaria, dengue and chikungunya.
Further improvements are needed to improve its
sensitivity for Zika and important trawelated bacterial
infections.
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Coronado MA, Gering |, Sevenich M, Olivier
Mastalipour M, Amaral MS, Willbold D, Eberle RJ.
01-03-2023

Pharmaceutics
https://pubmed.ncbi.nlm.nih.gov/36986663/

DS,

Arboviruses such as Dengue, yellow fever, West Nile, and
Zika are flaviviruses vectborne RNA viruses transmitted
biologically among vertebrate hosts by bldgaling
vectors. Many flaviviruses are adgsbed with
neurological, viscerotropic, and hemorrhagic diseases,
posing significant health and socioeconomic concerns as
they adapt to new environments. Licensed drugs against
them are currently unavailable, so searching for effective
antiviral moleculesis still necessary. Epigallocatechin
molecules, a green tea polyphenol, have shown great
virucidal potential against flaviviruses, including DENV,
WNV, and ZIKV. The interaction of EGCG with the viral
envelope protein and viral protease, mainly identitogd
computational studies, describes the interaction of these
molecules with viral proteins; however, how the viral
NS2B/NS3 protease interacts with epigallocatechin
molecules is not yet fully deciphered. Consequently, we
tested the antiviral potential ofwio epigallocatechin
molecules (EGC and EGCG) and their derivative (ACEGCG)
against DENV, YFV, WNV, and ZIKV NS2B/NS3 protease.
Thus, we assayed the effect of the molecules and found
that a mixture of the molecules EGC (competitive) and
EGCG (noncompetitivenhibited the virus protease of
YFV, WNV, and ZIKV more effectively wighvi@ues of
1.17 £ 0.2 pM, 0.58 = 0.07 uM, and 0.57 + 0.05 uM,
respectively. As these molecules fundamentally differ in
their inhibitory mode and chemical structure, our finding
may open a new line for developing more effective
allosteric/active site inhibitors to combat flaviviruses
infection.

Lima LD, Reis ACC, Sousa, JAIente GM, de Mello Silva

B, Magalhdes CLB, Kohlhoff M, Teixeira LFM, Brand&o
GC.

10-03-2023

Molecules

https://pubmed.ncbi.nlm.nih.gov/36985517/

CruzCastillo AU, Rodrigue¥aldez LM, Corre8asurto J,
NoguedaTorres B, Andrad®©choa S, Nevarez
Moorillon GV.

07-03-2023

Molecules.

https://pubmed.ncbi.nlm.nih.gov/36985426/

Aedes aegypts a vector for the arbovirus responsible for
yellow fever, Zika and Chikungunya virus. Essential oils and
their constituents are known for their larvicidal properties
and are strog candidates for mosquito control. This work
aimed to develop a quantitative structuaetivity study
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and molecular screening for the search and design of new
larvicidal agents. Twenfive monoterpenes with
previously evaluated larvicidal activity wereiltband
optimized using computational tools. QSAR models were
constructed through genetic algorithms from the larvicidal
activity and the calculation of theoretical descriptors for
each molecule. Docking studies on acetylcholinesterase
(AChE) and sterol cer protein (SCR) were also carried
out. Results demonstrate that the epoxide groups in the
structure of terpenes hinder larvicidal activity, while
lipophilicity plays an important role in enhancing biological
activity. Larvicidal activity correlatesttwthe interaction

of the sterolcarrier protein. Of the 25 compounds
evaluated, carvacrol showed the highest larvicidal activity
with an L& of 8.8 pg/mL. The information included in this
work contributes to describing the molecular, topological,
and quantum mechanical properties related to the
larvicidal activity of monoterpenes and their derivatives.

Maisnam D, Billoria A, Prasad VS¥enkataramana M.
06-03-2023

Microorganisms.
https://pubmed.ncbi.nlm.nih.gov/36985238/

Tippett Barr BA, HermaiiRdoff A, Mburu M, Murnane

PM, Sang N, Bukusi E, Oele E, Odhiambo A, LEwizer

J, Onyango CO, Hunsperger E, Odhiambo F, Joseph RH,
Munyua P, Othieno K, Mulwa E, Akelo V, Muok E,
Bulterys M, Nzioka C, Cohen CR.

08-09-2022

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962806/

We investigated the first 152 laboratecgnfirmed SARS
CoVf2 cases (125 primary and 27 secondary) and their 248
close contacts in Kisumu County, Kenya. Conduoted J
10-October 8, 2020, this study included interviews and
sample collection at enrolment and -24 days later.
Median age was 35 years (IQR428; 69.0% reported
COVIBEL9 related symptoms, most commonly cough
(60.0%), headache (55.2%), fever (53.3%)aawdof taste

or smell (43.8%¥ne in five were hospitalized, 34.4% >25
years of age had at least one comorbidity, and all deaths
KFR O2Y2NBARAGASAS® ! RdzZ (a
were 3.15 (95% CI 1.3726) times more likely to have
been hospitalized or died than participants heiit a
comorbidity. Infectious comorbidities included HIV,
tuberculosis, and malaria, but no current cases of
influenza, respiratory syncytial virus, dengue fever,
leptospirosis or chikungunya were identified. Thirteen
(10.4%) of the 125 primary infectiomansmitted COVID

19 to 27 close contacts, 158 (63.7%) of whom resided or
worked within the same household. Thigge percent (4

of 13) of those who transmitted COVID to secondary
cases were health care workers; no known secondary
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transmissions occugd between health care workers. This
rapid assessment early in the course of the CQ9ID
pandemic identified some contegpecific characteristics
which conflicted with the national lidesting of cases, and
which have been substantiated in the year sinthese
included over twehirds of cases reporting the
development of symptoms during the two weeks after
diagnosis, compared to the 7% of cases reported
nationally; over half of cases reporting headaches, and
nearly half of all cases reporting loss adte and smell,
none of which were reported at the time by the World
Health Organization to be common symptoms. This study
highlights the importance of rapid-depth assessments of
outbreaks in understanding the local epidemiology and
response measuresgqaired.

Carvajal P, Balanay JAG, Shearman S, Richards SL.
12-09-2023

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962780/

Responses of Facebook users to four United States federal
health agencies' social media posts about dengue and Zika
(mosquiteborne diseases), surveillance, and control
during the Zika outbreak in 2016 were tracked. Official
Facebook pages of health agencies were analyzed, and a
qualitative analysis program was used to perform a
thematic analysis of the data on public responses to health
agency posts. Public sentiment as#&y showed that
Facebook users had a negative sentiment towards health
information observed in this study. Themes were
identified in the studied posts, giving insight into the
nature of public discussions and responses to federal
health agencies. Themes meassessed based on the way
the agencies' mosquitborne disease information was
received by the public through the social media platform,
Facebook. Results indicate that public
perception/understanding of mosquimorne disease
outbreaks can be assesd®gdanalyzing public interactions
with health agencies on Facebook. The importance of
maximizing effectiveness by addressing issues in sharing
health education information, risk communication, and
monitoring of public responses by health agencies through
sccial media platforms is discussed.

e St NB ~aA UK
Ariyaratne D, Gomes L, Jayadas TTP, Kuruppu H,
Kodituwakku L, Jeewandara C, Pannila Hetti N,
Dheerasinghéd, Samaraweera S, Ogg GS, Malavige GN.
03-08-2023

PLOS Glob Public Health

https://pubmed.ncbi.nIm.nih.gov/36962516/

With the onset of the COWID® pandemic in early 2020
there was a drastic redtion in the number of dengue
cases in Sri Lanka, with an increase towards the end of
2021. We sought to study the contribution of virological
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factors, human mobility, school closure and mosquito
factors in affecting these changes in dengue transmission
in Sri Lanka during this time. To understand the reasons for
the differences in the dengue case numbers in 2020 to
2021 compared to previous years, we determined the
association between the case numbers in Colombo (which
has continuously reported the highasaimber of cases)
with school closures, stringency index, changes in dengue
virus (DENV) serotypes and vector densities. There was a
79.4% drop in dengue cases from 2019 to 2020 in
Colombo. A significant negative correlation was seen with
the number of cass and school closures (Spearman's r =
0.4732, p <0.0001) and a negative correlation, which was
not significant, between the stringency index and case
numbers (Spearman'’s r-6.3755 p = 0.0587). There was
no change in the circulating DENV serotypes BENV2
remaining the most prevalent serotype by early 2022
(65%), similar to the frequencies observed by end of 2019.
The Aedes aegypti premise and container indices showed
positive but insignificant correlations with dengue case
numbers (Spearman r = 0.882p = 0.93). Lockdown
measures, especially school closures seemed to have had
a significant impact on the number of dengue cases, while
the vector indices had a limited effect.

Yang J, Mosabbir AA, Raheem E, Hu W, Hossain MS.
15-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36921001/

Sagna A, Nair RVR, Hulyalkar N, Rajasekharan S, Nair
VTG, Sivakumar KC, Suja SR, Bal$re&tkumar E.
12-06-2023

J Ethnopharmacol.
https://pubmed.ncbi.nlm.nih.gov/36914036/

Powers JM, Lyski ZL, Weber WC, Denton M, Streblow
MM, Mayo AT, Haese NN, Nix CD, RodrigSantiago R,
Alvarado LI, Riverdmill V, Messer WB, Streblow DN.
13-03-2023

PLoS Nedirop Dis
https://pubmed.ncbi.nlm.nih.gov/36913428/

Infections with Chikungunya virus, a moscibitone
alphavirus, cause an acute febrile syndrome often
followed by chronic arthritis that persisfor months to
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years posinfection. Neutralizing antibodies are the
primary immune correlate of protection elicited by
infection, and the major goal of vaccinations in
development. Using convalescent blood samples collected
from both endemic and neandemic human subjects at
multiple timepoints following suspected or confirmed
chikungunya infection, we identified antibodies with
broad neutralizing properties against other alphaviruses
within the Semliki Forest complex. Crossitralization
generally did at extend to the Venezuelan Equine
Encephalitis virus (VEEV) complex, although some subjects
had low levels of VEHMutralizing antibodies. This
suggests that broadly neutralizing antibodies elicited
following natural infection are largely complex resédc

In addition to serology, we also performed memoigeB
analysis, finding chikungungpecific memory Bells in all
subjects in this study as remotely as 24 years -post
infection. We functionally assessed the ability of memory
B-cell derived antibodis to bind to chikungunya virus, and
related Mayaro virus, as well as the highly conserved B
domain of the E2 glycoprotein thought to contribute to
crossreactivity between related Of/orld alphaviruses.

To specifically assess the role of the E2 B doimairmss
neutralization, we depleted Mayaro and Chikungunya
virus E2 B domain specific antibodies from convalescent
sera, finding E2B depletion significantly decreases Mayaro
virus specific crosseutralizing antibody titers with no
significant effect on kikungunya virus neutralization,
indicating that the E2 B domain is a key target of eross
neutralizing and potentially cregsotective neutralizing
antibodies.

Getchell M, Mantaring EJ, Yee K, Pronyk P.
31-03-2023

Vaccine
https://pubmed.ncbi.nlm.nih.gov/36781333/

Immunization is an essential component of national health
plans. However, the gromg number of new vaccine
introductions, vaccination campaigns and increasing
administrative costs create logistic and financial
challenges, especially in resoutiteited settings. Sub
national geographic targeting of vaccination programs is a
potential stategy for governments to reduce the impact
of infectious disease outbreaks while optimizing resource
allocation and reducing costs, promoting sustainability of
critically important national immunization plans. We
conducted a systematic review of peewiewed literature

to identify studies that investigated the casffectiveness

of geographically targeted sutational vaccination
programs, either through routine immunization or
supplementary immunization activities. A total of 16
studies were included irour review, covering nine
diseases of interest: cholera, dengue, enterotoxigenic
Escherichia coli (ETEC), hepatitis A, Japanese encephalitis,
measles, rotavirus, Shigella and typhoid fever. All studies
modelled coseffectiveness of geographically targeted
vaccination. Despite the variation in study design, disease
focus and country context, studies generally found that in
countries where a heterogenous burden of disease exists,
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sub-national geographic targeting of vaccination programs
in areas of high disse burden was more cesffective
than a nonrtargeted strategy. Sensitivity analysis revealed
that costeffectiveness was most sensitive to variations in
vaccine price, vaccine efficacy, mortality rate,
administrative and operational costs, discount rated
treatment costs. This systematic review identified several
key characteristics related to geographic targeting of
vaccination, including the vaccination strategy used,
variations in modelling parameters and their impact on
costeffectiveness. Additial research and guidance is
needed to support the appropriateness and feasibility of
geographically targeted vaccination and to determine
what country context would make this a viable
complement to routine immunization programs.

Bhattacharya M, Bhowmik D, Tian Y, He H, Zhu F, Yin Q.
Mar-2023

J Biol Chem

https://pubmed.ncbi.nlm.nih.gov/36754281/

Cable J, Denison MR, Kielian M, Jackson WT,
Bartenschlager R, Ahola T, Mukhopadhyay S, Fremont

DH, Kuhn RJ, Shannon A, Frazier MN, Yuen KY, Coyne CB,

Wolthers KC, Ming GL, Guenther CS, Moshiri J, Best SM,
Schagins JW, Jurado KA, Ebel GD, Schéafer A, Ng LFP,
Kikkert M, Sette A, Harris E, Wing PAC, Eggenberger J,
Krishnamurthy SR, Mah MG, Meganck RM, Chung D,
Maurer-Stroh S, Andino R, Korber B, Perlman S, Shi PY,
Béarcena M, Aicher SM, Vu MN, Kenney DJ, Lindenbach
BD, Nishida Y, Rénia L, Williams EP.

Mar-2023

Ann N 'Y Acad Sci
https://pubmed.ncbi.nlm.nih.gov/36697369/

Corré J, Vally S, Boiron P, Bouillaud Y, Travers JY.
Apr-2023

ESC Heart Fail
https://pubmed.ncbi.nlm.nih.gov/36547007/

We reported the case of a 3@arold male wio
presented a dengue infection complicated by
spontaneous coronary artery intramural hematoma
associated with acute myocarditis. The initial presentation
was a typical acute coronary syndrome withs&Fment
elevation. Coronary angiography and endocoronary
optical coherence tomography confirmed the diagnosis of
left anterior descending artery intramural hematoma.
Cardiac magnetic resonance imaging revealed not only
typical ischaemic injury but also lesions of acute
myocarditis confirmed by native -Tdnd T2mapping, sub
epicardial late gadolinium enhancement and pericardial
effusion. This case highlights the multiple cardiac damages
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caused by dengue virus, their possible association
(coincidental or linked?), and the impact of multimodal
imaging on diagnosad management.

Thanh NT, Dat NT, Thinh TN, Phuong NTM, Thanh MTH,
Bao NT, Son PT, Viet DC, TungThien V, Luan VT.
Apr-2023

Transfus Apher Sci
https://pubmed.ncbi.nlm.nih.gov/36522271/

Casto PT, Werner H, Araujo Junior E, Bonasoni MP,
Tonni G.

Apr-2023

Fetal Pediatr Pathol
https://pubmed.ncbi.nlm.nih.gov/36125260/

Introduction: Zika virus (ZIKV) is an arbovirus (arthrepod
borne vius) in the genus Flavivirus and Flaviviridae family.
In November 2015, several cases of microcephaly in
Northeastern of Brazil suggested ZIKV involvenGase
Report: A 33yearold primigravida developed fever and
cutaneous rash at 7th week of gestatioVGA). The
ultrasound and MRI examination showed head
circumference < 5th centile and enlargement of lateral
ventricles. The infant was delivered at 39th WGA with
microcephaly. Microscopy of the placenta showed chronic
villitis and intervillitis, nodular rstmal fibrosis in the stem
villi, and vascular thickening. Postnatal CT showed
collapsed cranium due to growth impairment of the
suprathalamic brain, multiple cerebral calcifications,
parenchymal atrophy, and ventricular dilatation. Now, at 6
years old, te child suffers from severe neurologic
symptoms, including seizureonclusion: This case
gathers images of prenatal and postnatal period, and
placental histopathology. The lotgym followup
highlights the dramatic neurological sequelae induced by
ZIKV.

Kaur P, Bedi RK, Mittal K, Sood T.
Apr-2023

Transfus Apher Sci
https://pubmed.ncbi.nlm.nih.gov/36088214/

BackgroundThe coronavirus pandemic confronted blood
transfusion services with major challenges. The present
study was conducted to explore the effect of the COVID
19 pandemic on blood transfusion services including
seroprevalence of trafusiontransmitted infections.
Material and methods:A retrospective crossectional
study was conducted and data on blood donation,
utilization, camps, plateletpheresis and seroprevalence of
transfusiontransmitted infections (TTIl) was retrieved
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from sofware from March to September 2020 and 2021
and compared with corresponding time periods of three
preceding norpandemic yearsResults:There was a
decline of 53.79% and 34.4% in blood donations in 2020
and 2021 respectively with a significant reduction i
voluntary donations from 91.8% in the grandemic
period to 72.2% in 2020 and 77.7% in 2021. Replacement
donors increased by 60.81% and 72.89% in 2020 and 2021
respectively. There was a decline of 48.4% in the number
of plateletpheresis procedures inZDwhich increased in
2021 during the dengue outbreak. The decline in total
blood donations and issue of packed red blood cells was
statistically significant but supply and demand were
balanced with no deficit. TTI seroprevalence increased
from 1.01% to #9%(p<0.001) and 1.51%(p<0.001) in
2020 and 2021 respectively. Replacement donors showed
a significantly higher TTI prevalence as compared to
voluntary donors(p<0.001). A significant increase in
prevalence was observed for Syphilis (0.4%) in 2020 and
HBsAd0.54%), HCV(0.63%) and syphilis (0.25%) in 2021.
ConclusionThe potential consequences of the COV8D
pandemic on blood safety cannot be undermined.
Developing a strong database of regular voluntary donors
can be instrumental in dealing with futureaves and
surges in infections.

Mahabala C, Koushik VK, Manjrekar PA, Balanthimogru
P.

Apr-2023

Infection.

https://pubmed.ncbi.nlm.nih.gov/35999341/

Chaudhuri D, Majumder S, Datta J, Giri K.
Apr-2023

J Biomol Struct Dyn.
https://pubmed.ncbi.nlm.nih.gov/35067204/

Dengue virus, an arbovirus, is one of the most prevalent
diseases in the tropical environment and leads to huge
number of casualt® every year. No therapeutics are
available till date against the viral disease and the only
medications provide symptomatic relief. In this study, we
have focused on utilizing conventional nanobodies and
repurposing them for Dengue. Computationally affini
matured, best binding nanobodies tagged with constant
antibody regions, could be proposed as therapeutics.
These could also be applied for drug delivery purposes due
to their high specificity against the viral Capsid. Another
application of these nanobées has been thought to
utilize them for diagnostic purposes, to use the
nanobodies for viral detection from patient samples at the
earliest stage using ELISA. This study may open a new
avenue for immunologic study in foreseeable future with
the usage othe same molecules for multiple purposes.
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HighlightsNatural nanobodies against viruses were
modified for use against Dengue virus Capsid conserved
regions.Computational affinity maturation was performed
making use of change in binding affinities upon ningat
various residues in the complementary determining
regions.Docking studies performed to inspect the docking
groove, interface analysis and energy
calculations.MM/GBSA calculations done to calculate
binding free energy of the complex to determine stgpbili

of the complex.Communicated by Ramaswamy H. Sarma.

Zargari Marandi R, Leung P, Sigera C, Murray DD,
Weeratunga P, Fernando D, Rodrigo C, RalmeasS,
MacPherson CR.

13-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36913411/

Sengupta S, Tripathi A.

Mar-2023

J Med Virol.
https://pubmed.ncbi.nlm.nih.gov/36905112/

Chikungunya virus (CHIKV) infection, a global public health
problem, might lead to acutehronic polyarthritis causing
longterm morbidity among infected patients. But, except
nonsteroidal antinflammatory drugs (NSAIDs) with
gastrointestinal, cardiovascular, and immuekated side
effects, no Food and Drug Administration (F&#proved
andgesic drug is available till date for the treatment of
CHIKMnduced arthritis. Curcumin, a plant product with
minimal toxicity has been FExMproved as a Generally
Recognized As Safe drug. This study aimed to determine
the analgesic and prophylactic effeof curcumin, if any,
among CHIKWduced arthralgic mice. Arthritic pain was
evaluated by von Frey assay, locomotory behavior by
openield test, and feet swelling by calipers. Cartilage
integrity and proteoglycan loss were evaluated by Safranin
O staing followed by Osteoarthritis Research Society
International (OARSI), Standardized Microscopic Arthritis
Scoring of Histological sections (SMASH) score, and type Il
collagen loss by immunohistochemistry. Mice were
administered high (HD), mid (MD), and i@®) curcumin
doses, before (PT: pretreatment), during (CT:
cotreatment) and after (Post: posttreatment) CHIKV
infection. Curcumin treatment using {32000 mg/kg),
CTHp, and Posflyp (1000 mg/kg) significantly alleviated
CHIKMnduced arthritic paify improving paitthreshold,
locomotory behavior and reducing feet swelling of
infected mice. Also, decreased proteoglycan loss and
cartilage erosion with lower OARSI, SMASH scores were
observed among these three subgroups compared to
infected ones. Compad to infected ones, on¢o twofold
increased intensity of type Il collagen in knee medial
femoral condyle and medial tibial plateau regions of these
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subgroups was observed by immunohistochemical
staining. Thus, this study highlighted both the analgesic
(CT, PosT), and prophylactic (PT) activity of curcumin in
alleviating CHIkMduced acute/chronic arthritis within
mouse model.

ColdbeckShackley RC, Romeo O, Rosli S, Gearing LJ,
Gould JA, Lim SS, Van der Hoek EMre NS, Shue B,
Robertson SA, Best SM, Tate MD, Hertzog PJ, Beard MR.
10-03-2023

PLoS Pathog.

https://pubmed.ncbi.nlm.nih.gov/36897927/

Tian C, Huang H, Zheng Y, He X, Yan L, ShiL, Yang T, Chen
X, Yang J, Lu Z, Cao H, Zhao W, Qin Z, Yu JQTdmang

X, Liu J, Yu L.

12-06-2023

J Ethnopharmacol.
https://pubmed.ncbi.nlm.nih.gov/36870463/

Ethnopharmacological relevanc&®engue virus (DENV)
infection is a global public health issue withetfective
therapeutic interventions. Chinese medicine with heat
clearing and detoxifying properties has been frequently
used in the treatment of viral infection. Ampelopsis Radix
(AR) is a traditional Chinese medicine for clearing heat and
detoxificationthat has been widely used in the prevention
and treatment of infectious diseases. However, no studies
on the effects of AR against viral infection have been
reported, thus farAim of the studyTo explore the anti
DENV activities of the fraction ARolktained from AR
both in vitro and in vivoMaterials and methodsThe
chemical composition of AR was identified by liquid
chromatographyii  YRSY a{ o[/
activities of AR were studied in baby hamster kidney
fibroblast BHR1 cells, ICR suckling mice and induction of
interferon h/i (IFNh/i) and IFN R/~ (AG129) mice.
Results:. + &SR 2y [/ a{kaf
(including flavonoids, phenols, anthraquinones, alkaloids
and other types) were tentatively characterized from AR
1. AR1 inhibited the cytopathic effect, the production of
progeny vias and the synthesis of viral RNA and proteins
by blocking DEN¥ binding to BHR1 cells. Moreover, AR

1 significantly attenuated weight loss, decreased clinical
scores and prolonged the survival of DENgcted ICR
suckling mice. Critically, the virahdl in blood, brain and
kidney tissues and the pathological changes in brain were
remarkably alleviated after ARtreatment. Further study

on AG129 mice showed that ARbviously improved the
clinical manifestations and survival rate, reduced viremia,
attenuated gastric distension and relieved the
pathological lesions caused by DEN@nclusions:iIn
summary, this is the first report that ARexhibits anti
DENV effects both in vitro and in vivo, which suggests that
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AR1 may be developed as a therapeutindidate against
DENYV infection.

Lindesmith LC, Brewelensen PD, Conrad H, O'Reilly
KM, Mallory ML, Kelly D, Williams R, Edmunds WJ, Allen
DJ, Breuer J, Baric RS.

21-03-2023

Cell Rep Med

https://pubmed.ncbi.nlm.nih.gov/36854303/

Human norovirus is the leading cause of acute
gastroenteritis. Young children and the elderly bear the
greatest burden of diseaseagpresenting more than
200,000 deaths annually. Infection prevalence peaks at
younger than 2 years and is driven by novel GllI.4 variants
that emerge and spread globally. Using a surrogate
neutralization assay, we characterize the evolution of the
serologial neutralizing antibody (nAb) landscape in young
children as they transition between sequential Gll.4
pandemic variants. Following upsurge of the replacement
variant, antigenic cartography illustrates remodeling of
the nAb landscape to the new variant aepanied by
improved nAb titer. However, nAb relative avidity remains
focused on the preceding variant. These data support
immune imprinting as a mechanism of immune evasion
and GIl.4 virus persistence across a population.
Understanding the complexities ahmunity to rapidly
evolving and cairculating viral variants, like those of
norovirus, severe acute respiratory syndrome coronavirus
2 (SARE€0V?2), and dengue viruses, will fundamentally
inform vaccine design for emerging pathogens.

Pradhan A, Aneja A, Ghosh S, Devvanshi H, C D, Sahu R,

a { k a { 0Rwss € KShetrapyl P AMitraNy; Das S.

Mar-2023
J Med Viral
https://pubmed.ncbi.nlm.nih.gov/36840403/
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Jayasekara KG, Soysa P, Suresh TS, Goonasekara CL,
Gunasekera KM.

Mar-2023

Altern Lab Anim
https://pubmed.ncbi.nlm.nih.gov/36793154/

Dengue is an arboviral (insdéransmitted) infection of
global concern. Currently, there are still no specific dengue
antiviral agents to treat the disease. mRl@&xtracts have
been used in traditional medicine for treating various viral
infections- thus, in the present study, aqueous extracts of
dried flowers ofAegle marmelogAM), whole plant of
Munronia pinnatgMP) and leaves &sidium guajavgPG)

were irvestigated for their potential capacity to inhibit
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dengue virus infection of Vero cells. The maximum non
toxic dose (MNTD) and the 50% cytotoxic concentration
(CGo) were determined by using the MTT assay. A plaque
reduction antiviral assay was carried with dengue virus
types 1 (DV1), 2 (DV2), 3 (DV3) and 4 (DV4), in order to
calculate the halmaximum inhibitory concentration
(IGo). AM extract inhibited all four virus serotypes tested;
MP extract inhibited DV1, DV2 and DV4, but not DV3; PG
extract inhbited DV1, DV2 and DV4, but not DV3. Thus, the
results suggest that AM is a promising candidate for the
panserotype inhibition of dengue viral activity.

R, LachatDurand S, Geluykens P, Crabbe M, Thys K,
Stoops B, Lenz O, Tambuyzer L, De Meyer S, Dallmeier K,
McCracken MK, Gmowski GD, Rutvisuttinunt W,
Jarman RG, Karasavvas N, Touret F, Querat G, de
Lamballerie X, ChateChaix L, Milligan GN, Beasley DWC,
Bourne N, Barrett ADT, Marchand A, Jonckers THM,
Raboisson P, Simmen K, Chaltin P, Bartenschlager R,
Bogers WM, Neyts J,avi Loock M.

Mar-2023

Nature

https://pubmed.ncbi.nlm.nih.gov/36922586/

Kao YS, Wang LC, Chang PC, Lin HM, Lin YS, Yu CY, ChenVeena Rani N, Kapoor N, Krishnan A.
CC, Lin CF, Yeh TM, Wan SW, Wang JR, Ho TS, Chu CC, Apr-2023

Zhang BC, Chang CP.

17-03-2023

PLoS Pathog.
https://pubmed.ncbi.nlm.nih.gov/36930690/

Dengue virus (DENV) infection can inducehifeatening
dengue hemorrhagic fever/dengue shock syndrome in
infected patients. DENYV is a threat to global health due to
its growing numbers and incidence of infection in the last
50 years. During inftion, DENV expresses ten structural
and nonstructural proteins modulating cell responses to
benefit viral replication. However, the lack of knowledge
regarding the cellular proteins and their functions in
enhancing DENV pathogenesis impedes the develdpmen
of antiviral drugs and therapies against fatal DENV
infection. Here, we identified that integriimked kinase
(ILK) is a novel enhancing factor for DENV infection by
suppressing type | interferon (IFN) responses.
Mechanistically, ILK binds DENV NS1N®8, activates
Akt and Erk, and induces NBdriven suppressor of

Biochem Biophys Res Commun
https://pubmed.ncbi.nlm.nih.gov/36878035/

Viratlike particles (VLPs) because of their-irdactious

and high immunogenic properties have important
applications indiagnostics, drug delivery, and vaccine
production. They also serve as an attractive model system
to study virus assembly and fusion processes. Unlike other
flaviviruses, Dengue virus (DENV) is not very efficient in the
production of VLPs on the expressiaf DENV structural
proteins. On the other hand, the stem region and
transmembrane region (TM) of G protein of Vesicular
Stomatitis virus (VSV) alone are sufficient for budding.
Here we generated chimeric VLPs replacing regions of
stem and transmembrane othain (STEM) or only
transmembrane domain (TM) of E protein of DEENMth
corresponding regions of VSV G protein. Both chimeric
proteins secreted VLPs at higher levels than the wild type
(2-4 folds) without any significant change in the expression
in the cell. Chimeric VLPs could be recognized by a

cytokine signaling 3 (SOCS3) expression. Elevated SOCS3 in conformational monoclonal antibody, 4G2. They were also

DENMnNfected cells inhibits phosphorylation of STAT1/2
and expression of interferestimulated genes (ISGs).
Inhibiting ILK, Aktor Erk activation abrogates SOCS3
expression. In DENNfected mice, the treatment of an ILK
inhibitor significantly reduces viral loads in the brains,
disease severity, and mortality rate. Collectively, our
results show that ILK is a potential therapeutrget
against DENV infection.

Dalvi APR, Gibson G, Ramos AN Jr, Bloch KV, Sousa GDS,
Silva TLND, Braga JU, Castro,M@rneck GL.

16-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36928657/

Goethals O, Kaptein SJF, Kesteldy, Bonfanti JF, Van
Wesenbeeck L, Bardiot D, Verschoor EJ, Verstrepen BE,
Fagrouch Z, Putnak JR, Kiemel D, Ackaert O, Straetemans
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found to interact with denguénfected patient sera
effectively thus implying that their antigenic determinants
are preserved. In addition, they were albebind to its
putative receptor, heparin with similar affinity as the
parent counterpart thus retaining its functional property.
However, ceitell fusion revealed that there is no
significant increase in the fusion ability of chimeras as
compared to theparent clone, whereas VSV G protein
displayed high cedlell fusion activity. Overall, this study
suggests that chimeric dengue VLPs can be taken forward
for their likely potential as vaccine production and
serodiagnosis.

Jaffal A, Fite J, Baldet T, Delaunay P, Jourdain F, Mora
Castillo R, Olive MM, Roiz D.

06-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36877728/
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BackgroundOver the past decades, several viral diseases
transmitted by Aedes mosquitoeengue, chikungunya,
Zikahave spread outside of tropical areas. lifait the
transmission of these viruses and preserve human health,
the use of mosquito traps has been developed as a
complement or alternative to other vector control
techniques. The objective of this work was to perform a
systematic review of the existirggientific literature to
assess the efficacy of interventions based on adult
mosquito trap to control Aedes population densities and
the diseases they transmit worldwid®ethods and
findings: Following the Preferred Reporting Items for
Systematic Reviewsand MetaAnalyses (PRISMA)
guidelines, a systematic review was conducted using the
PubMed and Scopus databases. Among the 19 selected
papers, lethal ovitraps were used in 16 studies, -host
seeking female traps in 3 studies. Furthermore, 16 studies
focusedon the control of Ae. aegypti. Our review showed
great heterogeneity in the indicators used to assess trap
efficacy: e.g., the number of hesteking females, the
number of gravid females, the proportion of positive
containers, the viral infection ratef@male mosquitoes or
serological studies in residents. Regardless of the type of
studied traps, the results of various studies support the
efficacy of mass trapping in combination with classical
integrated vector control in reducing Aedes density. More
studies with standardized methodology, and indicators are
urgently needed to provide more accurate estimates of
their efficacy ConclusionsThis review highlights gaps in
the demonstration of the efficacy of mass trapping of
mosquitoes in reducing viral tramission and disease.
Thus, further largscale cluster randomized controlled
trials conducted in endemic areas and including
epidemiological outcomes are needed to establish
scientific evidence for the reduction of viral transmission
risk by mass trappirtgrgeting gravid and/ordst-seeking
female mosquitoes.

Gladysheva AA, Gladysheva AV, Tarai VA, Loktev VB.
11-03-2023

Vopr Virusol
https://pubmed.ncbi.nlm.nih.gov/36961231/

Slavkin HC, Dubois PA, Kleinman DV, FucRillo
16-03-2023

J Healthc Leadersh.
https://pubmed.ncbi.nlm.nih.gov/36960302/

Oral, dental and craniofacial (ODC) health has a profound
impact on general health and welfare throughout life, yet

US e@ntists and physicians operate across misaligned silos.
This protracted division limits access to optimal health,

supports fee for services, and exacerbates health

disparities. Early in the 20th century, the most frequent

dental therapy was tooth extractio removed infected
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teeth were substituted by prosthetic appliances
commonly, dentures or nothing. Most adults assumed
becoming edentulous was a normal corollary of aging.
With the discovery of penicillin and other antibiotics,
healthcare professionalsnd policy makers predicted
infectious diseases would become irrelevant. However,
given numerous health threats, including SERS2, HIV,
multidrugresistant bacteria, Zika virus, Ebola virus, and
now monkeypox, public and professional awareness of
transmissible infectious diseases has never been more
evident. Ironically, little attention has been paid to unmet
transmissible, infectious, common oral diseasdsntal
caries and periodontal diseases. Therefore, these persist
within "the silent and invisiblepidemic". The preventable
death of a young boy in 2007 from an infected untreated
tooth that produced bacterial meningitis is a profound
reminder that our nation has vast inequities in education,
health, and welfare. The impact of oral infections on
hosptal-acquired pneumonia, postperative infection in
cardiac valve surgery, and even academic performances of
disadvantaged children displayed through
sociodemographic characteristics and access to care
determinants also are profound! This paper asseréd th
current and emerging ODC health knowledge and science
will inform health policies and advance equity in access to
care, affordable costs, and optimal healthcare outcomes.
We recommend that legal and regulatory systems and
public health programs be reged to ensure health
equity. A fair healthcare system that addresses holistic
healthcare must be transparent, accessible, integrated
and provide a standard of oral healthcare based upon
scientific evidence for all people across the lifespan.

So KK, Le NMT, Nguyen NL, Kim DH.
23-03-2023

Microb Cell Fact
https://pubmed.ncbi.nlm.nih.gov/36959657/

Hao H, Wu S, Lin J, Zheng Z, Zhou Y, Zhang Y, Guo Q, Tian
F, Zhao M, Chen Y, Xu X, Hou L, Wang X, Tang R.
23-03-2023

Nat Biomed Eng

https://pubmed.ncbi.nlm.nih.gov/36959404/

Javelle E, de Laval F, Durand GA,Ai&icko C, Bousquet

A, Delaune D, Briolant S, Mérens A, Brossier C, Pommier
H, Gala F, Courtiol A, Savreux Q, Sicard S, Sanchez JP,
Robin F, Simon F, de Lamballerie X, Grard G, Leparc
Goffart |, de Santi VP.

Apr-2023
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Emerg Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36958020/

During 2012020, a chikungunya outbreak occurred in
Djibouti City, Djibouti, while dengue virus and malaria
parasites were cocirculating. We used blotting paper to
detect abovirus emergence and confirm that it is a robust
method for detecting and monitoring arbovirus outbreaks
remotely.

Eder J, ZijlstraWillems E, Koen G, Kootstra NA, Wolthers
KC, Geijtenbeek TB.

06-03-2023

Front Immunal
https://pubmed.ncbi.nIm.nih.gov/36949942/

Zika virus is a member of the Flaviviridae family that has
caused recent outbreaks associated with neurchigi
malformations. Transmission of Zika virus occurs primarily
via mosquito bite but alswia sexual contact. Dendritic
cells (DCs) and Langerhans cells (LCs) are important
antigen presenting cells in skin and vaginal mucosa and
paramount to induce antival immunity. To date, little is
known about the first cells targeted by Zika virus in these
tissues as well as subsequent dissemination of the virus to
other target cells. We therefore investigated the role of
DCs and LCs in Zika virus infection. Humanooyta
derived DCs (moDCs) were isolated from blood and
primary immature LCs were obtained from human skin
and vaginal explants. Zika virus exposure to moDCs but not
skin and vaginal LCs induced Type | Interferon responses.
Zika virus efficiently infecteda®Cs but neither epidermal

nor vaginal LCs became infected. Infection of a human full
skin model showed that BEIGN expressing dermal DCs
are preferentially infected over langerin+ LCs. Notably, not
only moDCs but also skin and vaginal LCs efficiently
transmitted Zika virus to target cells. Transmission by LCs
was independent of direct infection of LCs. These data
suggest that DCs and LCs are among the first target cells
for Zika virus not only in the skin but also the genital tract.
The role of vaginal E@n dissemination of Zika virus from
the vaginal mucosa further emphasizes the threat of
sexual transmission and supports the investigation of
prophylaxes that go beyond mosquito control.

Rego ROM, Lopez JE, CabeSasz A.
06-03-2023

Front Cell Infect Microbiol
https://pubmed.ncbi.nlm.nih.gov/36949813/

Farias PCS, Pastor AF, Gongales JP, do Nascimento IDS,
de Souza Ferraz ES, Lopes TRR, do Carmo RF, Cbéelho
MRCD, Silva Jinior JVJ.
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BackgroundThe severity and distribution of dengue virus
(DENV) infections have been attributed to a complex
interaction among viral, host and environmental factors.
Herein, we investigatk the influence of chikungunya
(CHIKV) and Zika (ZIKV) viruses on the epidemiological
profile of dengue cases, using Recife, Pernambuco state,
Brazil, as a study model. In addition, we described and
compared the epidemiological profile related to each
arbovirus (DENV vs. CHIKV vs. ZMathods:All cases of
dengue, chikungunya and Zika reported to the
Pernambuco Health Department in 262013 (DENV
circulation) and 2012018 (DENV, CHIKV and ZIKV co
circulation) were included in our study. The cases were
classified by sex, age and race/color and their distribution
was analyzed by the test. Furthermore, the data were
also analyzed for emfections. Temperature, humidity
and rainfall data were analyzed using-oveey ANOVA and
paired ttest. ResultsDuring 20112013, 15,315 dengue
cases were diagnosed, most of them female, brown and
20-29 age group. Between 2016 and 2018, 15,870 dengue
cases were described, which presented the same profile
described above. In the two triennia, the female/male
dengue ratio fluctuated significantly, ranging from 1.07 to
1.52. Regarding chikungunya, 7@&es were reported,
most of them female and brown. The female/male ratio
also fuctuated significantly, ranging from 1.62 to 2.1. Two
YFAY 3S INRBdzLJA 6SNB 20&aSNBSR
OYAY2NRGe 2F RAF3Ay2asaov |FyR
diagnoses). In the same triennium, 266 Zika cases were
reported to the Pernambuco Health Defaent, mainly

in females and in the-9 and 2639 age groups. In general,
119 coinfections were identified: 117 DEMNDHIKYV, 1
CHIKMZIKV and 1 DEMSHIKMZIKV. Concerning climate
data, only the humidity in 2011 was significantly different
from the other years. Conclusion:The epidemiological
profile of dengue cases did not change after the
introduction of CHIKV and ZIKV. Females were the most
diagnosed with dengue, chikungunya or Zika, however we
found important differences in the age profile of these
arboviruses, which should be considered by public health
policies, as well as investigated in future gadf virus

host interaction.

Osuolale O.

Mar-2023

Envron Health Perspect.
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Aedes (Stegomyia) albopictus (Skuse, 1854) was reported
in Brazil for the first time in 1986 and has shown marked
expansion throughout the Brazilian territory. During a
routine activity to control dengue fever conducted by the
Division of Entomology of the Municipal Health
Department in Rio Branco city, adults and immatures of
Culicidae were collected in a pearban area. The
identified Culicidae forms indicated that they belonged to
the species Ae. albopictus. This is the first offie@rd of

the presence of Ae. albopictus in the Acre State,
confirming its current presence in all Brazilian states.

Gerken KN, Mutuku FM, Ndenga BA, Agola GA, Migliore
E, Fabre EP, Mumbo S, Shaita KN, Rezende IM, LaBeaud
AD.

14-07-2022

PLOS Glob Public Health.
https://pubmed.ncbi.nlm.nih.gov/36962424/

The Rift Valley fever virus (RVFV) is a zoonotic arbovirus
that can alsdransmit directly to humans from livestock.
Previous studies have shown consumption of sick animal
products are risk factors for RVFV infection, but it is
difficult to disentangle those risk factors from other
livestock rearing activities. Urban areas havéncreased
demand for animal source foods, different vector
distributions, and various arboviruses are understood to
establish localized urban transmission cycles. Thus far,
RVFV is an unevaluated public health risk in urban areas
within endemic regionsWe tested participants in our
ongoing urban cohort study on dengue (DENV) and
chikungunya (CHIKV) virus for RVFV exposure and found
1.6% (57/3,560) of individuals in two urban areas of Kenya
had antiRVFV IgG antibodies. 88% (50/57) of RVFV
exposed partipants also had antibodies to DENV, CHIKV,
or both. Although livestock ownership was very low in
urban study sites, RVFV exposure was overall significantly
associated with seeing goats around the homestead (OR =
2.34 (Cl 95%: 1.1869, p = 0.02) and iniimu, RVFV
exposure was associated with consumption of raw milk
(OR =6.28 (Cl 95%: 0-28.21, p = 0.02). In addition, lack

of piped water and use of small jugs-@®liters) for water

was associated with a higher risk of RVFV exposure (OR =
5.36 (Cl 9%: 1.2316.44, p = 0.01) and this may contribute

to interepidemic vecteborne maintenance of RVFV. We
also investigated perception towards human vaccination
for RVFV and identified high acceptance (91% (97/105) at
our study sites. This study provides bimgeevidence to
guide future studies investigating the urban potential of
RVFV and highlights the unexplored role of animal
products in continued spread of RVFV.

Muthanje EM, Kimita G, Nyataya J, Njue W, Mulili C,
Mugweru J, Mutai B, Kituyi SN, Waitumbi J.
24-03-2023
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Abdulsalam FI, Antunez P, Yimthiang S, Jawjit W.
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PLOS Glob Public Health.
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ArriagaNieto L, HernandeBautista PF, VallejoParas
A, GrajalesMuiiiz C, Rojadlendoza T, Cabrer&aytan
DA, GrijalvaOtero |, Cach-Diaz B, JaimeBetancourt L,
PadillaVelazquez R, Valélvarado G, PereAndrade Y,
OvalleLuna OD, RiverMahey M.

25-03-2023
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The Dengue (DENV), Zika (ZIKV), and Chikungunya (CHIKV)
virus infections have been linked to GuilBerré
syndrome (GBS). GBS has an estimated lethality of 4% to
8%, even with effective treatment. Mexico is considered a
hyperendemic country for DENV digethe circulation of

four serotypes, and the ZIKV and CHIKV viruses have also
been circulating in the country. The objective of this study
was to predict the number of GBS cases in relation to the
cumulative incidence of ZIKV / DENV / CHIKV in Mexico
from 2014 to 2019. A sipear time series ecological study
was carried out from GBS cases registered in the Acute
Flaccid Paralysis (AFP) Epidemiological Surveillance System
(ESS), and DENV, ZIKV and CHIKV estimated cases from
cases registered in the epiderugical vectoiborne
diseases surveillance system. The results shows that the
incidence of GBS in Mexico is positively correlated with
DENV and ZIKV. For every 1,000 estimated DENV cases,
1.45 GBS cases occurred on average, and for every 1,000
estimated KV cases, 1.93 GBS cases occurred on average.
A negative correlation between GBS and CHIKV estimated
cases was found. The increase in the incidence of GBS
cases in Mexico can be predicted by observing DENV and
ZIKV cases through the epidemiological suanei
systems. These results can be useful in public health by
providing the opportunity to improve capacities for the
prevention of arbovirus diseases and for the timely
procurement of supplies for the treatment of GBS.

Khan A, Ndenga B, Mutuku F, Bosire CM, Okuta V, Ronga
CO, Mutai NK, Musaki SK, Chebii PK, Maina PW, Jembe
Z, Amugongo JS, Malumbo SL, Ng'ang'a CM, LaBeaud D.
20-04-2022

PLOS Glob PubHealth
https://pubmed.ncbi.nlm.nih.gov/36962138/
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The incidence of dengue has increased rapidly in
Bangladesh since 2010 with an outbreak in 2018 regchi

a historically high number of cases, 10,148. A better
understanding of the effects of climate variability before
dengue season on the increasing incidence of dengue in
Bangladesh can enable early warning of future outbreaks.
We developed a generalizeéddar model to predict the
number of annual dengue cases based on monthly
minimum temperature, rainfall and sunshine prior to
dengue season. Variable selection and leaeout
crossvalidation were performed to identify the best
prediction model and to waluate the model's
performance. Our model successfully predicted the largest
outbreak in 2018, with 10,077 cases (95% CI: [9,912
10,276)), in addition to smaller outbreaks in five different
years (2003, 2006, 2010, 2012 and 2014) and successfully
identified the increasing trend in cases between 2010 and
2018. We found that temperature was positively
associated with the annual incidence during the late
winter months (between January and March) but
negatively associated during the early summer (between
Apriland June). Our results might be suggest an optimal
minimum temperature for mosquito growth of 2B°C.
This study has implications for understanding how climate
variability has affected recent dengue expansion in
neighbours of Bangladesh (such as northewia and
Southeast Asia).

Robinson ML, Glass DR, Duran V, Agudelo Rojas OL, Sanz
AM, Consuegra M, Sahoo MK, Hartmann FJ, Bddse
Gelvez RM, Bueno NRinsky BA, Montoya JG, Maecker

H, Estupifian Cardenas Ml, Villar Centeno LA, Garrido
EMR, Rosso F, Bendall SC, Einav S.

24-03-2023
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Approximately 5 million dengue virirdected patients
progress to a potentially Ifénreatening severe dengue
(SD) infection annually. To identify the immune features
and temporal dynamics underlying SD progression, we
performed deep immune prdiing by mass cytometry of
PBMCs collected longitudinally from SD progressors (SDp)
and uncomplicated dengue (D) patients. While D is
characterized by early activation of innate immune
responses, in SDp there is rapid expansion and activation
of IgGsecretng plasma cells and memory and regulatory
T cells. Concurrently, SDp, particularly children,
demonstrate increased proinflammatory NK cells,
inadequate expansion of CDlfonocytes, and high
expression of the FR CD64 on myeloid cells, yet a
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signature ofdiminished antigen presentation. Syndrome
specific determinants include suppressed dendritic cell
abundance in shock/hemorrhage versus enriched plasma
cell expansion in organ impairment. This study reveals
uncoordinated immune responses in SDp and provides
insights into SD pathogenesis in humans with potential
implications for prediction and treatment.

Facharztmagazine R.

Mar-2023

MMW Fortschr Med
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Ren M, Zhou Y, Tu T, Jiang D, Pang M, Li Y, Luo Y, Yao X,
Yang Z, Wang Y.
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https://pubmed.ncbi.nlm.nih.gov/36982925/

Neurotropic viruses severely damage the central nervous
system (CNS) and human health. Common neurotropic
viruses include rabies virus (RABV), Zika virus, and
poliovirus. When treating neurotropic virus infection,
obstruction of the blooérain barrier (BBB) reduces the
efficiency of drug delivery to the CNS. An efficient
intracerebral delivery system can significanticrease
intracerebral delivery efficiency and facilitate antiviral
therapy. In this study, a rabies virus glycopeptide (RVG)
functionalized mesoporous silica nanoparticle (MSN)
packaging favipiravir{A05) was developed to generate T
705@MSMNRVG. It wafurther evaluated for drug delivery
and antiviral treatment in a VSMected mouse model.
The RVG, a polypeptide consisting of 29 amino acids, was
conjugated on the nanopatrticle to enhance CNS delivery.
The T705@MSNRVG caused a significant decrease in
virus titers and virus proliferation without inducing
substantial cell damage in vitro. By releasisgp9, the
nanoparticle promoted viral inhibition in the brain during
infection. At 21 days postfection (dpi), a significantly
enhanced survival rati¥ 7%) was observed in the group
inoculated with nanoparticle compared with the Ron
treated group (23%). The viral RNA levels were also
decreased in the therapy group at 4 and 6 dpi compared
with that of the control group. The-M5@MSNRVG
could be consided a promising system for CNS delivery
for treating neurotropic virus infection.

TranVanMinh A, Ye Z, Rancz E.
30-03-2023

PLo0S One
https://pubmed.ncbi.nlm.nih.gov/36996085/
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Monosynaptically restricted rabies viruses have been used
for more than a decade for synaptic connectivity tracing.
However, the verisimilitude of quantitative conclusions
drawn from these experimestis largely unknown. The
primary reason is the simple metrics commonly used,
which generally disregard the effect of starter cell
numbers. Here we present an experimental dataset with a
broad range of starter cell numbers and explore their
relationship wih the number of input cells across the brain
using descriptive statistics and modelling. We show that
starter cell numbers strongly affect input fraction and
convergence index measures, making quantitative
comparisons unreliable. Furthermore, we suggest a
principled way to analyse rabies derived connectivity data
by taking advantage of the starter vs input cell relationship
that we describe and validate across independent
datasets.

Andrade BFMDC, Queiroz LH, Marinho M.
27-03-2023

Rev Soc Bras Med Trop
https://pubmed.ncbi.nIm.nih.gov/36995786/

Sachdeva A, Vinay, Kumar T, Yadav G, Tondwal J.
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Yan J, Ou BS, Saouaf OM, Meany EL, Eckman N, Appel EA.

25-03-2023
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Equitable global access to vaccines requires we overcome
challenges associated with complex immunization
schedules and their associated economic burdens that
hinder delivery in under resourced emriments. The
rabies vaccine, for example, requires multiple
immunizations for effective protection and each dose is
cost prohibitive, and therefore inaccessibility
disproportionately impacts lowand middleincome
countries. In this work we developed anjeatable
hydrogel depot technology for sustained delivery of
commercial inactivated rabies virus vaccines. In a mouse
model, we showed that a single immunization of a
hydrogetbased rabies vaccine elicited comparable
antibody titers to a standard prird@oost bolus regimen of

a commercial rabies vaccine, despite these hydrogel
vaccines comprising only half of the total dose delivered in
the bolus control. Moreover, these hydrodpsed
vaccines elicited similar antigepecific Icell responses
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and neutralimg antibody responses compared to the
bolus vaccine. Notably, we demonstrated that while
addition of a potent clinical TLR4 agonist adjuvant to the
gels slightly improved binding antibody responses,
inclusion of this adjuvant to the inactivated virionoiae

was detrimental to neutralizing responses. Taken
together, these results suggest that these hydrogels can
enable an effective regimen compression and dosesparing
strategy for improving global access to vaccines.

Zhang A, Jin L, Yao S, Matsuyama M, van Velthoven C,
Sullivan H, Sun N, Kellis M, Tasic B, Tasic B, Wickersham
IR, Chen X.

18-03-2023

bioRxiv
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Mapping the connectivity of diverse neuronal types
provides the foundation for understanding the structure
and function of neural circuits. Higlroughput and low
cost neuroanatomical techniques based on RNA&duokr
sequencing have the potential to achieve circuit mapping
at cellular resolution and a braivide scale, but existing
Sindbis virudbased techniques can only map leagge
projections using anterograde tracing approaches. Rabies
virus can complementngerograde tracing approaches by
enabling either retrograde labeling of projection neurons
or monosynaptic tracing of direct inputs to genetically
targeted postsynaptic neurons. However, barcoded rabies
virus has so far been only used to map -nearonal
cellular interactionsn vivoand synaptic connectivity of
cultured neurons. Here we combine barcoded rabies virus
with singlecell and in situ sequencing to perform
retrograde labeling and transsynaptic labeling in the
mouse brain. We sequenced 96 retradgly labeled cells
and 295 transsynaptically labeled cells using sitejle
RNAseq, and 4,130 retrogradely labeled cells and 2,914
transsynaptically labeled celfssitu. We determined the
transcriptomic identities of rabies virirfected cells
robustly using both singleell RNAseq andin situ
sequencing. We then distinguished lelagge projecting
cortical cell types from multiple cortical areas and
identified cell types with converging or diverging synaptic
connectivity. Combininip situsequencingvith barcoded
rabies virus thus complements existing sequenbased
neuroanatomical techniques and provides a potential path
for mapping synaptic connectivity of neuronal types at
scale.

Patnaik A, Dash A, Pradhan S, Nanda S.
Nov-2022
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Rabies is a zoonotic and fatal encephalitis caused by
members of thd_yssavirugenus. Among them, the most
relevant species Isyssavirus rabigwhich is estimated to
cause 60,000 human and most mammal rabies deaths
annually worldwide. Nevertheless]l lyssaviruses can
invariably cause rabies, and therefore their impact on
animal and public health should not be neglected. For
accurate and reliable surveillance, diagnosis should rely on
broadspectrum tests able to detect all known
lyssaviruses, inding the most divergent ones. In the
present study, we evaluated four different pigssavirus
protocols widely used at an international level, including
two reaktime RTPCR assays (namely LN34 and
JW12/N165146), a hemnested RIPCR and a orstep
RTPQR. Additionally, an improved version of the LN34
assay ((n) LN34) was developed to increase primer
template complementarity with respect to all lyssavirus
species. All protocols were evaluated in silico, and their
performance was compared in vitro emplayin8

lyssavirus RNAs (encompassing 15 species). The (n) LN34

assay showed enhanced sensitivity in detecting most
lyssavirus species, with limits of detection ranging from 10
to 100 RNA copies/pyL depending on the strain, while
retaining high sensitivity amet Lyssavirus rabiesThe
development of this protocol represents a step forward
towards improved surveillance of the entire Lyssavirus
genus.

Kapur V.
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Viruses form extensive interfaces with host proteins to
modulate the biology of the infected cell, frequently via
multifunctional viral proteins. These qbeins are
conventionally considered as assemblies of independent
functional modules, where the presence or absence of
modules determines the overall composite phenotype.
However, this model cannot account for functions
observed in specific viral proteinBor example, rabies
virus (RABV) P3 protein is a truncated form of the
pathogenicity factor P protein, but displays a unique
phenotype with functions not seen in longer isoforms,
indicating that changes beyond the simple complement of
functional modules €&fine the functions of P3. Here, we
report structural and cellular analyses of P3 derived from
the pathogenic RABV strain Nishigahara (Nish) and an
attenuated derivative strain (MIE). We identify a network

of intraprotomer interactions involving the gldar G
terminal domain and intrinsically disordered regions (IDRs)
of the Nterminal region that characterize the fully
functional Nish P3 to fluctuate between open and closed
states, whereas the defective-§E P3 is predominantly
open. This conformatiohdifference appears to be due to
the single mutation N226H in-8E P3. We find that Nish
P3, but not NCE or N226H P3, undergoes lididdid
phase separation and this property correlates with the
capacity of P3 to interact with different cellular
memlraneless organelles, including those associated
with immune evasion and pathogenesis. Our analyses
propose that discrete functions of a critical multifunctional
viral protein depend on the conformational arrangements
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of distant individual domains and IDRsaddition to their have harbored the MPX¥fected rodents involved in the
independent functions. 2003 United States outbreak.

Ji F, Xu L, Long K, Zhang F, Zhang M, Lu X, XiaeM JCh
DuY, Tang Y, Wu H, Shi Y, Ma R, Li J, Chen Z, Xu B, Zhang
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Scott I_D,Satheshkumar PS, Petersen BWZ Rao AK, Bell Chimeric antigen receptor T celCART) therapy has

WR, Bjerk SM, Forrest S, Gao W, DashejfRBssell K, limited efficacy for treating glioma because of the

Pappas M, Kiefer J, Bickler W, Wiseman A, Jurantee J,  jxfiltrative nature of the bloodrain barrier (BBB) and T
Reichard RR, Smith KE, Lynfield R, Scheftel J, Wallace  ¢g|| exhaustion. Conjugation with rabies virus glycoprotein

RM, Bonwitt J. (RVG) 29 enhances the bra@tated efficacy of various
29-03-2023 agents. Hee we assess whether RVG enhances the ability
Clin Infect Dis of CART cells to cross the BBB and improves their
https://pubmed.ncbi.nIm.nih.gov/36988328/ immunotherapy. We generated 70R CRRells (anti

CD70 CAR modified with RVG29) and validated their
tumor-killing efficacy in vitro and in vivo. We validated
their effects on tumor regression in a human glioma
mouse orthotopic xenograft model as well as in patient
derived orthotopic xenograft (PDOX) models. The signaling
pathways activated in 70R GARells were revealed by
RNA sequencing. The 70R QARellswe generated
showed effective antitumor function against CB3libma
cells both in vitro and in vivo. 70R CRAgells were better
able to cross the BBB into the brain than CD70Te¢é#s
under the same treatment conditions. Moreover, 70R

Taha TY, Townsend MB, Pohl J, Karem KL, Damon IK,
Mbala Kingebeni P, Muyembe Tamfum JJ, Martin JW,
Pittman PR, Huggins JW, Satheshkumar PS, Bagarozzi DA
Jr, Reynolds MG, trghes LJ.

01-03-2023

Pathogens
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Monkeypox virus (MPXV), a member of @wéhopoxvirus CART cells gjnificantly promote the regression of glioma
(OPXV) genus, is a zoonotic virus, endemic to central and  yenografts and improve the physical characteristics of
western Afica that can cause smallpbike symptoms in mice without causing overt adverse effects. RVG

humans with fatal outcomes in up to 15% of patients. The  mogification enables CARcells to cross the BBB, and
incidence of MPXV infections in the Democratic Republic  stimulation with glioma cells induces 70R TAlIsto

of the Congo, where the majority of cases have occurred  expand in a resting state. The modification of RVG29 has a
historically, has been estimated to hawvereased as much positive impact on CAR therapy for brain tumors and
as 20fold since the end of smallpox vaccination in 1980. may have potential in CARtherapy for glioma.
Considering the risk global travel carries for future disease

outbreaks, accurate epidemiological surveillance of MPXV

is warranted as demonstrated by the recent Mpox

outbreak, whee the majority of cases were occurring in

non-endemic areas. Serological differentiation between

childhood vaccination and recent infection with MPXV or

other OPXVs is difficult due to the high level of Yoo JY, De SL, Sarkar A, Adams JH, Groer M.
conservation within OPXV proteins. Here, a pegtiaked Apr-2023

serological assay was developed to specifically detect Heliyon

exposure to MPXV. A comparative analysis of  https://pubmed.ncbi.nlm.nih.gov/36974321/

immunogenic proteins across human OPXVs identified a

large subset of proteins that could potentially be

specifically recognized in response to a MPXattion.

Peptides were chosen based upon MPXV sequence

specificity and predicted immunogenicity. Peptides

individually and combined were screened in an ELISA

against serum from wetiharacterized Mpox outbreaks, Wilson AG, FehlneGardiner C, Wilson S, Pierce KN,
vaccinee sera, and smallpox sera collecteibr pto McGregor GF, Gonzalez C, Luszcz TMJ.

eradication. One peptide combination was successful with ~ 11-05-2022

~86% sensitivity and ~90% specificity. The performance of ~PLOS Glob Public Health

the assay was assessed against the OPXV IgG ELISA in thehttps://pubmed.ncbi.nlm.nih.gov/36962180/

context of a serosurvey by retrospectively screening a set  Domestic animals can serve as consequential conveyors of
of serum specimenfrom the region in Ghana believed to zoonotic pathogens across wilditfaman interfaces. Still,
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there has been little study on how different domestic
species and their bek#rs influence the zoonotic risk to
humans. In this study, we examined patterns of bat
encounters with domestic animals that resulted in
submission for testing at the rabies laboratories of the
Canadian Food Inspection Agency (CFIA) during- 2014
2020. Ourgoals were specifically to examine how the
number of bats submitted and the number of rabies
positive bats varied by the type of domestic animal
exposure and whether domestic cats were indoor or-free
roaming. The CFIA reported 6258 bat submissions for
rabies testing, of which 41.5% and 8.7% had encounter
histories with cats and dogs, respectively. A much smaller
fraction of bat submissions (0.3%) had exposure to other
domestic animals, and 49.5% had no domestic animal
exposure. For the bat submissions rethtto cats, and
where lifestyle was noted, 91.1% were associated with
free-roaming cats and 8.9% with indoor cats. Model
results indicated the probability of a rabjessitive bat
was the highest with a history of dog association (20.2%),
followed by batswith no animal exposure (16.7%), free
roaming cats (6.9%), cats with unspecified histories (6.0%)
and the lowest probability associated with Foee-
roaming (indoor) cats (3.8%). Although there was lower
rabies prevalence in bats associated with cats eveth

to dogs, the 4.8 fold higher number of 4=t interactions
cumulatively leads to a greater overall rabies exposure risk
to humans from any freebpaming outdoor cats. This study
suggests that freeoaming owned cats may have an
underappreciated roleni cryptic rabies exposures in
humans and as a significant predator of bats. Preventing
free-roaming in cats is a cesffective and underutilized
public health recommendation for rabies prevention that
also synergistically reduces the health burden of othe
feline-associated zoonotic diseases and promotes feline
welfare and wildlife conservation.

Poleshchuk EM, Tagakova DN, Sidorov GN, Orl68a
Gordeiko NS, Kaisarov AZ.

11-03-2023
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Introduction: On the territory of Russia four species of
lyssaviruses (genus Lyssavirus) were ifiethtithree of
them caused human deathsThe aim of work:to
characterize fatal cases in humans after contacts with bats
in the Far East in 20182021 and to perform typing of
isolated pathogensMaterials and methodstyssavirus
infection was confirmed inasples of sectional material
from people who died in the Amur Region in 2019, in the
Primorsky Krai in 2019 and 2021. Diagnostics was
performed by fluorescent antibody test (FAT) andPRR
using diagnostic kits of domestic production. Viruses were
isolated in a bioassay. The nucleoprotein sequences were
analyzed after 1st passage. The analysis of phylogenetic
relationships and the construction of a dendrogram were
performed using the MEGA7 softwaResultsThe viruses
that caused the fatal cases in hursan the Amur Region
and Primorsky Krai share more than 90% identity to
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Lyssavirus irkut detected in Russia and China. Together
they form a separate monophyletic cluster with 100%
bootstrap supportConclusionOn the territory of Russia,
monitoring of bat populations for infection with
lyssaviruses is relevant. The material of people who died
from encephalomyelitis of unknown etiology within 1015
days from the onset of the disease must be examined for
lyssavirus infection. It is necessary to develop P&®sas
that employ genuspecific primers. The use of molecular
biological methods is promising for improving the
diagnosis of rabies and epidemiological surveillance, as
well as increasing the efficiency of the system of biological
safety of the populatioof the Russian Federation.

Trachome

Dyer CEF, Kalua K, Chisambi AB, Wand H, McManus H,
Liu B, Kaldor JM, Vaz Nery S.

28-03-2023

Ophthalmic Epidemiol
https://pubmed.ncbi.nIm.nih.gov/36987395/

Purposef-ollowing a national populatidmsed trachoma
survey in Malawi one round of azitlmycin mass drug
administration (MDA) was carried out, with a pbHDA
impact survey showing TF prevalence below 5% and
considered eliminated as a public health problem.
However, active trachoma was still present in over 200
children. We assessed whethemter, sanitation, and
hygiene (WASH) factors were associated with ongoing
presence of TF in children age® Years following MDA.
Methods: A secondary analysis was performed on a sub
set of the postMDA impact survey data for children aged
1-9 years. We sed a logistic regression analysis, adjusted
for clustering at the household and village leRasults:
Among 16,142 children ageeRlyears, 209 (1.3%) had TF
after MDA. Factors associated with a significantly lower
odds of TF after MDA were living im@usehold with a
handwashing facility (aOR: 0.37) and living in a household
where water for washing is located further away from the
home (30 min away aOR: 0.39 .034, or more than 1 h
away aOR: 0.3 = .018) compared with water in the
yard. Conclusin: The inverse association between a
domestic handwashing facility and TF is consistent with
previous findings, but the association of increasing
distance to collect water for washing with a reduced risk
of TF was unexpected and may reflect the impact of
drought and unmeasured behavioural factors related to
water usage. A more comprehensive collection of
sociodemographic and WASH factor information in
populationbased trachoma surveys will provide insight
into achieving and maintaining low levels of tranho

Onchocerca
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Introduction:Onchocerciasis is the world's second leading
cause of infectious blindness and remaimsajor problem

in parts of Africa. In light of the efforts targeted towards
improving ongoing elimination program, this study
assessed onchocermaduced visual impairments in
Gashaka local government areas (LGA) in Taraba State,
north-eastern NigeridMethods:In 2019, we recruited 158
consenting visually impaired persons across three
communities in Garbabi ward of Gashaka LGA. To avoid
confusion with ceendemic trachoma, the integrity of the
tarsal conjunctiva, eyelashes were assessed using direct
light. The anterior segment of the eye was also examined
using a torchlight with oblique illumination. However, the
posterior segment of the eye was assessed using a fundus
camera. Two photographic images for the left and right
eye of each participant were capéd using the clinical
fundus camera. The photographic eye images that were
too dark were discarded, and only clear images were
analyzed by two ophthalmologists. An ocular
manifestation report was recorded for each participant
following consensus betweenhd ophthalmologists.
ResultsOf the 316 photographic eye images, almost half
146 (46.2%) from 73 participants were just too destroyed
for light to penetrate and was not included in the analysis.
Only 170 from 85 participants were clear and examinable.
A total of 33 (39%) participants had chorioretinitis
suggestive of onchocerciasis, including 22(25.9%) with
chorioretinal atrophy, 7(8.2%) and 4(4.7%) had
chorioretinal atrophy in combination with early cataract
and signs of trachoma respectively. In additi®(3.5%) of

the participant had eye images which showed lens
opacities, 1(1.2%) showed signs of keratoconus and
1(1.2%) showed a scared and pigmented cornea, possibly
due to onchocerciasis. Furthermore, 28 (32.9%) had some
ill-defined changes and 19 (2%) showed poorly defined
chorioretinal atrophyConclusiontn a bid to sustain MDA
gains towards elimination of onchocerciasis, this work
highlights the need for continuous assessment of
onchocerciasis induced visual impairment, strengthening
of ivermedin delivery and optimizing compliance and
patient care among affected populations. These would
require resource acquisition and local capacity building.
Our preliminary findings call for further operational
research on ocular morbidity as well as future
stakeholders' consultations in this portant and
understudied area.

Wang E, Kong X, Wolle M, Gasquet N, Ssekasanvu J,
Mariotti SP, Bourne R, Taylor H, Rdsoff S, West S.
22-05-2023

31

Ophthalmology
https://pubmed.ncbi.nlm.nih.gov/36963570/

Topic:We provide global estimates of the prevalence of
corneal blindness and vision impairment in adultset0s/

and older and examine the burden by age, gender, and
geographic region from 198020. Clinical relevance:
Corneal opacities (CO) are among the top five causes of
blindness worldwide, yet the global prevalence, regional
differences, and risk factorsrea unclear. Methods:
Abstracted data from the published literature and surveys
were obtained from the Global Burden of Disease Vision
Loss Expert Group. We supplemented this by an
independent systematic literature search of PubMed,
Embase, Web of Scien&cgopus, and Cochrane. Studies
that provided CO vision impairment data based on
populationbased surveys for subjects 40 years of age or
older were included, for a total of 244. For each of the four
outcomes of blindness and moderate to severe vision
impaiment (MSVI) caused by trachomatous and -non
trachomatous CO (NTCO), time trends and differences in
prevalence by region, age, and sex were evaluated using a
Poisson loginear model with a generalized estimating
equation method. Agstandardized estimatesf @lobal
prevalence of blindness and MSVI were calculated using
the 2015 United Nations standard populatioResults:

The global prevalence of blindness due to NTCO in those
40 years and older was 0.081% (95% CI=0.049% to
0.315%); MSVI was 0.130% (95%0Q187% to 0.372%).
There was a significant increase with age (prevalence rate
ratio=2.15, 95% CI=1.2932). Latin America and Europe
had the lowest rates, with -8 fold higher rates of
blindness/MSVI in the other regions. The global
prevalence of blindrss due to trachomatous CO in those
50 years and older was 0.013% (95% CI=0.006% to
0.043%); MSVI was 0.180% (95% CI=0.006% to 0.049%).
Trachomatous CO blindness and MSVI increased with age
and female gender, and rates were significantly higher in
the Afrian regions; a decrease in blindness rates over time
was found (prevalence rate ratio estimate=0.91, 95%
CI=0.860.96). Conclusion; An estimated 5.5 million
persons worldwide are bilaterally blind or with MSVI due
to CO, with an additional 6.2 million uigally blind.
Trachomatous CO blindness is declining over time, likely
due to the massive scaleup of the global trachoma
elimination program and ovell socioeconomic
development.

Lakew S, Asefa G, Zerdo Z.

23-05-2023

BMC Public Health.
https://pubmed.ncbi.nIm.nih.gov/36959544/
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BackgroundDeep learning, which is a part of a broader
concept of artificial intelligence (Al) and/or machine

learning has achieved remarkable success in vision tasks.

While there is growing interest in the use of this
technology in diagnostic support for skelated
neglected tropical diseases (skin NTDs), there have been
limited studies in this area and fewer focused on dark skin.
In this study, we aimed to develop deep learning based Al
models with clinical images welleated for five skin NTDs,
namely, Buruli ulcer, leprosy, mycetoma, scabies, and
yaws, to understand how diagnostic accuracy can or
cannot be improved using different models and training
patterns. Methodology: This study used photographs
collected prospetitvely in Cote d'lvoire and Ghana through
our ongoing studies with use of digital health tools for
clinical data documentation and for teledermatology. Our
dataset included a total of 1,709 images from 506 patients.
Two convolutional neural networks, ResN@ and VG6

16 models were adopted to examine the performance of
different deep learning architectures and validate their
feasibility in diagnosis of the targeted skin N'Rpisicipal
findings: The two models were able to correctly predict
over 70% of theliagnoses, and there was a consistent
performance improvement with more training samples.
The ResNeb0 model performed better than the VA®
model. Model trained with PCR confirmed cases of Buruli
ulcer yielded 43% increase in prediction accuracy over
training sets including unconfirmed cas@onclusions:
Our approach was to have the deep learning model
distinguish between multiple pathologies simultaneously
which is close to realorld practice. The more images
used for training, the more accuratehet diagnosis
became. The percentages of correct diagnosis increased
with PCPpositive cases of Buruli ulcer. This demonstrated
that it may be better to input images from the more
accurately diagnosed cases in the training models also for
achieving better ecuracy in the generated Al models.
However, the increase was marginal which may be an
indication that the accuracy of clinical diagnosis alone is
reliable to an extent for Buruli ulcer. Diagnostic tests also
have its flaws, and they are not always reéialiine hope

for Al is that it will objectively resolve this gap between
diagnostic tests and clinical diagnoses with addition of
another tool. While there are still challenges to be
overcome, there is a potential for Al to address the unmet
needs where a&ss to medical care is limited, like for
those affected by skin NTDs.
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The intersections between NTDs, disability, andtatdih
health are increasingly recognised globally. Chronic
morbidity resultant from many NTDs, particularly those
affecting the skinncluding lymphatic filariasis (LF),
leprosy, Buruli ulcer (BU) and onchocerciessigell known
and largely documenteaddm a medicalised perspective.
However less is known about the complex biosocial
interaction shaping interconnected morbidities. We apply
syndemic theory to explain the biosocial relationship
between NTDs and mental distress in the context of
structural wblence in Liberia. By advancing syndemic
theory to include intersectional thought, it is apparent that
structural violence becomes embodied in different ways
through interacting multievel (macro, meso and micro)
processes. Through the use of-diepth quditative
methods, we explore the syndemic interaction of NTDs
and mental distress from the vantage point of the most
vulnerable and suggest that: 1) the posnflict
environment in Liberia predisposes people to the chronic
effects of NTDs as well as ottggneralised stressors' as a
consequence of ongoing structural violence; 2) people
affected by NTDs are additionally exposed to stigma and
discrimination that cause additional stressors and
synergistically produce negative health outcomes in
relation to NF'Ds and mental distress; and 3) the impact
and experience of consequential syndemic suffering is
shaped by intersecting axes of inequity such as gender and
generation which are themselves created by unequal
power distribution across multiple systems levBlnging
together health systems discourse, which is focused on
service integration and centred around disease control,
with syndemic discourse that considers the biosocial
context of disease interaction offers new approaches. We
suggest that taking asgiemicinformed approach to care

in the development of peopleentred health systems is
key to alleviating the burden of syndemic suffering
associated with NTDs and mental distress currently
experienced by vulnerable populations in resotiéted
settings.
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Yotsu R, Ding Z, Hamm J, Blanton R.
15-03-2023

medRxiv
https://pubmed.ncbi.nlm.nih.gov/36993502/

BackgroundDeep learning, which is a part of a broader
concept of artificial intelligence (Al) and/or machine
learning has achieved remarkable success in vision tasks.
While there is growing interest in the use of this
technology in diagnostic pport for skinrelated
neglected tropical diseases (skin NTDs), there have been
limited studies in this area and fewer focused on dark skin.
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In this study, we aimed to develop deep learning based Al
models with clinical images we collected for five skD\NT
namely, Buruli ulcer, leprosy, mycetoma, scabies, and
yaws, to understand how diagnostic accuracy can or
cannot be improved using different models and training
patterns. Methodology: This study used photographs
collected prospectively in Céte d'lvoined Ghana through
our ongoing studies with use of digital health tools for
clinical data documentation and for teledermatology. Our
dataset included a total of 1,709 images from 506 patients.
Two convolutional neural networks, ResSetand VGG

16 models wre adopted to examine the performance of
different deep learning architectures and validate their
feasibility in diagnosis of the targeted skin N'Hisicipal
findings: The two models were able to correctly predict
over 70% of the diagnoses, and thereswea consistent
performance improvement with more training samples.
The ResNeb0 model performed better than the VA®
model. Model trained with PCR confirmed cases of Buruli
ulcer yielded 3% increase in prediction accuracy over
training sets includinginconfirmed casesConclusions:
Our approach was to have the deep learning model
distinguish between multiple pathologies simultaneously
which is close to realorld practice. The more images
used for training, the more accurate the diagnosis
became. Theercentages of correct diagnosis increased
with PCPpositive cases of Buruli ulcer. This demonstrated
that it may be better to input images from the more
accurately diagnosed cases in the training models also for
achieving better accuracy in the generatdt models.
However, the increase was marginal which may be an
indication that the accuracy of clinical diagnosis alone is
reliable to an extent for Buruli ulcer. Diagnostic tests also
have its flaws, and they are not always reliable. One hope
for Al is that it will objectively resolve this gap between
diagnostic tests and clinical diagnoses with addition of
another tool. While there are still challenges to be
overcome, there is a potential for Al to address the unmet
needs where access to medical careinstéd, like for
those affected by skin NTDs.

Lépre

Azevedo MCS, Marques H, Binelli LS, Malange MSV,

Devides ACFachin LRV, Soares CT, Belone AFF, Rosa PS,

Garlet GP, Trombone APF.
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Leprosy is a chronic and infectious disease that primarily
affeds the skin and peripheral nervous system, presenting
a wide spectrum of clinical forms with different degrees of
severity. The distinct host immune response patters
developed in the response to the bacillus Mycobacterium
leprae, the leprosy etiologic ageare associated with the
spectral clinical forms and outcome of the disease. In this
context, B cells are allegedly involved in the disease
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immunopathogenesis, usually as antibgagducing cells,
but also as potential effector or regulatory elements. In
order to determine the regulatory B cells role in
experimental leprosy, this study evaluated the outcome of
M. leprae infection in B cell deficient mice (BKO) and WT
C57BI/6 control, by means of
microbiological/bacilloscopic, immunohistochemical and
molealar analysis, performed 8 months after M. leprae
inoculation. The results demonstrated that infected BKO
showed a higher bacilli number when compared with WT
animals, demonstrating the importance of these cells in
experimental leprosy. The molecular asa@y
demonstrates that the expression ofdLIl-:10 and TGF

was significantly higher in the BKO footpads when
compared to WT group. Conversely, there was no
difference in IFN, TNF" and 1117 expression levels in
BKO and WT groups-1E expression wasignificantly
higher in the Ilymph nodes of WT group. The
immunohistochemical analysis revealed that M1 (GD80
cells counts were significantly lower in the BKO group,
while no significant difference was observed to M2
(CD206) counts, resulting a skewed 112 balance.
These results demonstrated that the absence of B
lymphocytes contribute to the persistence and
multiplication of M. leprae, probably due to the increased
expression of the 4, 1-:10 and TG¥F cytokines, as well

as a decrease in the number of M1 macrophages in the
inflammatory site.

Finardi AJ, Oliveira NG, Moraes EB, Batista LCF,
Bortolomai BE, Suffys PN, Baptista IMFD.
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Increased laxity of the skin cdme caused by aging,
significant weight loss, or defects in the elastic tissue- A 38
yearold female presented with increased laxity of the skin
over the neck, thighs, and abdomen for 6 years, associated
with headache and blurring of vision for a week. On
cutaneous examination, prominent skin folds, laxity, and
wrinkles were noted over the neck, abdomen, thighs, and
groin, with yellowish papules along the neck creases.
Ocular examination revealed features suggestive of
angioid streaks. Skin biopsy showedyfnanted elastic
fibers and intervening calcium deposits on Verhoeff Van
Gieson and Von Kossa stains. Based on these findings, a
diagnosis of pseudoxanthoma elasticum (PXE) was made.
The patient was started on oral and topical sunscreens and
eye protectionand advised regular folleup. Diagnosing

the condition early based on skin findings can help prevent
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further multisystem manifestations by taking appropriate
preventive measures as this condition is progressive and
has no cure.

Chitsulo S, Omotayo D, Mbendera K, Sinyiza FW, Chisale
M, Mbakaya BC.
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Dos Santos DF, Garcia LP, Borges IS, Oliveira TJ, Antunes
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The ulnar nerve is the second most commonly entrapped
nerve after the median nerve. Although clinicallastion

and electrodiagnostic studies remain widely used for the
evaluation of ulnar neuropathy, advancements in imaging
have led to increased utilization of these newer / better
imaging techniques in the overall management of ulnar
neuropathy. Specifidgl highresolution ultrasonography

of peripheral nerves as well as MRI has become quite
useful in evaluating the ulnar nerve in order to better
guide treatment. The caliber and fascicular pattern
identified in the normal ulnar nerves are important
distinguishing features from ulnar nerve pathology. The
cubital tunnel within the elbow and Guyon's canal within
the wrist are important sites to evaluate with respect to
ulnar nerve compression. Both acute and chronic
conditions resulting in deformity, trauma agell as
inflammatory conditions may predispose certain patients
to ulnar neuropathy. Granulomatous diseases as well as
both neurogenic and neneurogenic tumors can also
potentially result in ulnar neuropathy. Tumors around the
ulnar nerve can also lea® mass effect on the nerve,
particularly in tight spaces like the aforementioned canals.
Although higkresolution ultrasonography is a useful
modality initially, particularly as it can be helpful for
dynamic evaluation, MRI remains most reliable due to its
higher resolution. Newer imaging techniques like
sonoelastography and microneurography, as well as
nervespecific contrast agents, are currently being
investigated for their usefulness and are not routinely
being used currently.
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Communitybased screening for tuberculosis (TB) could
improve detection but is resourdatensive. We set out to
evaluate the accuracy of computeided TB screening
using digital chest -y (CXR) to determine if this
approach met target product profiles (TPP) for
communitybased screening. CXR images from
participants in the 2016 Kenya Natal TB Prevalence
Survey were evaluated using CAD4TBv6 (Delft Imaging),
giving a probabilistic score for pulmonary TB ranging from
0 (low probability) to 99 (high probability). We constructed
a Bayesian latent class model to estimate the accuracy of
CAD4Bv6 screening compared to bacteriologically
confirmed TB across CAD4TBv6 threshold-offsit
incorporating data on Clinical Officer CXR interpretation,
participant demographics (age, sex, TB symptoms,
previous TB history), and sputum results. We compared
modelestimated sensitivity and specificity of CAD4TBV6 to
optimum and minimum TPPs. Of 63,050 prevalence survey
participants, 61,848 (98%) had analysable CXR images, and
8,966 (14.5%) underwent sputum bacteriological testing;
298 had bacteriologicalyonirmed pulmonary TB.
Median CAD4TBv6 scores for participants with
bacteriologicallkconfirmed TB were significantly higher
(72, 1QR: 582.75) compared to participants with
bacteriologicallnegative sputum results (49, IQR:5%
p<0.0001). CADATBvV6 métetoptimum TPP; with the
threshold set to achieve a mean sensitivity of 95%
(optimum TPP), specificity was 83.3%, (95% credible
interval [Crl]: 83.0983.7%, CADA4TBv6 threshold: 55).
There was considerable variation in accuracy by
participant characterists; with older individuals and
those with previous TB having lowest specificity.
CADATBv6 met the optimal TPP for TB community
screening. To optimise screening accuracy and efficiency
of confirmatory sputum testing, we recommend that an
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adaptive approach tthreshold setting is adopted based
on participant characteristics.
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For lymphatic filariasis (LF) elimination, endemic countries
must document the burden of LF morbidity (LFM).
Communitybased screening (CBS) is used to collect
morbidity dda, but evidence demonstrating its reliability
is limited. Recent pilots of CBS for LFM alongside mass
drug administration (MDA) in Céte d'lvoire suggested low
LFM prevalence (22.2 per 10,000). We estimated LFM
prevalence in Bongouanou District, Cotealte, using a
comparative crossectional design. We compared CBS
implemented independently of MDA, adapted from
existing Ministry of Health protocols, to a population
based prevalence survey led by formally trained nurses.
We evaluated the reliability focase identification,
coverage, equity, and cost of CBS. CBS identified 87.4
cases of LFM per 10,000; the survey identified 47.539.4
56.3; prevalence ratio [PR] 1.84; 95% CI-2.64). CBS
identified 39.7 cases of suspect lymphoedema per 10,000;
the suvey confirmed 35.1 (2921.5) filarial
lymphoedema cases per 10,000 (PR 1.13 {0.38]). CBS
identified 96.5 scrotal swellings per 10,000; the survey
found 91.3 (83.29.8; PR 1.06 [0.9B.21)); including 33.9
(27.7-38.8) filarial hydrocoele per 10,0(@R of suspect to
confirmed hydrocele 2.93 [2.4555]). Positive predictive
values for case identification through CBS were 65.0%
(55.873.5%) for filarial lymphoedema; 93.7% (89.3
96.7%) for scrotal swellings; and 34.0% (21.2%) for
filarial hydrocele. Households of lower socioeconomic
status and certain minority languages were at risk of
exclusion. Direct financial costs were $0.17 per individual
targeted and $69.62 per case confirmed. Our community
based approach to LFM burden estimation appears
scalable and provided reliable prevalence estimates for
LFM, scrotal swellings and-lyfphoedema. The results
represent a steghange improvement on CBS integrated
with MDA, whilst remaining at programmatically feasible
costs. Filarial hydrocoele cases @veoverestimated,
attributable to the use of case definitions suitable for
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massscreening by informal staff. Our findings are broadly
applicable to countries aiming for LF elimination using CBS.
The abstract is available in French in the S1 File.
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Over the past decade, there have been increasing reports
of nontuberculous mycobacteria (NTM) species being
implicated in tuberculosis (TB) treatment failure or
misdiagnosed as TBnadequate awareness of NTM
pulmonary disease among healthcare workers (HCWs)
may contribute to a low index of suspicion for patients
presenting to their hospitals. In this study, we assessed the
awareness of NTM pulmonary disease (NAD) among
front deskHCWs in Northern Tanzania. A cresstional
descriptive survey was carried out among front desk HCWs
in four administrative regions of Northern Tanzania. A
standardized questionnaire was administered to
consented participants from four clusters; climsia
laboratory scientists, nurses, and pharmacists serving TB
patients from Regional and District Health Facilities. Each
participant was asked a set of questions, scored and the
total score for each participant was determined. An
awareness score was usdéd measure the level of
awareness. The average score for all participants was
estimated including the 95% confidence interval (Cl). The
overall awareness score was 24.1%, 95% Ci2B206.
History of training, experience in TB care, level of health
facilties, age group, and setting were found to be
statistically associated with the level of awareness of study
participants. More than twohirds (67%) of participants
believe that pulmonary NTM and TB are clinically similar
and 60% are not aware that AFB idgcopy cannot
distinguish between the two. Only 13% of participants
could mention at least one risk factor for NTM pulmonary
disease. The level of awareness of NTM pulmonary disease
was poor among HCWs in the surveyed TB clinics. National
TB Programs aradvised to include a topic on NTM in
various oAob TB training packages for HCWs.

Girdwood S, Pandey M, Machila T, Warrier R, Gautam J,
Mukumbwa-Mwenechanya M, Benade M, Nichols K,
Shibemba L, Mwewa J, Mzyece J, Lungu P, Albert H,
Nichols B, Choonga P.

25-01-2023

PLOS Glob Public Health
https://pubmed.ncbi.nIm.nih.gov/36963019/



https://pubmed.ncbi.nlm.nih.gov/36962742/
https://pubmed.ncbi.nlm.nih.gov/36962795/
https://pubmed.ncbi.nlm.nih.gov/36963008/
https://pubmed.ncbi.nlm.nih.gov/36963019/
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The "Thalidomide tragedy" is a landmark in the history of
the pharmaceutical industry. Despite limited clinical trials,
there is a continuous effotd investigate thalidomide as a
drug for cancer and inflammatory diseases such as
rheumatoid arthritis, lepromatous leprosy, and CG}AD
This review focuses on the possibilities of targeting
inflammation by repurposing thalidomide for the
treatment of diopathic pulmonary fibrosis (IPF). Articles
were searched from the Scopus database, sorted, and
selected articles were reviewed. The content includes the
proven mechanisms of action of thalidomide relevant to
IPF. Inflammation, oxidative stress, and emige
mechanisms are major pathogenic factors in
Transforming growth factér (TGH) is the major
biomarker of IPF. Thalidomide is an effective -anti
inflammatory drug in inhibiting TG&F interleukins (H6

and LU ), and tumour necrosis factdr (TNFh).
Thalidomide binds cereblon, a process that is involved in
the proposed metanism in specific cancers such as breast
cancer, colon cancer, multiple myeloma, and lung cancer.
Cereblon is involved in activating Adsiftivated protein
kinase (AMPK)GF /Smad signalling, thereby
attenuating fibrosis. The past few years have witneased
improvement in the identification of biomarkers and
diagnostic technologies in respiratory diseases, partly
because of the COVI® pandemic. Hence, investment in
clinical trials with a systematic plan can help repurpose
thalidomide for pulmonary fibsis.

IPF.

Mac PA, Airiohuodion PE, Zubair S, Tadele M, Aighobahi
JO, Anyaike C, Kroeger A, Panning M.
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Mekonnen S, Farris H.
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Ethiopia is attempting to reduce cangetfated morbidity

and mortality through a strategic national cancer control
plan but according to Globocan 2020, hematologic
malignancies particularly leukemia and #éodgkin's
lymphoma rank amuy the top five leading causes of new
cancer incidence and cause of death among all age groups
in both sexes. Hematopoietic sterall transplantation
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(HSCT) is an advanced treatment modality that makes the
only effective treatment for cancer and noancer
related hematologic diseases unresponsive to
conventional therapy. Patients who need stem cell
transplants must travel to abroad countries to get the
treatment. Meanwhile, the Ethiopian National Specialty
and Subspecialty Roadmap sets the goal of estatdis
HSCT centers in 202029 GC, yet leaders and planners
must start taking steps to put the setup in place. Setting
up an HSCT facility is challenging for developing countries
due to the high costs, limited infrastructure, and need for
intensive medicastaff training; however, several nations
have been able to start successful stem cell transplant
programs. This review summarizes the basic steps and
requirements of the program in light of guidelines
recommendations and lessons learned from other
developng countries. It also highlights possible €ost
effective opportunities, bottlenecks, and areas that will
require work and investment to make the objective reality
in Ethiopia. Provides key information to assist
administrators and policymakers to set pities in
planning and making informed decisions to establish and
maintain the service.

Pinho AB, Freitas MM, Fontes CJF.
27-06-2022

Rev Bras Ortop (Sao Paulo).
https://pubmed.ncbi.nlm.nih.gov/36969776/

Objective To evaluate a simple and fast diagnostic
instrument to be used by any health professional to track
the disability presented by leprosy patientdethod
Validation study of a diagnostic test performed in a sample
of 156 leprosy patients to track functional disability
through the shortened disabilities of arm, shoulder, and
hand (QuickDASH) questionnaire The simplified
neurological assessment paged by the World Health
Organization was used as a reference. A receiver operating
characteristic (ROC) curve was constructed to determine
the cutoff point of QuickDASH that best discriminated
patients with functional disability caused by leprosy.
ResultsWe identified 86 (55.5%) patients with functional
disability by simplified neurological evaluation. The
performance of the QuickDASH instrument showed that,
at a cutoff point of 30 points, the sensitivity and specificity
were 72.1% and 68.1% (accuracy 0f3%), respectively,

to identify functional disability, with a positive predictive
value of 73.8%ConclusionThe QuickDASH instrument
showed good accuracy to track functional disability in
leprosy patients, and it may be useful in clinical practice of
primary and general outpatient care, with the goal of
identifying patients who need specialized reference for
the prevention and treatment of this condition.

Leite JAD, Sampaio ACDeite CMGDS, Leite JGDS,
Sampaio MV, Lima DA.
15-02-2022
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DallmannSauer M, Xu YZ, da Costa ALF, Tao S, Gomes
TA, Prata RBDS, Corrddacedo W, Manry J, Alcais A,
Abel L, Cobat A, Fava VM, Pinheiro RO, Lara FA, Probst
CM, Mira MT, Schurr E.

27-03-2023

PLoS Pathog

https://pubmed.ncbi.nlm.nih.gov/36972292/

Leprosy, caused by Mycobacterium leprae, rarely affects
children younger than 5 years. Here, we studied a
multiplex leprosy family that included monozygotic twins
aged 22 months suffering from paucibacillary lsgro
Whole genome sequencing identified three amino acid
mutations previously associated with Crohn's disease and
Parkinson's disease as candidate variants for early onset
leprosy: LRRK2 N551K, R1398H and NOD2 R702W. In
genomeedited macrophages, we demoretied that cells
expressing the LRRK2 mutations displayed reduced
apoptosis activity following mycobacterial challenge
independently of NOD2. However, employing- co
immunoprecipitation and confocal microscopy we showed
that LRRK2 and NOD2 proteins interdéteRAW cells and
monocytederived macrophages, and that this interaction
was substantially reduced for the NOD2 R702W mutation.
Moreover, we observed a joint effect of LRRK2 and NOD2
variants on Bacillus CalmetBuérin (BCGhduced
respiratory burst, KRB activation and
cytokine/chemokine secretion with a strong impact for the
genotypes found in the twins consistent with a role of the
identified mutations in the development of early onset
leprosy.

Qiang FSheng J.

Mar-2023

Intern Med J
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Vollset M, Aavitsland P.
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Yotsu R, Ding Z, Hamm J, Blanton R.
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medRxiv
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White EB, HernandeRamirez RU, Majwa RK, Nalugwa
T, Reza T, Cattamanchi A, Katamba A, Davis JL.
23-11-2022

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962541/

To accelerate tuberculosis (TB) control and elimination,
reliable data is needed to improve the quality of TB care.
We assessed agreement between a surveillance dataset
routinely collected for Uganda's national TB program and
a highfidelity dataset collected from the same source
documents for a research stufipm 32 health facilities in
2017 and 2019 for six measurements: 1) Srpeaitive

and 2) GeneXpefositive diagnoses, 3) bacteriologically
confrmed and 4) clinically diagnosed treatment
initiations, and the number of people initiating TB
treatment who vere also 5) living with HIV or 6) taking
antiretroviral therapy. We measured agreement as the
average difference between the two methods, expressed
as the average ratio of the surveillance counts to the
research data counts, its 95% limits of agreemenfJL.O
and the concordance correlation coefficient. We used
linear mixed models to investigate whether agreement
changed over time or was associated with facility
characteristics. We found good overall agreement with
some variation in the expected facHigvel agreement for

the number of smear positive diagnoses (average ratio
[95% LOA]: 1.04 [0.3B82]; CCC: 0.78), bacteriologically
confirmed treatment initiations (1.07 [0.€/70]; 0.82),
and people living with HIV (1.11 [0:841]; 0.82).
Agreement wagpoor for Xpert positives, with surveillance
data undercounting relative to research data (0.45 [0-099
2.07]; 0.36). Although surveillance data overcounted
relative to research data for clinically diagnosed treatment
initiations (1.52 [0.7:B.26]) and numbeof people taking
antiretroviral therapy (1.71 [0.74.12]), their agreement

as assessed by CCC was not poor (0.82 and 0.62,
respectively). Average agreement was similar across study
years for all six measurements, but facikétyel
agreement varied frorgear to year and was not explained
by facility characteristics. In conclusion, the agreement of
TB surveillance data with hididelity research data was
highly variable across measurements and facilities. To
advance the use of routine TB data as a qualit
improvement tool, future research should elucidate and
address reasons for variability in its quality.

Dean L, Theobald S, Nallo G, Bettee A, Kollie K, Tolhurst
R.

29-06-2022

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962440/

The intersectionbetween NTDs, disability, and mental ill
health are increasingly recognised globally. Chronic
morbidity resultant from many NTDs, particularly those
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affecting the skinncluding lymphatic filariasis (LF),
leprosy, Buruli ulcer (BU) and onchocercissigd! known

and largely documented from a medicalised perspective.
However less is known about the complex biosocial
interaction shaping interconnected morbidities. We apply
syndemic theory to explain the biosocial relationship
between NTDs and mental distse$n the context of
structural violence in Liberia. By advancing syndemic
theory to include intersectional thought, it is apparent that
structural violence becomes embodied in different ways
through interacting mukievel (macro, meso and micro)
processes Through the use of {depth qualitative
methods, we explore the syndemic interaction of NTDs
and mental distress from the vantage point of the most
vulnerable and suggest that: 1) the paosnflict
environment in Liberia predisposes people to the chronic
effects of NTDs as well as other 'generalised stressors' as a
consequence of ongoing structural violence; 2) people
affected by NTDs are additionally exposed to stigma and
discrimination that cause additional stressors and
synergistically produce negativeealth outcomes in
relation to NTDs and mental distress; and 3) the impact
and experience of consequential syndemic suffering is
shaped by intersecting axes of inequity such as gender and
generation which are themselves created by unequal
power distributon across multiple systems levels. Bringing
together health systems discourse, which is focused on
service integration and centred around disease control,
with syndemic discourse that considers the biosocial
context of disease interaction offers new apprioas. We
suggest that taking a synderidormed approach to care

in the development of peopleentred health systems is
key to alleviating the burden of syndemic suffering
associated with NTDs and mental distress currently
experienced by vulnerable poptitas in resourcdimited
settings.

Leturiondo AL, Noronha AB, Mendonga CYR, Ferreira CO,
AlvaradoArnez LE, Manta FSN, BezeféCL, Carvalho
EF, Moraes MO, Rodrigues FDC, Talhari C.
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This systematic review aimed to examine the knowledge
of caregivers regarding pressure ulcer (PU) prevention. A
thorough, methodical search was conducted from the
earliest date to February 1, 2023 using keywordseted
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from Medical Subject Headings such as "Caregivers",
"Knowledge", and "Pressure ulcer" in various international
electronic databases such as Scopus, PubMed, Web of
Science, and Persian electronic databases such as
Iranmedex and Scientific InformatioDatabase. The
quality of the studies included in this systematic review
was evaluated using an appraisal tool for csExgional
studies (AXIS tool). In total, 927 caregivers participated in
the eight studies. The average age of the participants was
40.50(SD = 12.67). Among the participants, 61.87% were
women. The average caregiver's knowledge of PU
prevention was 53.70 (SD = 14.09) out of 100, which
suggests a moderate level of knowledge. Factors such as
level of education, age, occupation, informatidmoat

PUs, attitude, and practice had a significant positive
relationship with caregivers' knowledge related to the
prevention of PUs. Knowledge had a significantly negative
relationship with age. In addition, marital status, type of
relationship, age, gerd, occupation, level of education,
and inpatient wards had a significant relationship with
caregivers' knowledge regarding PUs prevention.
Therefore, managers and policymakers in the medical field
can help increase caregivers' knowledge by providing an
online or inperson educational platform relevant to PU
prevention.

Ramakrishnan L.

01-03-2023

Dis Model Mech
https://pubmed.ncbi.nlm.nih.gov/36951140/

Trypanosomes
(trypanosomiase et
maladie de Chagas)

CasasSanchez A, Ramaswamy R, Perally S, Haines LR,
Rose C, Aguilerglores M, Portillo S, Verbeelen M,
Hussain S, Smithson L, Yunta C, Lehane MJ, Vaughan S,
van den Abbeele J, Aimeida IC, Boulanger MJ, Acosta
Serrano A.
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PLoS Pathog

https://pubmed.ncbi.nlm.nih.gov/36996244/

Trypanosoma brucei spp. develop into mammalian
infectious metacyclic trypomastigotes inside tsetse
salivary glands. Begs acquiring a variant surface
glycoprotein (VSG) coat, little is known about the
metacyclic expression of invariant surface antigens.
Proteomic analyses of saliva from T. brirfcted flies
identified, in addition to VSG and Brucei Alaiieh
Protan (BARP) peptides, a family of-@mrihored surface
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proteins herein named as Metacyclic Invariant Surface
Proteins (MISP) because of its predominant expression on
the surface of metacyclic trypomastigotes. The MISP
family is encoded by five paralog gength >80% protein
identity, which are exclusively expressed by salivary gland
stages of the parasite and peak in metacyclic stage, as
shown by confocal microscopy and immdrigh
resolution scanning electron microscopy. Crystallographic
analysis of a MISksoform (MISP360) and a high
confidence model of BARP revealed a triple helical bundle
architecture commonly found in other trypanosome
surface proteins. Molecular modelling combined with live
fluorescent microscopy suggests that MISteriini are
potentially extended above the metacyclic VSG coat, and
thus could be tested as a transmisskacking vaccine
target. However, vaccination with recombinant MISP360
isoform did not protect mice against a T. brucei infectious
tsetse bite. Lastly, both CRISPd&&9driven knock out and
RNAI knock down of all MISP paralogues suggest they are
not essential for parasite development in the tsetse
vector. We suggest MISP may be relevant during
trypanosome transmission or establishment in the
vertebrate's skin.

Mlozen MM, Van Marwijk J, Wilhelmi BS, Whiteley C.
23-03-2023

Int J Nanomedicine.
https://pubmed.ncbi.nlm.nih.gov/36992823/

BackgroundRegardless of the efforts to ease cases of
human African trypanosomiasis (HAT), an increased
number of cases get reported annually. This is because of
drug resistantTrypanosoma brucdiTb), the causative
agert of the illness. This has renewed the need for creative
methods to find new antirypanosomal drugs. The blood
stream form (BSF) of the parasite depends exclusively on
the glycolytic pathway for energy production while it is in
the human host. Interruptias in this pathway efficiently
kills the parasiteTrypanosoma brucéiexokinaseToHK)

is the first enzyme in glycolysis, and any effectors or
inhibitors of THHK would have potential as anti
trypanosomal agents.Methods: TbHK and human
glucokinase HGCK) were overexpressed with a 6
histidinetag inE. colBL21(DES3) cells having the pRARE2
plasmid. Results: THHK had thermal and pH stability
between 30°C and 55°C and 7.5 and 8.5, respectively,
while hGCK exhibited thermal and pH stability between
30°C and40°C and 7.0 and 8.0, respectively. Kinetically,
THHK had a Kof 39.3 pM, Maxof 0.066 pmol.min.mL1,

Keat Of 2.05 mint and kafKm of 0.0526 mirt.umott. hGCK
exhibited a K of 4.5 pM, Maxof 0.032 pnmol.miA.mL1,

keat Of 11.25 mirt, and ka/Km of 2.5 mint.umol?.
Interaction kinetic studies of silver nanoparticles (AgNPs)
(0.1 pM) of average size of 6 nm wittHK anchGCK were
conducted. AgNPs selectively inhibifBdHK ovethGCK.
THHK showed a necompetitive inhibition with a 50% and
28% derease in Max and kalkm, respectively HSGCK
showed a 33% increase in affinity, 9% decreasg.inand

a 50% increase in enzyme efficienGonclusion:The
observed pattern of hGCK and AgNPs falls under the
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uncompetitive inhibition. The observed Higtselective
inhibitory effects of AgNPs betwe&hHK anchGCK may
be used in development @ew antitrypanosomal drugs.

Martinez MZ, Olmo F, Taylor MC, Caudron F, Wilkinson
SR

16-03-2032
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Pagoti MC, Dias HJ, Candido ACBB, Oliveira TAS, Borges
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AEM, Magalhdes LG.
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Chagas disease is a neglected tropical disease that affects
more than 8 million people. Although there are therapies
against this disease, the search for new drugs is important
because the current treatments show limited
effectiveness and high toxicity. this work, eighteen
dihydrobenzofurastype neolignans (DBNs) and two
benzofurartype neolignans (BNs) were synthesized and
evaluated against amastigote forms of tlaypanosoma
cruzistrains. The in vitro cytotoxicity and hemolytic activity
of the most adve compounds were also evaluated and
their relationships withT. cruzitubulin DBNs were
investigated by an in silico approach. Four DBNs
demonstrated activity against the cruziTulahuen la&
strain (1Go from 7.96 to 21.12 pM), and DBINexhibited

the highest activity against the amastigote forms ofThe
cruziY strain (163 3.26>M). Compound4-4 showed C&3
values higher than antitrypanosomal activities, except for
DBN 3. All DBNs with antitrypanosomal activity
demonstrated Ck higher than 100 pM. The in silico
results indicated that DBNE 2, and 4 are capable of
destabilizig the dynamics of the tubulmicrotubule
from the vinca site. These compounds displayed promising
in vitro activity againgk. cruziespecially compourty and
can be considered molecular prototypes for
development of new antiparasitic drugs.

the

Ferreira GM, Kronenberger T, Maltarollo VG, Poso A, de
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Trypanosoma cruzithe etiological agent of Chagas
disease, relies on finely coordinated epigeneggulation
during the transition between hosts. Herein we targeted
the silent information regulator 2 (Sir2) enzyme, a NAD
dependent class Il histone deacetylase, to interfere with
the parasites' cell cycle. A combination of molecular
modelling with ortarget experimental validation was
used to discover new inhibitors from commercially
available compound libraries. We selected six inhibitors
from the virtual screening, which were validated on the
recombinant Sir2 enzyme. The most potent inhibitor
(CDMSD1, I1Go = 40>M) was chosen as a potential lead
compound.

Sakyi PO, Kwofie SK, Tuekpe JK, Gwira TM, Broni E,
Miller WA 3rd, Wilson MD, Amewu RK.

21-02-2023
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Canine vecteborne diseases are of great relevance not
only regarding animal welfare butsalin relation to the
One Health concept. Knowledge concerning the most
relevant vectoiborne pathogens in dogs is scarce and
limited to stray dogs in most western African regions, and
there is virtually no information about the situation in kept
dogs presenting (regularly) to vets. Therefore, the blood
samples of 150 owned guard dogs in the Ibadan-grea
the southwest of Nigeriavere collected and analyzed for
the DNA of PiroplasmidBgbesiaHepatozoonTheileri,
Filarioidea (e.g.Dirofilaria immitis Dirofilaria repenys
Anaplasmataceae (e.g., Anaplasma  Ehrlichid,
Trypanosomatidae (e.g.Leishmania Trypanosomp
Rickettsia Bartonella Borrelia and hemotropic
Mycoplasmausing molecular methods. Overall, samples
from 18 dogs (12%) tested positiver fat least one
pathogen Hepatozoon cani$%) was the most prevalent
blood parasite, followed bBabesia ros§4%). There was

a single positive sample each Babesia voge(D.6%) and
Anaplasma platy§0.6%). Moreover, one mixed infection
with Trypansoma brucei/evansiand Trypanosoma
congolensekilifi was confirmed (0.67%). Generally, the
prevalence of vecteborne pathogens in this sample
group of owned dogs in southwest Nigeria was lower than
in prior studies from the country and in other parts of
Africa in total. This leads to the assumption that, firstly, the
exact geographical location has a major influence on the
incidence of vecteborne diseases, and, secondly, it
seems to make a difference if the dogs are owned and,
therefore, regularly checkleat a veterinary clinic. This
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study should raise awareness of the importance of routine
health checkups, tick and mosquito prophylaxis, and a
well-managed infectious disease control program to
prevent vectotborne diseases in canines.

Negrdo NW, Crowe LP, Mantilla BS, Baptista RP, King
Keller S, Huang G, Docampo R.

28-02-2023
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https://pubmed.ncbi.nlm.nih.gov/36986308/

Trypanosoma brucdas the causative agent of African
trypanosomiasis, a deadly disease that affects humans and
cattle. There are very few drugs to treat it, and there is
evidence 6mounting resistance, raising the need for new
drug development. Here, we report the presence of a
phosphoinositide  phospholipase C (TBEEike),
containing an X and a PDZ domain, that is similar to the
previously characterized THPLC1l. TbMALGike only
possesses the X catalytic domain and does not have the
EFhand, Y, and C2 domains, having instead a PDZ domain.
Recombinant TbfRLGike does not hydrolyze
phosphatidylinositol 4;/6isphosphate (PH#Pand does not
modulate TbRPLC1 activity in var TORPLGike shows a
plasma membrane and intracellular localization in
permeabilized cells and a surface localization in- non
permeabilized cells. Surprisingly, knockdowmhPLC

like expression by RNAi significantly affected proliferation
of both pocyclic and bloodstream trypomastigotes. This is
in contrast with the lack of effect of downregulation of
expression oTbPIPLC1

Becker I, MirandeOrtiz H, FernandeFigueroa EA,
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The objective of this work was to assess the anemic status
and the use of an immunological test and P&sed
methods to determine the infection rage of
trypanosomes species. Transhumance aims to provide
cattle with greener pastures and greater water resources
than in the Djerem region during the dry season. Two
criteria. were used to assess the health status of the
animals, the prevalence of trypanasiasis and the level

of anemia. In addition, we have evaluated the
effectiveness, in trypanosomiasis detection, of the Very

(2), demonstrated a higher antigasitic potency and were
selected for mechanism of action investigations. Our
studies revealed no alterations in the plasma membrane
potential, but a rapid alkalinization of the acidocalcisomes.
Nevertheless, compound 1 exhibit a pronounced effect in
the bioenergetics metabolism, with a mitochondrial
impairment and consequent decrease in ATP and reactive
oxygen species (ROS) levels. Compound 2 only depolarized
the mitochondrial membrane potential, with no
interferences in the respiratory chain. Additionalip,

Diag Kit (CEVA Santé animale), a Rapid diagnosis test (RDT) macrophages response of nitric oxide (NO) was observed

based on immunological identificationTafcongolenss.|.

and T. vivax responsible for AAT. Four trypanosome
species Trypanosoma congolensavannah type (Tcd),
congolenséorest type (Tcf)T. bruces.|. (Tbr) and. vivax
(Tvx)) were identified in cattle sampled in four villages. The
overall infection rate determinethy PCR (68.6%) was
much higher than those generally reported in cattle from
the Adamawa region (35 to 50%). Infections (including
mixed infections) by Tc s.l. (Tcs + Tcf) were predominant
(45.7%). The infection rates were also determined using
the Very Dag Kit allowing us to identify Tc s.I. and Tvx in
the field in less than 20 min. This method provided, for the
global infection, a higher rate (76.5%) than that
determined by PCR (68.6%), although it is supposed to be
less sensitive than PCR. Tc s.l. fitfieaate (37.8%) was
similar to that (38.8%) determined by PCR (Tcs + Tcf single
infections). In contrast, the prevalence of Tvx single
infections measured by RDT (18%) was nearlyfdldo
higher than that (9.4%) measured by PCR. Thus, further
comparativeanalyses seem to be needed in order to more
accurately assess the sensitivity and specificity of the Very
Diag test under our conditions of use on blood samples.
The mean PCVs in trypanosemfected as well as in
uninfected cattle were below 25%, the d¢ishold below
which an animal is considered anemic. Our study shows
that cattle return from transhumance in poor health. It
raises questions about its real benefit, especially since the
herds are themselves likely to become vectors of
trypanosomiasis and geibly of other diseases. At least,
effective measures have to be undertaken to treat all
cattle coming back from transhumance.

Amaral M, Varela MT Kant R, Christodoulides M,
Fernandes JPS, Tempone AG.

28-02-2023

Life (Basel).

https://pubmed.ncbi.nlm.nih.gov/36983820/

Chagas disease is an endemic tropical disease caused by
the protozoanTrypanosoma cruzivhich affects around 7
million people worldwide, mostly in development
countries. The treatment relies on only two available
drugs, with severe adverse effects and a limited efficacy.
Therefore, the search for new therapies is a legitimate
need. Within this context, our group reported the anti
Trypanosoma cruzctivity of gibbilimbol B, a natural
alkylphenol isolated from the plaRiper malacophyllum

Two synthetic derivatives, LINS03018 (1) and LINS03024
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in both compounds. Noteworthy, simple structure
modifications in these derivatives induced significant
differences in their lethal effects. Thus, this work
reinforces the importance of the mechamisof action
investigations at the early phases of drug discovery and
support further developments of the series.

Kruse E, Goringer HU.

28-02-2023

GenegqBasel).
https://pubmed.ncbi.nlm.nih.gov/36980882/

Trypanosomatids are singtell eukaryotic parasites.
Unlike higher eukaryotes, they control gene expression
posttranscriptionally and not at ehlevel of transcription
initiation. This involves all known cellular RNA circuits,
from mRNA processing to mRNA decay, to translation, in
addition to a large panel of RN#Reracting proteins that
modulate mRNA abundance. However, other forms of
gene reglation, for example by IncRNAs, cannot be
excluded. LncRNAs are poorly studied in trypanosomatids,
with only a single IncRNA characterized to date.
Furthermore, it is not clear whether the complete
inventory of trypanosomatid IncRNAs is known, because of
the inherent cDN#Aecoding and DNAmplification
limitations of shorread RNA sequencing. Here, we
overcome these limitations by using lemgd direct RNA
sequencing (DRS) on nanopore arrays. We analyze the
native RNA pool of the two main lifecycle stagkthe
African trypanosomdrypanosoma brucelith a special
emphasis on the inventory of INcRNAs. We identify 207
previously unknown IncRNAs, 32 of which are stage
specifically expressed. We also present insights into the
complexity of theT. bruceitranscriptome, including
alternative transcriptional start and stop sites and
potential transcript isoforms, to provide a bfase
understanding of the intricate RNA landscapé€.ibrucei

Haro P, HevidMontiel N, PerezGonzalez J.
04-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nIm.nih.gov/36977158/
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Chagas disease (CD) is a neglected parasitic disease caused detrimental side effects of isometamidium chloride (ISM)

by the protozoari rypanosoma crugf. cruzi. The disease
has two clinical phases: acute and chronic. In the acute
phase, the parasite circulates in the blood. The infection
can be asymptomatic rocan cause unspecific clinical
symptoms. During the chronic phase, the infection can
cause electrical conduction abnormalities and progress to
cardiac failure. The use of an electrocardiogram (ECG) has
been a methodology for diagnosing and monitoring CD,
but it is necessary to study the ECG signals to better
understand the behavior of the disease. The aim of this
study is to analyze different ECG markers using machine
learningbased algorithms for the classification of the
acute and chronic phases Bf cuziinfection in a murine
experimental model. The presented methodology includes
a statistical analysis of control vs. infected models in both
phases, followed by an automatic selection of ECG
descriptors and the implementation of several machine
learning algorithms for the automatic classification of
control vs. infected mice in acute and/or chronic phases
(binomial classification), as well as a multiclass
classification strategy (control vs. the acute group vs. the
chronic group). Feature selection anayshowed that P
wave duration, R and P wave voltages, and the QRS
complex are some of the most important descriptors. The
classifiers showed good results in detecting the acute
phase of infection (with an accuracy of 87.5%), as well as
in multiclass claffication (control vs. the acute group vs.
the chronic group), with an accuracy of 91.3%. These
results suggest that it is possible to detect infection at
different phases, which can help in experimental and
clinical studies of CD.

Dos Santos EKP, Canuto GAB.
28-03-2023

Metabolomics
https://pubmed.ncbi.nlm.nih.gov/36976375/

Singh S, Kumar B, Dilbaghi N, Devi N, Prasad M, Manuja
A.

02-03-2023

J Xenobiot.

https://pubmed.ncbi.nlm.nih.gov/36976161/

Isometamidium chloride (ISM) is a trypanocide for the
prophylactic and therapeutic use against vedtorne
animal trypanosomosis (mainly Surra caused by
Trypanosoma evansand African animal trypanosomosis
caused byl.congolenséT. vivaxT. bruceéi. ISM was found

to be an efficient trypanocide for therapeutic/prophylactic
use against trypanosomosis; however, it produces some
local and systemic detrimental effects in animals. We
synthesized isometamidium chloritteadedalginate gum
acacia nanoformulation (ISM SANPS) to lessen the

42

while treating trypanosomal diseases. We intended to
determine the cytocompatibility/toxicity, and DNA
deterioration/chromosomal structat or number changes
(genotoxicity) of ISM SANPs using mammalian cells in a
concentrationdependent manner. Apurinic/apyrimidinic
(AP) sites are one of the major types of DNA lesions
formed during base excision and repair of oxidized,
deaminated, or alkytad bases. The intensity of the
cellular AP site is an excellent marker of the deterioration
of DNA quality. We thought it pertinent to quantify the AP
sites in ISM SAN@eated cells. Our investigations
established a dosdependent cytecompatibility or
toxicity and DNA impairment (genotoxicity) in ISM SANPs
treated horse peripheral blood mononuclear cells. ISM
SANPs were biocompatible at various concentrations
tested on the mammalian cells.

Botzotz J, Ménde¥aldés G, Ortiz S, Lépez A, Botto
Mahan C, Solari A.

09-03-2023

Insects

https://pubmed.ncbi.nlm.nih.gov/36975957/

Altcheh J, Sierra V, Ramirez T, Pinto Rocha JJ, Grossmann
U, Huang E, MoscateélG, Ding O.

28-03-2023

Antimicrob Agents Chemother.
https://pubmed.ncbi.nlm.nih.gov/36975790/

Nifurtimox is recommended for the treatment of Chagas
disease; however, loAgrm followup data arescarce.
This prolonged followp phase of the prospective,
historically controlled, CHICO clinical trial evaluated
seronegative conversion in pediatric patients aged <18
years with Chagas disease who were followed for 4 years
after nifurtimox treatment. Rtients were randomly
assigned 2:1 to niftimox 60day or 3Gday regimens
comprising 10 to 20 mg/kg/day for patients aged <12 years
and body weight <40 kg, and 8 to 10 mg/kg/day for those
F3SR xmu @&SINAR |yR o02Re@
Trypanosoma cruzi antibodies decreased during the study
period, abieving seronegative conversion in 16 (8.12%)
and 8 (8.16%) patients in the-6@y and 3@ay nifurtimox
regimens, respectively, with corresponding incidence
rates per 100 patients/year of seronegative conversion of
2.12 (95% confidence interval [CI]: 1t813.45) and 2.11
(95% CI: 0.91 to 4.16). Superiority of thed& nifurtimox
regimen was confirmed by the lower limit of the 95% CI
being higher than that (0%) in a historical placebo control
group. Children aged <2 years at baseline were more likely
to reach seronegative conversion during thgeér follow

up than older children. At any annual follow visit, >90%
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of evaluable patients had persistently negative
quantitative PCR results for T. cruzi DNA. No adverse
events potentially related to treatménor caused by
protocotrequired procedures were documented for
either treatment regimen. This study confirms the
effectiveness and safety of a pediatric formulation of
nifurtimox administered in an agand weightadjusted
regimen for 60 days to treat dthien with Chagas disease.

Silva Grij6 Farani P, landra da Silva Ferreira B, Begum K,
Vilar-Pereira G, Pereira IRFigueroa EAF, Cardenas
Ovando RA, Almeida IC, Roy S, Landesra J, Moreira
OocC.

27-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36972298/

Grassi LV, Neto AC, Nogueira PR, Silva EF, Bestetti RB.
27-03-2023

Trans R Soc Trop Med Hyg.
https://pubmed.ncbi.nIm.nih.gov/36970975/

BackgroundRisk stratification is paramount for treatment

of patients with chronic Chagas disease (CCD). The
exercise stress test (EST) may be useful in the risk
stratification of patients with this condition, but few
studies have been performed in patients with CCD.
Methods: This was a longitudinal, retrospective cohort
study. A total of 339 patients followed at our institution
from January 2000 to December 2010 were screened. A
total of 76 (22%) patients underwent the ESfie Cox
proportional hazards model was used to identify
independent predictors of aflause mortality.Results:
Sixtyfive (85%) patients were alive and 11 (14%) patients
died by the study's close. In the univariate analysis,
decreased systolic blood peese (BP) at the peak of
exercise and the double product were associated with all
cause mortality. However, in the multivariate analysis,
only systolic BP at the peak of exercise was independently
associated with attause mortality [hazard ratio 0.97 (95%
confidence interval 0.94 to 0.99), p=0.02].

Conclusion: Systolic BP at the peak of EST is an
independent predictor of wrtality in patients with CCD.

Daghero H, Pagotto R, Quiroga C, Medeiros A, Comini
MA, Bollat-Fogolin M.

09-03-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/36968103/
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Amina M, Al Musayeib NM, Alterary S, FEdhamy M, A
Alhwaiti S.

20-003-2023

PeerJ.

https://pubmed.ncbi.nlm.nih.gov/36967991/

Background: Biosynthesized nanoparticles are gaining
popularity due to their distinctive biological applications as
well as bioactive secondary metabolites from natural
productsthat contribute in green synthesiMethodology:

This study reports a facile, ecofriendly, reliable, and- cost
effective synthesis of silver nanoparticles (AgNPs), copper
oxide nanoparticles (CUONPS), and polymericsitvé?
copper oxide nanocomposite ugirethanol extract of
seaweedLaurencia dendroideand were evaluated for
antiprotozoal, anticancer and photocatalytic potential.
The nanostructures of the AgNPs, CUONPs, and polymeric
PVPAgCuO nanocomposite were confirmed by different
spectroscopic and ieroscopic proceduredResults:The
UVvis spectrum displayed distinct absorption peaks at
440, 350, and 470 nm for AQNPs, CuONPs, and polymeric
AgCuO nanocomposite, respectively. The average
particles size of the formed AgNPs, CuONPs, ai@LBg
nanocompsite was 25, 28, and 30 nm, respectively with
zeta potential values31.7 £ 0.6 m\A17.6 + 4.2 mV, and

229 + 445 mV. The microscopic investigation of
biosynthesized nanomaterials revealed a spherical
morphological shape with average crystallite Sifd5.56

nm (AgNPs), 18.21 nm (CuONPs), and 25.46 nmA@VP
CuO nanocomposite). The antiprotozoal potential of green
synthesized nanomaterials was examined against
Leishmania amazonensisand Trypanosoma cruzi
parasites. The polymeric P¥BCuO nanocompde
exerted the highest antiprotozoal effect withd@alues of
17.32 + 1.5 and 17.48 + 4.2 uM, in contrast to AgNPs and
CuONPs. The anticancer potential of AgNPs, CUONPs, and
polymeric PVIAgCuO nanocomposite against HepG2
cancer cell lines revealed thall the nanomaterials were
effective and the highest anticancer potential was
displayed by PV¥RgCuO nanocomposite withsfalues
91.34 pg mtt at 200 pg mt concentration. Additionally,
PVPAgCuO nanocomposite showed strong
photocatalytic effect. Conclusion: Overall, this study
suggested that the biogenic synthesized nanomaterials
AgNPs, CuONPs, and polymeric -R§€uO
nanocomposite using ethanol extract of seaweled
dendroidegpossesses promising antiprotozoal anticancer
and photocatalytic effecand could be further exploited

for the development of antiprotozoal andnt&cancer
therapeutics agents.

Borgna E, Prochetto E, Gamba JC, Marcipar |, Cabrera G.
2023

Int Rev Cé&Mol Biol
https://pubmed.ncbi.nlm.nih.gov/36967151/
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Arevalo-Nieto C, Sheen J, Conddnina GF, Comdi-Pino
C, Shinnick J, Peterson JK, Castfileyra R, Levy MZ.
03-08-2023

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962496/

In Arequipa, Peru, a largeale vector control campai

has successfully reduced urban infestations of the Chagas
disease vector, Triatoma infestans. In addition to
preventing new infections with Trypanosoma cruzi
(etiological agent of Chagas disease), the campaign
produced a wealth of information about thustribution

and density of vector infestations. We used these data to
create vector infestation risk maps for the city in order to
target the last few remaining infestations, which are
unevenly distributed and difficult to pinpoint. Our maps,
which are povided on a mobile app, display cetmded,
individual housdevel estimates of T. infestans infestation
risk. Entomologic surveillance personnel can use the maps
to select homes to inspect based on estimated risk of
infestation, as well as keep trackvdiich parts of a given
neighborhood they have inspected to ensure even
surveillance throughout the zone. However, the question
then becomes, how do we encourage surveillance
personnel to actually use these two functionalities of the
risk map? As such, warded out a series of rolling trials
to test different incentive schemes designed to encourage
the following two behaviors by entomologic surveillance
personnel in Arequipa: (i) preferential inspections of
homes shown as high risk on the maps, and (&nev
surveillance across the geographical distribution of a given
area, which we term, 'spatial coverage." These two
behaviors together constituted what we termed, 'optimal
map use.' We found that several incentives resulted in one
of the two target behavia;, but just one incentive scheme
based on the game of poker resulted in optimal map use.
This poketbased incentive structure may be waliited to
improve entomological surveillance activities and other
complex multiobjective tasks.

Leishmaniose

Segura GBR, Ochoa WHS, Matta VLRD, Martinez M,
Tercero CR, Gonzalez RR, Pacheco CMS, Flores GVA
Silveira FT, Henriquez MMR, Laurenti MD.

24-03-2023

Rev Inst Med Trop Sao Paulo
https://pubmed.ncbi.nlm.nih.gov/36995877/

Dogs are considered to be the main domestic reservoir
associated with He transmission of Leishmania (L.)

infantum chagasi to humans in endemic areas of visceral
leishmaniasis in America. However, little is known about
the role of canines as a source of infection in endemic
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areas of nonulcerated cutaneous leishmaniasis (NUCL)
Therefore, the objective of the present study was to
investigate the role of dogs as a possible reservoir of the
parasite in Southern Honduras. Dogs (n = 107) living with
individuals affected by NUCL were clinically examined and
biological material wasotiected for parasitological and
immunological diagnosis. Most animals showed a healthy
appearance and a few presented slight weight loss (64%),
alopecia (7%), onychogryphosis (5%) and skin lesions (1%).
The overall seroprevalence of Leishmania infectaset

on the DDP ® quick test and/othiouse ELISA serological
test was 41%. The presence of the parasite's DNA was
confirmed in 94% of the dogs; however, the average
parasite load in the buffy coat was low at 6.09
parasites/uL, ranging between 0.221 afid25 The skin of
seropositive dogs examined by histopathology using
paraffin  sections stained by hematoxylin and
immunohistochemistry did not show cutaneous lesions or
parasite amastigotes. Based on the absence of parasites in
the skin and the low parasitead detected in the buffy
coat, it seems that the dog does not represent a good
source of infection for the vector in the endemic area of
NUCL transmission in Southern Hondutdker domestic
and/or wild animals should be investigated.

MendesAguiar CO, Kitahar®liveira MY, de Almeida
ACO, Pereird®liveira M, de OliveirdNeto MP, Pirmez C,
Sampaio EP, GomeSilva A, DeCruz AM.

27-03-2023

Mem Inst Oswaldo Cruz
https://pubmed.ncbi.nlm.nih.gov/36995847/

Background:Dendritic cells (DCs) specific intercellular
adhesion molecule (ICAMBgrabbing non integrin
receptor (DESIGN) binds to subgenera Leishmania
promastigotes mediating its interaction with DC and
neutrophils, potentially influencing the infection outcome.
Objectivesin this work, we investigated whethBGSIGN
receptor is expressed in cells from cutaneous
leishmaniasis (CL) lesions as well as the in vitro binding
pattern of Leishmania (Viannia) braziliensis (Lb) and L. (L.)
amazonensis (La) promastigoteMethods: DGSIGN
receptor was labeled by immunshdchemistry in
cryopreserved CL tissue fragments. In vitro binding assay
with CFSHabeled Lb or La promastigotes and RAJI
transfecting cells expressing SGN (DSIGNPOS) or
mocktransfected (DESIGNNEG) were monitored by flow
cytometry at 2 h, 24 h @8 h in ceculture.Resultsin CL
lesion infiltrate, DEGSIGNPOS cells were present in the
dermis and near the epidermis. Both Lb and La bind 1o DC
SIGNPOS cells, while binding teSXGNNEG was low. La
showed precocious and higher affinity to -BIGNhi
population than to D&IGNIow, while Lb binding was
similar in these populationsConclusion:Our results
demonstrate that DGIGN receptor is present in L.
braziliensis CL lesions and interact with Lb promastigotes.
Moreover, the differences in the bindjipattern to Lb and
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La suggest DSIGN can influence in a difference way the
intake of the parasites at the first hours after Leishmania
infection. These results raise the hypothesis thaSDEN
receptor could participate in the immunopathogenesis of
Ameilican tegumentary leishmaniasis accounting for the
differences in the outcome othe Leishmania spp.
infection.

Aquino SR, Diniz LFRunes SLP, Silva RLO, Gouveia GV,
Gouveia JJS, Sales KGDS, Damtases F, Carmo RFD.
27-03-2023

Rev Soc Bras Med Trop
https://pubmed.ncbi.nlm.nih.gov/36995785/

Heeren S, Maes |, Sanders M, Lye LF, Arevalo J, llanos
Cuentas A, Garcia L, Lemey P, Beverley SM, Cotton JA,
Dujardin JC, Van den Broeck F.

25-03-2032

bioRxiv.

https://pubmed.ncbi.nlm.nih.gov/36993291/

Viruses are the most abundant biological entities on Earth
and play a significant role in the evolution of many
organisms and ecosystems. In pathogenic protozoa, the
presence of endosymbiotic viruses has been dirtkean
increased risk of treatment failure and severe clinical
outcome. Here, we studied the molecular epidemiology of
the zoonotic disease cutaneous leishmaniasis in Peru and
Bolivia through a joint evolutionary analysis@fhmania
braziliensigparasies and their endosymbioticeishmania
RNA virus. We show that parasite populations circulate in
isolated pockets of suitable habitat and are associated
with single viral lineages that appear in low prevalence. In
contrast, groups of hybrid parasites weyeographically
and ecologically dispersed, and commonly infected from a
pool of genetically diverse viruses. Our results suggest that
parasite hybridization, likely due to increased human
migration and ecological perturbations, increased the
frequency of eadosymbiotic interactions known to play a
key role in disease severity.

McCoy CJ, Paupeliiaucelle H, Gorilak P, Beneke T,
Varga V, Gluenz E.

29-03-2023

Mol Biol Cell

https://pubmed.ncbi.nIm.nih.gov/36989043/

Martin-Montes A, MartinezCamarena A, Lopera A,
Borastre-Sabater I, Clares MP, Verdejo B, GafEfpafia
E, Marin C.
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Due to the urgent need for finding effective and free of
secondry effect treatments for every clinical form of
Leishmaniasis, a series of synthetic xylene, pyridine and,
pyrazole azamacrocycles were tested against three
Leishmaniapecies. A total of 14 compounds were tested
against J774.2 macrophage cells which weoelels for
host cells, and against promastigote and amastigote forms
of each studiedLeishmaniaparasite. Amongst these
polyamines, one proved effective agairist donovani,
another one forL. braziliensisand L. infantum, and
another one was selective Isty for L. infantum.These
compounds showed leishmanicidal activity and reduced
parasite infectivity and dividing ability. Action mechanism
studies gave a hint that compounds were active against
Leishmanialue to their ability to alter parasite metabolic
pathways and reduce (except Py33333) parasitis P
activity.

Coelho LD, Souza MMD, Cassali GD, Silva RA, Paiva MJN,
Barros ALB, Teixeira EM, Silveira JN, Coelho PMZ, Aguiar
MMG, Oliveira MC.

10-03-2023

Pharmaceutics.

https://pubmed.ncbi.nlm.nih.gov/36986765/

Vazquezliménez LK, Juare&aldivar A, ChaiBacab MJ,
DelgadeMaldonado T, Gonzaleklorales LD, Palos I,
Ortiz-Pérez E, LarRamirez EE, Ramirdforeno E,
Rivera G.

03-03-2023

Pharmaceuticals (Basel).
https://pubmed.ncbi.nlm.nih.gov/36986489/

Leishmania mexicang. mexicanpnis a causal agent of
cutaneous leishmaniasis (CL),Nedlected diseasefor
which the search for new drugs is a priority. Benzinalda

is a scaffold used to develop antiparasitic drugs; therefore,
it is interesting molecule agairlstmexicanaln this work,

a ligandbased virtual screening (LBVS) of the ZINC15
database was performed. Subsequently, molecular
docking was used to prexdithe compounds with potential
binding at the dimer interface of triosephosphate
isomerase (TIM) of. mexicanalLmTIM). Compounds
were selected on binding patterns, cost, and commercial
availability for in vitro assays agaihstmexicanalood
promastigtes. The compounds were analyzed by
molecular dynamics simulation ohmTIM and its
homologous human TIM. Finally, the physicochemical and
pharmacokinetic properties were determinédsilico A
total of 175 molecules with docking scores betwekh8
and-9.0 Kcal/mol were obtained. CompouB&showed
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the best leishmanicidal activity 4G 4.04 pM) with a
value similar to the reference drug pentamidinest€
2.23 uM). Molecular dynamics analysis predicted low
affinity for human TIM. Furthermore, the guimacokinetic
and toxicological properties of the compounds were
suitable for developing new leishmanicidal agents.

de Morais MC, Medeiros GA, Almeida FS, Rocha JDC,
PerezCastillo Y, Keesen TSL, de Sousa DP.

21-03-2023

Molecules

https://pubmed.ncbi.nlm.nih.gov/36985814/

Leishmania infantunis the etiological agent of visceral
leishmaniasis (VL) in South Amerites Mediterranean
basin, and West and Central Asia. The most affected
country, Brazil, reported 4297 VL cases in 20Q17.
infantumis transmitted by female phlebotomine sand flies
during successive blood meals. There are no validated
vaccines to prevent thiafection and the treatment relies

on drugs that often present severe side effects, which
justify the efforts to find new antileishmanial drugs.
Cinnamic acid derivatives have shown several
pharmacological activities, including antiparasitic action.
Therdore, in the present study, the biological evaluation
of cinnamic acid and thirfpur derivatives against.
infantumis reported. The compounds were prepared by
several synthesis methods and characterized by
spectroscopic techniques and higésolution nass
spectrometry. The results revealed that compoG@dN-
(4-isopropylbenzyl)cinnamamide) was the most potent
antileishmanial agent €= 33.71>M) with the highest
selectivity index (S| > 42.46), followed by compolfd
(piperonyl cinnamate) with an s> 42.80>M and SI >
32.86. Compoun82was slightly less potent and nineteen
times more selective for the parasite than amphotericin B
(MIC = 314 uM; S| = 2.24). In the molecular docking study,
the most likely target for the compoundLlininfantumwvas
aspartyl aminopeptidase, followed by aldehyde
dehydrogenase, mitochondrial. The data obtained show
the antileishmanial potential of this classosimpounds
and may be used in the search for new drug candidates
against_eishmaniapecies.

Amang A Ngnoung GA, SidjuBl Leutcha PB, Nganso
Ditchou YO, Tchokouaha LRY, Herbette G, Baghdikian B,
Kowa TK, Soh D, Kemzeu R, Poka M, Demana PH, Siwe
Noundou X, Tchinda AT, Fekam Boyom F, Lannang AM,
Nyassé B.

17-03-2023
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Nkenfou CN, Fekam FB, Sewald N, Lenta BN.

08-03-2023

Molecules
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The chemical investigation of timehexane fraction from
the methanol extractof the stem bark ofSymphonia
globuliferaLinn f., which displayed good in vitro activity
against Leishmania donovarNR48822 promastigotes
(IGo43.11 pg/mL), led to the isolation of three previously
unreported polyprenylated benzophenones, guttiferdhe
1), V 2/W @), and a new tocotrienol derivative named
globuliferanol4), along with 11 known compounds15).
Their structures were elucidated based on their NMR and
MS data. Some isolated compounds were assessed for
both their antileishmanial andytotoxic activities against

L. donovanand Vero cells, respectively. GuttiferonésK (
exhibited the best potency @63.30>g/mL), but with low
selectivity to Vero cells. Timehexane fraction and some
compounds were also assessed in vitro for their
antibacterial activity against seven bacterial strains. All the
samples exhibited moderate to potent antibacterial

activity (MIC9K mp ®c x3AkY[ 0 F3FAyad i
tested strains.

Santarém N, Cardoso L, Cordeia-Silva A.

08-03-2023

Microorganisms.

https://pubmed.ncbi.nlm.nih.gov/36985269/

da Matta VLR, Goncalves AN, Gomes CMC, Chouman IH,

Ferreira FM, Campos MB, Lima LV, Vasconcelos Dos

Santos T, Ramos PK, Furtado RR, Laurenti MD, Corbett

CEP, Nakaya Hl, Silveira FT.

03-03-2023

Microorganisms.

https://pubmed.ncbi.nlm.nih.gov/36985226/
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28-02-2023

Metabolites

https://pubmed.ncbi.nlm.nih.gov/36984805/

Comprehensive profiling of serum proteome provides
valuable clues of health status and pathophysiological
processes, making it the main strategy in biomarker
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discovery. However, the high dynamic range significantly
decreases the number of detectable proteins, obstructing
the insights into the underlying biological processes. To
circumvent various serum enrichment methods, obtain
high-quality proteome wide information using the next
generation proteomic, and study $toresponse in canine
leishmaniosis, we applied dateependent acquisition
mass spectrometry (DIMS) for deep proteomic profiling

of clinical samples. The ndepleted serum samples of
healthy and naturallyLeishmanianfected dogs were
analyzed usinght labelfree 60min gradient sequential
window acquisition of all theoretical mass spectra
(SWATHMS) method. As a result, we identified 554
proteins, 140 of which differed significantly in abundance.
Those were included in lipid metabolism, hematological
abnormalities, immune response, and oxidative stress,
providing valuable information about the complex
molecular basis of the clinical and pathological landscape
in canine leishmaniosis. Our results show thatN\d$Ais a
method of choice for understandingcomplex
pathophysiological processes in serum and serum
biomarker development.

Sakyi PO, Kwofie SK, Tuekpe JK, Gwira TM, Broni E,
Miller WA 3rd,Wilson MD, Amewu RK.

21-02-2023

Pharmaceuticals (Basel).
https://pubmed.ncbi.nlm.nih.gov/36986430/

The recent outlook of leishmaniasis as a global public
health concern coupled with the reportagé resistance
and lack of efficacy of most antileishmanial drugs calls for
a concerted effort to find new leads. The study combined
In silicoand in vitro approaches to identify novel potential
synthetic smalmolecule inhibitors targeting the
Leishmaniadonovanisterol methyltransferaseL@SMT).
TheLdSMT enzyme in the ergosterol biosynthetic pathway
is required for the parasite's membrane fluidity,
distribution of membrane proteins, and control of the cell
cycle. The lack dfdSMT homologue in the humdrost

and its conserved nature among laflishmanigarasites
makes it a viable target for future antileishmanial drugs.
Initially, six known inhibitors &dSMT with 165 < 10>M
were used to generate a pharmacophore model with a
score of 0.9144 using LigandScout. The validated model
was used to screen a synthetic library of 95,630
compounds obtained from InterBioScreen limited. Twenty
compounds with pharmacophore fit scores ad&0 were
docked against the modelled threémensional structure

of LASMT using AutoDock Vina. Consequently, nine
compounds with binding energies ranging fresb to -

8.7 kcal/mol were identified as potential hit molecules.
Three compounds comprising@IK6®6707, STOCKES
84928, and STOCK6SP20 with respective binding
energies 0f8.7,-8.2, and-8.0 kcal/mol, lower than 22,26
azasterol {7.6 kcal/mol), a knowhdSMT inhibitor, were
selected as plausible lead molecules. Molecular dynamics
simulation tudies and molecular mechanics Poisson
Boltzmann surface area calculations showed that the
residues Asp25 and Trp208 were critical for ligand binding.
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The compounds were also predicted to have
antileishmanial activity with reasonable pharmacological
and taxicity profiles. When the antileishmanial activity of
the three hits was evaluated in vitro against the
promastigotes of L. donovani mean haHmaximal
inhibitory concentrations (k) of 21.9 + 1.5M (STOCK6S
06707), 23.5 + 1.2M (STOCK®e$1928), and 118.3 + 5.8
>M (STOCK6&55920) were obtained. Furthermore,
STOCKE®3928 and STOCK65920 inhibited the growth
of Trypanosoma bruceiith 1Goof 14.3 + 2.0)M and 18.1

+ 1.4>M, respectively. Theéatified compounds could be
optimised to develop potent antileishmanial therapeutic
agents.

Assis LHC, de Paiva SC, Cano MIN.
16-03-2023

Pathogens
https://pubmed.ncbi.nlm.nih.gov/36986389/

Santos TAC, Silva KP, Souza GB, Alves PB, MBameto
RFS, Scher R, Fernandes RPM.

07-03-2023

Pathogens
https://pubmed.ncbi.nlm.nih.gov/36986345/

Phytomonas serpernis a trypanosomatid phytoparasite,
found in a great variety of species, including tomato
plants. It is a significant gostem for agriculture, causing
high economic loss. In order to reduce the vegetal
infections, different strategies have been used. The
biological activity of molecules obtained from natural
sources has been widely investigated to treat
trypanosomatids infémns. Among these compounds,
chalcones have been shown to have -atiasitic and
anti-inflammatory effects, being described as having a
remarkable activity on trypanosomatids, especially in
Leishmaniapecies. Here, we evaluated the antiprotozoal
activity of the chalcone derivative (NaF) Bn serpens
promastigotes, while also assessing its mechanism of
action. The results showed that treatment with the
derivative NaF for 24 h promotes an important reduction
in the parasite proliferation #&€24 h = 23.6- 4.6 uM). At
IGo24 h concentration, the compound induced an
increase in reactive oxygen species (ROS) production and
a shortening of the unique flagellum of the parasites.
Electron microscopy evaluation reinforced the flagellar
phenotype in treated pnmastigotes, and a dilated
flagellar pocket was frequently observed. The treatment
also promoted a prominent autophagic phenotype. An
increased number of autophagosomes were detected,
presenting different levels of cargo degradation,
endoplasmic reticulum rpfiles surrounding different
cellular structures, and the presence of concentric
membranar structures inside the mitochondrion.
Chalcone derivatives may present an opportunity to
develop a treatment for th®. serpengnfection, as they
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are easy to synttgize and are low in cost. In order to
develop a new product, further studies are still necessary.

Gruenberger |, Liebich AV, Ajibade TO, Obebe OO,
Ogbonna NF, Wortha LN, Unterkéfler MS, Fuehrer HP,
Ayinmode AB.

02-03-2023

Pathogens

https://pubmed.ncbi.nlm.nih.gov/36986328/

FerreiraSena EP, Hardoim DJ, Cardoso FO, d'Escoffier

LN, Soares IF, Carvalho JPRDS, Angnes RA, Fragoso SP,

Alves CR, D8imone SG, Limdunior JDC, Bertho AL,
Zaveruchado-Valle T, da Silva FS, Calabrese KDS.
22-03-2023

Int J MolSci

https://pubmed.ncbi.nlm.nih.gov/36983046/

Esteves S, Lima C, Cost@®soério H, FernandeBecerra
C, Santarém N, Cordehtda-Silva A.

13-03-2023

Int J Mol Sci
https://pubmed.ncbi.nlm.nih.gov/36982564/

Dogs are highly valued companions and work animals that
are sisceptible to many lif¢hreatening conditions such as
canine leishmaniosis (CanL). Plasierdved extracellular
vesicles (EVs), exploited extensively in biomarker
discovery, constitute a mostly untapped resource in
veterinary sciences. Thus, the definitiaf proteins
associated with plasma EVs recovered from healthy and
diseased dogs with a relevant pathogen would be
important for biomarker development. For this, we
recovered, using siz@xclusion chromatography (SEC),
EVs from 19 healthy and 20 CanL dqgasma and
performed proteomic analysis by -MS/MS to define
their core proteomic composition and search for GanL
associated alterations. E¥pecific markers were
identified in all preparations and also RBN'S proteins.
Some EVs markers such as CD8& vepecific to the
healthy animals, while others, such as the Integrin beta 3
were identified in most samples. The Evisched
preparations allowed the identification of 529 canine
proteins that were identified in both groups, while 465 and
154 were onlyidentified in healthy or CanL samples,
respectively. A GO enrichment analysis revealed few CanL
specific terms.Leishmaniaspp. protein identifications
were also found, although with only one unique peptide.
Ultimately, Candassociated proteins of interestere
identified and a core proteome was revealed that will be
available for intraand interspecies comparisons.
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Ribeiro VP, Aldandlejia JA, Arradla C, Candido ACBB,
Magalhdes LG, Oliveira ND, Veneziani RCS, Bastos JK,
Ambrosio SR.

28-03-2032

Biomed Chromatogr.
https://pubmed.ncbi.nlm.nih.gov/36977284/

Almugadam SH, Trentini A, Maritati M, Contini C,
Manfrinato MC, Cervellati C, Bellini Hanau S.
20-03-2023

Vet Sci2023

https://pubmed.ncbi.nlm.nih.gov/36977273/

Almeida FS, Moreira VP, Silva EDS, Cardoso LL, de Sousa
Palmeira PH, Cavalcantilva LHA, Aratjo DAM, Amaral
IPGD, Gonzéalez ERP, Keesen TSL.

25-02-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977142/

Leishmaniasis is a neglected tropical infectious disease
with thousands of cases annually; it is of great concern to
global health, particularly the mosevere form, visceral
leishmaniasis. Visceral leishmaniasis treatments are
minimal and have severe adverse effects. As guanidine
bearing compounds have shown antimicrobial activity, we
analyzed the cytotoxic effects of several guanidhiearing
compounds oreishmania infanturim their promastigote
and amastigote forms in vitro, their cytotoxicity in human
cells, and their impact on reactive nitrogen species
production. LQOFRZ, LQOF®, and LQOFRG had 1G
values of 12.7, 24.4, and 23.6 pM, respectivety, i
promastigotes. These compounds exhibited cytotoxicity in
axenic amastigotes at 26.1, 21.1, and 18.6 uM,
respectively. The compounds showed no apparent
cytotoxicity in cells from healthy donors. To identify
mechanisms of action, we evaluated cell deaticpsses

by annexin V and propidium iodide staining and nitrite
production. Guanidineontaining compounds caused a
significant percentage of death by apoptosis in
amastigotes. Independent otf. infantum infection,
LQOF& increased nitrite production in gpheral blood
mononuclear cells, which suggests a potential mechanism
of action for this compound. Therefore, these data suggest
that guanidine derivatives are potential anticrobial
molecules, and further research is needed to fully
understand their mehanism of action, especially in anti
leishmanial studies.
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Alemayehu B, Kelbore AG, Alemayehu M, Adugna C,
Bibo T, Megaze A, Leirs H

28-03-2023

PL0S One

https://pubmed.ncbi.nlm.nih.gov/36976758/

BackgroundCutaneous leishmaniasis (CL) is a neglected
tropical disease that is caused by a Leishmania parasite
and transmitted bythe bite of infected female sandflies.
Community awareness is an essential component of
disease control and prevention. Therefore, this study
aimed to assess the community's knowledge, attitude, and
practice toward CL in Wolaita zone, southern Ethiopia.
Methods:A communitybased crossectional study design
was employed to include 422 study subjects selected using
a systematic sampling technique from two districts, Kindo
Didaye and Sodo Zuria. A pretested structured
questionnaire was used to collect d&iam the household
heads. Bivariate and multivariate logistic regression
analyses were performed to determine the relationship
between the participants' knowledge about CL and socio
demographic characteristidResultsOut of the 422 study
participants, aly 19% had good knowledge of CL in
general. Most (67.1%) of the respondents knew CL by its
local name ("bolbo" or "moora") though this knowledge
varied highly over the study districts. The majority (86.3%)
of respondents did not know how CL is acquirbdugh

they considered CL a health problem. Most (62.8%)
respondents believed that CL was an untreatable disease.
Most (77%) participants responded that CL patients
preferred to go to traditional healers for treatment. Herbal
treatment was the most (50.2%)sed to treat CL.
Knowledge about CL was significantly associated with sex,
age, and study districts.

ConclusionThe overall knowledge, attitude, and practice
about CL and its prevention in the study area were low.
This emphasizes the need to implemeaalth education

and awareness campaign to reduce the risk of CL infection.
Policymakers and stakeholders should also give due
attention to the prevention and trement of @ in the
study area.

Amina M, Al Musayeib NM, Alterary S, FEdhamy M, A
Alhwaiti S.

20-03-2023

PeerJ2023

https://pubmed.ncbi.nlm.nih.gov/36967991/

Dimmer JA, Cabral FV, Nafiez Montoya SC, Ribeiro MS.
24-03-2023

Photodiagnosis Photodyn Ther
https://pubmed.ncbi.nIm.nih.gov/36966867/
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BackgroundCutaneous leishmaniasis (CL) is an important
tropical neglected disease with broad geographical
dispersion. The lack of effective drugs has raised an urgent
need to improve CL treatment, and anitrobial
photodynamic therapy (APDT) has been investigated as a
new strategy to face it with positive outcomes. Natural
compounds have emerged as promising photosensitizers
(PSs), but their use in vivo remains unexpldPediposein

this work, we inveggiated the potential of three natural
anthraquinones (AQs) on CL induced by Leishmania
amazonensis in BALB/c mic8tudy design/methods:

ANIMALS WERE INFECTED AND RANDOMLY DIVIDED INTO

FOUR GROUPS: CG (control,-tre@mted group),
G5CISegL (treated with5-chlorosoranjidiol and green
LED, 520+10 nm), GSuar and GBisdiL (treated with
soranjidiol and bisoranjidiol, respectively, exposed to
violetblue LED, 410+10 nm). All AQs were assayed at 10
>M and LEDs delivered a radiant exposure of 45 J/cm2
with an irradiance of 50 mW/cm2. We assessed the
parasite burden in real time for three consecutive days.
Lesion evolution and pain score were assessed over 3
weeks after a single APDT sesdResultsG5CISegL was
able to sustain low levels of parasite burden over time.
Besides, GSdil. showed a smaller lesion area than the
control group, inhibiting the disease progression.
ConclusionTaken together, our data demonstrate that
monoAQs are promising mpounds for pursuing the best
protocol for treating CL and helping to face this serious
health problem. Studies involving hgstthogen
interaction as well as monoA@ediated PDT immune
response are also encouraged.

Busutti M, Deni A, De Pascali AM, Ortalli M, Attard L,
Granozzi B, Fabbrizio B, La Manna G, Comai G, Varani S.
Apr-2023

Infection.

https://pubmed.ncbi.nlm.nih.gov/36329343/

Purpose:Visceral leishmaniasis (VL) has become a rising
concern to transplantation teams, being associated with
graft dysfunction and reduced survival of renal transplant
recipierts. Here, we describe a case of VL occurring in a
kidney transplant (KT) recipient in Italy, a country in which
Leishmania infantum is endemic and we reviewed the
literature on the clinical course and diagnosis of VL in KT
recipients residing or travellingp southern Europe.
Results:The VL case was diagnosed 18 months after
transplant and 28 days after the onset of symptoms by
guantitative PCR (gPCR) on peripheral blood. A graft
biopsy showed renal involvement, and PCR performed on
graft tissue displayethe presence of Leishmania DNA.
The retrospective confirmation of Leishmapasitive
serology in a serum sample collected before
transplantation, as well as the absence of-aefshmania

IgG in the graft donor strongly suggest that reactivation of
a latent parasitic infection caused VL in the current case.
Conclusion:VL is often underdiagnosed in transplant
recipients, despite the presence of latent Leishmania
infection being reported in endemic countries. This case
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report, as well as the literature rewi on leishmaniasis in
KT recipients, underline the importance of rapid VL
diagnosis to promptly undergo treatment. Serology is
scarcely sensitive in immunocompromised patients, thus
molecular tests in peripheral blood should be
implemented and standardidefor both VL identification
and followup.

Schawaller M, Wiemer D, Hagen RM, Frickmann H.
Apr-2023

BMJ Mil Health
https://pubmed.ncbi.nlm.nih.gov/33257519/

PereiraFilho AA, Queiroz DC, Saab NAA, D'Avila Pessoa
GC, Koerich LB, Pereira MH, Sant'/Anna MRV, Araujo RN,
Bartholomeu DC, Gontijo NF.

22-03-2023
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Narsimulu B, Qureshi R, Jakkula P, Singh P, Arifuddin M,
Qureshi IA.

22-03-2023

Int J Biol Macromol
https://pubmed.ncbi.nlm.nih.gov/36963547/

AminoacytfRNA synthetases are crucial enzymes for
cellular protein metabolism and have been considered as
an attractive target for development of new
antimicrobials. Infte current study, seryl tRNA synthetase
of Leishmania donovani (LdSerRS) and its mutants were
purified and characterized through biochemical and
structural methods. Purified LdSerRS was found to be
enzymatically active and exhibited more alpha helices in
secondary structure. The enzymatic activity of purified
protein was observed as highest near physiological
temperature and pH. Mutation in ATP binding residues
(R295 and E297) demonstrated reduction in the affinity for
cofactor with no significant deviatioin secondary
structure. In  vitro inhibition  studies  with
ureidosulfocoumarin derivatives helped to identify Comp
5l as a specific inhibitor for leishmanial SerRS that showed
lesser potency towards purified HsSerRS. The identified
compound presented compiéite mode of inhibition for
LdSerRS and also revealed druglikeness along with very
low toxicity for human macrophages. Structural analysis of
protein and ligand complex depicted the binding of Comp
51 into the cofactor binding site of LdSerRS with high
affinity succeeded by validation employing molecular
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dynamics simulations. Altogether, our study presents a
promising scaffold to explore small molecules to target the
enzymatic activity of leishmanial SerRS to develop the
specific therapeutics.

Rahim S, Sharif MM, Amin MR, Rahman MT, Karim MM.
29-12-2022

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962767/

Tosi LRO, Denny PW, De Oliveira Cl, Damasceno JD.
06-03-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/36949811/

Prakash S, Rai AK.

28-03-2023

J Biomol Struct Dyn
https://pubmed.ncbi.nlm.nih.gov/36974957/

Visceral leishmaniasis (VL) is an infectious disease caused
by Leishmania donovamarasite in Indian subcontinent
and is lifethreatening. It primarily inflicts he
malnourished population. There is little therapeutic
advancement in the last one decade or more, as the
available drugs show adverse effects, complex long
treatment, high cost and drug resistance. Here, in a
concerted approach, we intended to addresse th
malnutrition as well as the parasite load with a single
modality. Our earlier findings show the protective effects
of retinoic acid (RA) in controlling the parasite load in
infected macrophages (M) and restores their M1
phenotype. RA also restores thevéls of cellular
cholesterol in infected m In this process, we observed
loss of ergosterol in the parasite upon treatment with RA.
Hence, we hypothesized that RA, besides boosting the
parasiticidal mechanism in.mmay also target the sterol
pathway in the parasite by targeting sterol X2
methyltransferase (SMT). SMT plays an essential role in
the formation of ergosterol, required for growth and
viability inLeishmaniapecies. Therefore, we predicted as
well as validated the 3D structure of SMT protaim
performed the quality check. RA show8® free binding
energy towards SMT which is higher than any of its
derivatives. The molecular dynamics showed stable
conjugate and th& vitrotesting showed a reduction Iy
twofold in the parasite number upon RA treatment.
Importantly, it showed a loss of ergosterol possibly due to
the inhibition of SMT protein. Our finding showed direct
parasiticidal function of RA which is of significance in terms



https://pubmed.ncbi.nlm.nih.gov/33257519/
https://pubmed.ncbi.nlm.nih.gov/36963597/
https://pubmed.ncbi.nlm.nih.gov/36963547/
https://pubmed.ncbi.nlm.nih.gov/36962767/
https://pubmed.ncbi.nlm.nih.gov/36949811/
https://pubmed.ncbi.nlm.nih.gov/36974957/

of therapeutic advancenm. Communicated by
Ramaswamy H. Sarma.

Memon S, Ahmed N, Shah SA, Bari AU, Rahim M, Farooq
O, Nasir Memon M.
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R, Kumar A, Singh R, Saini S, Abhishek K, Kumar V, Sahoo
GC, Das P.
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Vercosa BLA, Munidunqueira MI, MenezeSouza D,
Fujiwara RT, Borges LF, Melo MN, Vasconcelos AC.
Apr-2023

Mol Immunol
https://pubmed.ncbi.nlm.nih.gov/36889187/

Collagen deposition is a common event in chronic
inflammation, and canine Leishmaniosis (CanlL) is generally
associated with a long and chronic evolution. Considering
that the kidney shows fibrinogenic changes during CanL,
and the balance of cytokines/chemokines regulates the
profibrinogenic and antifibrinogenic immune responses
differently, it can be hypothesized that the balance of
cytokines/chemokines can be differentiallypesssed in

the renal tissue in order to determine the expression of
collagen depositions in the kidneys. This study aimed to
measure collagen deposition and to evaluate
cytokine/chemokine expressions in the kidney by means of
gRTFPCR in sixteen Leishmaimfected dogs and six
uninfected controls. Kidney fragments were stained with
hematoxylin & eosin (H&E), Masson's Trichrome,
Picrosirius Red, and Gomori's reticulin. Intertubular and
adventitial collagen depositions were evaluated by the
morphometric apprach. Cytokine RNA expressions were
measured by means of glRCR to identify molecules
involved in chronic collagen depositions in kidneys with
CanL. Collagen depositions were related to the presence
of clinical signs, and more intense intertubular collagen
depositions occurred in infected dogs. Adventitial collagen
deposition, as morphometrically measured by the average
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area of the collagen, was more intense in clinically affected
dogs than in subclinically infected dogs. TNFGH ,
MCP1/It12, CCL5/ML2, I-4/IFN*, and IE12/TGH
expressions were associated with clinical manifestations in
dogs with CanL. The4lIFNh ratio was more commonly
expressed and upregulated in clinically affected dogs, and
downregulated in  sulloically infected dogs.
Furthermore, MCR/IL-12 and CCL5HA12 were more
commonly expressed in subclinically infected dogs. Strong
positive  correlations were detected between
morphometric values of interstitial collagen depositions
and MCPL/IL-12, 112, and 14 mRNA expression levels
in the renal tissues. Adventitial collagen deposition was
correlated with TGF, I-4/IFN', and TNPR/TGFi . In
conclusion, our results showed the association of MCP
1/IL-12 and CCL5AL2 ratios with an absence of clinical
signs, as well as an4llIFN" ratio with adventitial and
intertubular collagen depositions in dogs withceisl
leishmaniosis.

Peixoto JF, Oliveira ADS, Gongah@éveira LF, Souza
Siha F, Alves CR.

Mar-Apr2023

Braz J Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36731538/

Gill J, Sharma A.

Mar-2023

J Biol Chem
https://pubmed.ncbi.nlm.nih.gov/36596362/

Parasitic diseases result in considerable human morbidity
and mortality. The continuous emergence and spread of
new drugresistant paasite strains is an obstacle to
controlling and eliminating many parasitic diseases.
AminoactRNA synthetases (aaRSs) are ubiquitous
enzymes essential for protein synthesis. The design and
development of diverse small molecule, dfikg
inhibitors agaist parasiteencoded and expressed aaRSs
have validated this enzyme family as druggable. In this
work, we have compiled the progress to date towards
establishing the druggability of aaRSs in terms of their
biochemical characterization, validation as tasget
inhibitor development, and structural interpretation from
parasites responsible for malaria (Plasmodium), lymphatic

filariasis  (Brugia,Wuchereria  bancrofti), giardiasis
(Giardia), toxoplasmosis (Toxoplasma gondii),
leishmaniasis (Leishmania), cryptosgiosis

(Cryptosporidium), and trypanosomiasis (Trypanosoma).
This work thus provides a robust framework for the
systematic dissection of aaRSs from these pathogens and
will facilitate the crossisage of potential inhibitors to
jump-start antiparasite drg development.
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Cysticercose

Taha A, Saad S, Jubara A, Wani C, Phiri AM, Simuunza M,
Munyeme M, Hang'ombe B, Mumba C.

Mar-2023

Adv Prev Med

https://pubmed.ncbi.nlm.nih.gov/36993140/

Slaughterhouses in South Sudan mirror the economic
losses resulting from cattle organs and carcass
condemnation due to zoonotic and epizootic diseases of
livestock, such as tuberculosis, cysticercosis, and
hydatidosis in cattle. However, due to the war,
slaughterhouse record keeping has been inconsistent in
South Sudan, and thus the estimation of diseases in cattle
and their impact may be underestimated. Theref this
study was conducted to estimate the major causes of
carcasses and organ condemnation of cattle slaughtered
at Lokoloko abattoir and the resulting financial losses. A
crosssectional  active  abattoir  survey involving
antemortem and postmortem examdtions was
conducted on 310 cattle between January 2021 and March
2021. Furthermore, fivgear (September 2015
September 2020) retrospective data on meat inspection
records were also collected and analyzed. During the
antemortem inspection of the activéattoir survey, 103
(33.2%) cattle had signs of disease. These signs included
herniam 17 (5.5%), local swelling 16 (5.2%), lameness 15
(4.8%), emaciation 13 (4.2%), blindness 12 (3.9%),
depression 11 (3.5%), pale mucus membrane 7 (2.3%),
nasal discharge H1.6%), lacrimation 4 (1.3%), and
salivation 03 (0.97%). Postmortem inspection revealed
gross pathological findings on 180 (58.6%) carcasses, out
of which 47 (26.1%) livers and 31 (17.2%) hearts were
condemned due to various causes. The active abattoir
suivey and the retrospective data revealed that
tuberculosis, fascioliasis, hydatidosis, and heart
cysticercosis were the leading causes of condemnation of
carcasses and organs. In the active abattoir survey, a total
of 19,592,508 South Sudanese Pounds, efpriv to
US$29,686 was lost from organ condemnation, while in
the retrospective data; the overall direct financial loss
during the five years was estimated to be 299,225,807
South Sudanese Pounds equivalent to US$453,372. This
study revealed that bacteriahd parasitic diseases were
the common causes of carcass and organ condemnations
and caused significant financial losses at Lokoloko abattoir
in Wau, South Sudan. Therefore, there is a need for
training farmers on cattle disease management,
heightened met inspections, and proper disposal of
condemned meat.

Yoo JS, Kang MK, Park JG, Kiin Choi JH.
Mar-2023
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Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977156/

Cystic echinococcosis (CE) is a representative neglected
tropical disease (NTD) with increased morbidity and
mortality but is ignored and overlooked in developed
countries. Serological and radiographic findings are helpful
in distinguishing these parasites; however, conflicting
results of these can make it difficult to diagnose if medical
knowledge of hepatic pariie disease, including the
etiology, features of imaging, and immunodiagnostic test,
is not acquired. We report the case of a male patient with
dyspepsia and right epigastric pain who had positive
results for cysticercosis antibodies on immunodiagnostic
examination. Abdominal ultrasonography revealed two
huge communicating cystic lesions measurirbl &m.
Further evaluations for cysticercosis of the brain
(neurocysticercosis) and eyes (intraocular cysticercosis)
were unremarkable throughout the brain iniag test and
fundus examination. A laparoscopic right hemi
hepatectomy was performed for diagnosis and treatment.
On histopathological examination, diverse stages of
Echinococcus granulosuere identified. Albendazole was
administered postoperatively, arttie patient was also
followed up. We should be aware of the etiologies that
have been prevalent in parasite infection thought to be
the cause of hepatic cysts. Moreover, we make an effort
to ascertain the patient's nationality, past travel
experiences, ahimmediate environment, including any
animals and pets. We present the case of a patient who
was worried about the possibility of liver invasion of
cysticercus due to the positivity of the cysticercosis
antibody and was ultimately diagnosed with CE.

Huang L, Chen X, Liu Y, Li T.

May-2022

Zhongguo Xue Xi Chong Bing FanigZalzhi.
https://pubmed.ncbi.nlm.nih.gov/36974025/

Zeng T, L0 S, TianL, Li S, SunlL,JiaT.
06-03-2023

Zhongguo Xue Xi Chong Bing Fang Zhi Za Zhi
https://pubmed.ncbi.nlm.nih.gov/36974009/

Objective:To analysize the temporal trends in the disease
burden of major human parasitic diseases in China from
1990 to 2019, so as to provide the evidence for improving
the parasitic disease control strategy in ChMethods:

The disabilinadjusted life years (DALYs) of malaria,
intestinal nematode infections, schistosomiasis, food
borne trematodiases, cysticercosis and echinococcosis in
China from 1990 to 2019 were captured from the Global
Burden of Disease Study 2019 (GBD 2019), ancaade
genderspecific DALYs of parasitic diseases were
estimated. The temporal trends in DALYs of malaria,
intestinal nematode infections, schistosomiasis, food
borne trematodiases, cysticercosis and echinococcosis
were evaluated in China from 1990 to 2019 usivwgrage
annual percent change (AAPC) with Joinpoint regression
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analysisResultsThe DALYs were 643 836.42 pergears

due to foodborne trematodiases, 156 853.03 person
years due to cysticercosis, 79 764.62 pengears due to
schistosomiasis, 70 983.personyears due to intestinal
nematode infections, 4 258.61 persgears due to
echinococcosis and 264.86 persgrars due to malaria in
China in 2019, respectively. The overall DALYs of six
parasitic diseases were higher among men (546 441.93
personyears) than among women (409 525.33 person
years), and were greater among adults at ages of 14 to 65
years (684 780.84 persgmears) than among children at

14 years and lower (35 437.38 persaars) and the
elderly at ages of 65 years and older (235 74pd¥4on
years). During the period from 1990 to 2019, fdmaine
trematodiases were the leading cause of DALYs among the
six parasitic diseases, and cysticercosis shifted from the
fourth leading cause in 1990 to the second leading cause
of DALYs in China B019, while intestinal nematode
infections shifted from the second leading cause in 1990
to the fourth leading cause of DALYs in 2019. The DALYs of
major human parasitic diseases appeared an overall
tendency towards a decline in China from 1990 to 2019,
with the fastest drop seen in DALYs due to malaria (AAPC
= -19.6%, P = 0.003), followed by due to intestinal
nematode infections (AAPC -8.2%, P < 0.001) and
schistosomiasis (AAPC-3:1%,P < 0.001), and a slow
decline was seen in the DALYs of fbothe
trematodiases (AAPGE0%/P< 0.001), while there were

no significant decrease in the DALYs of echinococcosis
(AAPC =0.5%,P = 0.264) and the DALYs of cysticercosis
appeared a tendency towards a rise (AAPC = (RR%,
0.001).ConclusionsThe diseaseurden of major human
parasitic diseases appeared an overall tendency towards a
decline in China from 1990 to 2019, with a high disease
burden seen due to foeHorne parasitic diseases, no
remarkable reduction seen in echinococcosis, and a
tendency towardsa rise seen in cysticercosis. It is
recommended to focus on echinococcosis control, and
continue to consolidate the control achievements of other
major human parasitic diseases in China; meanwhile, the
surveillance and prevention of fodmbrne parasitic
diseases should be reinforced.

Rueda RG, Ospina RAK, Méasmela LAO, Loépez NG,
Calambas AIO, Diaz LFN, Ippolito NG&snandezNifio

JA, Padez MCL.

22-03-2023

Acta Trop

https://pubmed.ncbi.nlm.nih.gov/36963599/

The taeniasis/cysticercosis complex (TCC) belongs to the
group of neglected infectious diseases with a
multifactorial transmission that includes hosts such as
humans and pigs of the parasitic tapeworm (Taenia
solium) and environmental factors. This study represents
the first phase of the National and Craestoral Plan for
TCC EliminationObjectives: To obtain data about
knowledge and practices in relation to the TCC from
knowledge, attitudes, and practices (KAP) surveys applied
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in two pilot localities for building a baseline of the
potential risk factors related to identification, prevention,
and controlof TCC in ColombiMethods: A descriptive
crosssectional survey from October to November in 2019
was carried out using a structured questionnaire and
random sampling by singtage conglomerates in the
municipalities of Mahates, Bolivar (n=152) (Attant
Region) and Mercaderes, Cauca (n=152) (Andean Region).
Results: Respondents in Mahates showed moderate
knowledge about TCC compared to those in Mercaderes,
however, risky practices were identified in both places
(consumption of pork with cysts and dedéon in places
other than the bathroom or latrine). Deficiency in
infrastructure and failure in basic services were observed
as potential risk factors for TCC transmission in both
municipalitiesConclusionBased on the framework of the
National and Crassectoral Plan for TCC Elimination,
adequate knowledge on identification, prevention, and
control of the disease must be reinforced; cultural and
ecological differences should be considered when
designing communication and knowledge transmission
tools. Weconsider that major investment should be made
in improving basic services and creating sustainable
modernized pig farming in Mahates and Mercaderes.

Anisuzzaman, Hossain MS, HattalBbony SS, Kwofie
KD, Kawada H, Tsuji N, Alim MA.

2023

Adv Parasitol.
https://pubmed.ncbi.nlm.nih.gov/36948728/

Sanga TA, Maganira JD, Kidima WB.
Apr-2023

Prev Vet Med.
https://pubmed.ncbi.nlm.nih.gov/36736267/

Taeniasis/cysticercosis caused by tapeworms belonging to
the genus Taenia, poses serious veteriremyg public
health problems, resulting in economic burden in endemic
low-income countries worldwide. However, little
epidemiological data exist on infection status among pigs
in many areas in Tanzania. We conducted a @estsonal
survey in Rungwe Disttj Mbeya Region, Tanzania, to
define the prevalence and risk factors associated with
porcine cysticercosis transmission. @nmdred sSixty
nine pigs from 152 households were examined for
circulating taeniid antigens by cysticercosis antigen (Ag)
enzymelinked immunosorbent assay (ELISA). Agarose gel
electrophoresis was used to differentially diagnose Taenia
speciesspecific cysticerci DNA bands. Structured
guestionnaires were administered in the surveyed
households to collect information on risk factorg fo
porcine cysticercosis transmission. Sera from eleven
household pigs tested positive for porcine cysticercosis in
the AGELISA with an apparent prevalence of 6.5 % (95 %
C.I. 3.811.3 %) and estimated true prevalence of 6.1 % (95
% C.I. 330.9 %). DNAdBelectrophoresis confirmed that
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100 % of cysticerci isolated amongst pigs slaughtered in
the study area belonged to T. solium. Of the five surveyed
wards, positive household pigs were from Bulyaga, Kiwira,
and Mpuguso. Lack of knowledge on porcine aystisis
among household members was found to be significantly
associated with positivity of Taenia species antigen in pigs
sera (OR =7.742, p =0.017). Our results show that porcine
cysticercosis is prevalent in Rungwe. There is a definite
need to estabsih control measures against this potential
zoonosis to safeguard veterinary and public health in the
Rungwe District.

Dracunculose

Jiang Y, Zong Y, Du Y, Zhang M, Ye F, ZhaagglYY Zhu
C, Tang Z.

30-03-2023

Inflamm Res.
https://pubmed.ncbi.nlm.nih.gov/36997814/

BackgroundCurcumin is a diketone compound extracted
from the rhizomes of some plants in the Zingiberaceak
Araceae family. It possesses a variety of biological
activities, including antioxidant, aftiflammatory and
anti-cancer properties. However, the cellular and
molecular antipruritic mechanisms of curcumin remain to
be exploredObjectiveOur objectie was to study the role

of curcumin in pruritus and determine whether its
antipruritic effect is related to MrgprB2 receptor.
Methods: The effect of curcumin on pruritus in mice was
examined by scratching behavior test. The antipruritic
mechanism of curcuim was explored by using transgenic

mice (MrgprBZ  mice, MrgprB2Crg/temato  mice),
histological analysis, western blot and
immunofluorescence. In addition, the relationship

between curcumin and MrgprB2/X2 receptor was studied
in vitro by using calcium€miaging, plasmid transfection and
molecular docking RESULTS: In the current study, we
found that curcumin had obvious antipruritic effect. Its
antipruritic effect was related to the regulation of
MrgprB2 receptor activation and mast cells tryptase
releaseln vitro, mouse peritoneal mast cells activated by
compound 48/80 could be inhibited by curcumin. In
addition, curcumin was also found to suppress the calcium
flux in MrgprX2 or MrgprB@verexpression HEK cells
induced by compound 48/80, substance P, aAMP 9

20, displaying the specific relation with the MrgprB2/X2
receptor. Moreover, molecular docking results showed
that curcumin had affinity to MrgprX2 protein.
ConclusiongDverall, these results indicated that curcumin
has the potential to treat prutits induced by mast cell
MrgprB2 receptor.

{A12NBR1A _X .t1
14-03-2032
Int J Environ Res Public Health
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https://pubmed.ncbi.nIm.nih.gov/36981998/

Lu Y, Chen F, Zhao Q, Cao Q, Chen R, Pan H, Wang Y,
Huang H, Huang R, Liu Q, Li M, Bae T, Liang H, Lan L.
22-03-2023

Nat Commun

https://pubmed.ncbi.nlm.nih.gov/36949052/

Phenolsoluble modlins (PSMs) and Staphylococcal
protein A (SpA) are key virulence determinants for
communityassociated methicillinesistant
Staphylococcus aureus (E¥RSA), an important human
pathogen that causes a wide range of diseases. Here, using
chemical and genetiapproaches, we show that inhibition

of TarO, the first enzyme in the wall teichoic acid (WTA)
biosynthetic pathway, decreases the expression of genes
encoding PSMs and SpA in the prototypicalMBRSA
strain USA300 LAC. Mechanistically, these effects are
linked to the activation of VraRS twomponent system
that directly represses the expression of accessory gene
regulator (agr) locus and spa. The activation of VraRS was
due in part to the loss of the functional integrity of
penicillinbinding protein 2RBP2) in a PBR#apendent
manner. TarO inhibition can also activate VraRS in a
manner independent of PBP2a. We provide multiple lines
of evidence that accumulation of lipidked
peptidoglycan precursors is a trigger for the activation of
VraRS. In sunour results reveal that WTA biosynthesis
plays an important role in the regulation of virulence gene
expression in GMRSA, underlining TarO as an attractive
target for antivirulence therapy. Our data also suggest
that acquisition of PBP2Zmcoding mecAane can impart

an additional regulatory layer for the modulation of key
signaling pathways in S. aureus.

Anneberg TJ, ®eill EM, Ashman TL, Turcotte MM.
May-2023

New Phytal
https://pubmed.ncbi.nlm.nih.gov/36740596/

Ecological theory predicts that early generation polyploids
(‘neopolyploids’) should quickly go iext owing to the
disadvantages of rarity and competition with their diploid
progenitors. However, polyploids persist in natural
habitats globally. This paradox has been addressed
theoretically by recognizing that reproductive assurance
of neopolyploids ah niche differentiation can promote
establishment. Despite this, the direct effects of polyploidy
at the population level remain largely untested despite
establishment being an intrinsically populatiexel
process. We conducted populatitevel experimets
where lifehistory investment in current and future growth
was tracked in four lineage pairs of diploids and synthetic

IS 21 NXAZA] ﬁutoge&;;\ploids of the aquatic plant Spirodela polyrhiza.

Population growth was evaluated with and without
competition between diploil and neopolyploids across a
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range of nutrient treatments. Although neopolyploid
populations produce more biomass, they reach lower
population sizes and have reduced carrying capacities
when growing alone or in competition across all nutrient
treatments. Tus, contrary to individudével studies, our
populationlevel data suggest that neopolyploids are
competitively inferior to diploids. Conversely,
neopolyploid populations have greater investment in
dormant propagule production than diploids. Our results
show that neopolyploid populations should not persist
based on current growth dynamics, but high potential
future growth may allow polyploids to establish in
subsequent seasons.

Echinococcose

Ergirdz E, Erglin S, Tung E, Pekmezci S.
30-03-2023

Acta Parasitol.
https://pubmed.ncbi.nlm.nih.gov/36995509/

Ahire P, yer N, Gada PB.

24-03-2023

Cureus.
https://pubmed.ncbi.nIm.nih.gov/36994267/

The liver is the commonest organ affected by hydatid
disease. We report a rare case of ay2arold female
patient who was treated surgically for hepatic
echinococcosis two weeks ago with laparoscopic excision
of hepatic hydatid cyst with marsupialization and
omentoplasty. She then presented with features of
obstructive jaundice, which is a known complication
following hylatid endocystectomy. Cholangiogram
revealed a communication of the residual hydatid cyst
with right segmental intrahepatic biliary radicals. She was
treated with endoscopic retrograde
cholangiopancreatography (ER@R)ded stenting. ERCP
is regarded as afmportant therapeutic strategy for
hydatid cysts occurring in the extra biliary tree either as
primary or as complications of liver cysts. It facilitates the
clearing of hydatid debris from the biliary tree, and the
closure of fistulas and bile leaks doled by laparoscopic
cholecystectomy when the hydatid cysts are also located
in the gallbladder.

Jalayeri MHT, Zakariaei Z, Fakhar M, Sharifpour A,
Banimostafavi ESSoleymani M.

25-03-2023

Oxf Med Case Reports.
https://pubmed.ncbi.nlm.nih.gov/36993831/
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Hydatidosis is a parasitic and zoonotic infection caused by
the larval stage dEchinococcus granulos@ysts of this
parasite involve almost all the organs of the human body,
especially the liver and lungs. Asymptomatic cases may
develop into symptomatic pulmonary hydatidosis due to
the rupture of hydatid cystd.ophomonasas causative
agents of pulmonaryophomoniasis, is an emerging
protozoan that mostly infects the lower respiratory
airways. Clinical symptoms of these two diseases can
mostly be overlapped. Herein, we describe the rare case
of comorbidity of a ruptured cystic echinococcosis and
lophomoniass in a 38/earold male farmer with a history

of opium addiction from northern Iran.

Asouli A, Sadr S, Mohebalian H, Borji H.
29-03-2032

Acta Parasitol.
https://pubmed.ncbi.nlm.nih.gov/36991291/

Sasaki R, Okumal |, Asari Y.

29-03-2023

J Vet Med Sci
https://pubmed.ncbi.nlm.nih.gov/36990791/

Echinococcus multilocularis causes zoonotic disease,
alveolar echinococcosis. The life cycle of E. multilocularis
is maintained by the predatgrey relationship between
red foxes and rodents. Infection to red fox (Vulpes vulpes)
of E. multilocularis is considered that rodents take eggs of
E. multilocularis, then red fox forage the rodents.
However, it has been not known how to take eggs by
rodents. On infection process Bf multilocularis from red
foxes to rodents, we predicted that rodents would forage
or touch with feces of red fox to use undigested materials
within the feces. We monitored rodent's response to fox
feces and their distance to the feces by using camaga tr
from May to October 2020. Myodes spp. and Apodemus
spp. touched fox feces, and touch rate of Apodemus spp.
was significantly higher than that of Myodes spp. We
found smelling and passing as contact behaviors to fox
feces by Myodes spp., while Apodemysp.sshowed
behaviors which oral directly contacted feces. There was
no significant difference on the shortest distance between
Apodemus spp. and Myodes spp. The distance between 0
cm and 5 cm was mostly observed for both rodents. The
results that Myodes gp did not forage feces and their
contact to feces was low frequency suggested that the
infection from red foxes to Myodes spp., the main
intermediate host, was to be other pathways. The
approach to feces and the act near feces might increase
the probabiliy attached with eggs.



https://pubmed.ncbi.nlm.nih.gov/36995509/
https://pubmed.ncbi.nlm.nih.gov/36994267/
https://pubmed.ncbi.nlm.nih.gov/36993831/
https://pubmed.ncbi.nlm.nih.gov/36991291/
https://pubmed.ncbi.nlm.nih.gov/36990791/

Ll AYy2gall
YASUGO2641 A
Grodzki T, Tomos P.
10-03-2023

Medicina (Kaunas).
https://pubmed.ncbi.nlm.nih.gov/36984545/

9z

Yz tdalraiezalir Y=

Alshoabi SA, Alkalady AH, Almas KM, Magram AO,
Algaberi AK, Alareqi AA, Hamid AM, Alhazmi FH, Qurashi
AA, Abdulaal OM, Aloufi KM, Alsharif WM, Alsultan KD,
Omer AM, Gareeballah A

16-03-2023

Diagnostics (Basel).
https://pubmed.ncbi.nlm.nih.gov/36980435/

Hydatid cyst is a common name for the larval stage of a
tapeworm species oEchinococcus granulosushich is
transmitted from animals to humans via the fecahl
route. Hydatid cysts predominantly affect the liver (75%),
followed by the lung (15%), and they can affect many
organs in the human body. Medical imaging modalities are
the keystone for the diagnosis of hydatists with high
sensitivity and specificity. Ultrasound imaging with high
resolution is the first choice for diagnosis, differential
diagnosis, staging, establishing a role in interventional
management, and followp, and it can differentiate Type

| hydatid cysts from simple liver cysts. Unenhanced
computed tomography (CT) is indicated where or when an
ultrasound is unsatisfactory, such as with chest or brain
hydatid cysts, when detecting calcification, and in obese
patients. Magnetic resonance imaging (MK$uperior for
demonstrating cyst wall defects, biliary communication,
neural involvement, and differentiating hydatid cysts from
simple cysts using diffusiaveighted imaging (DWI)
sequences. According to the phase of growth, hydatid
cysts occur in défrent sizes and shapes, which may mimic
benign or malignant neoplasms and may create diagnostic
challenges in some cases. Hydatid cysts can mimic simple
cysts, choledochal cysts, Caroli's disease, or mesenchymal
hamartomas of the liver. They can mimic lunygstic
lesions, mycetoma, blood clots, Rasmussen aneurysms,
and even lung carcinomas. Differential diagnosis can be
difficult for arachnoid cysts, porencephalic cysts, pyogenic
abscesses, and even cystic tumors of the brain, and can
create diagnostic ditamas in the musculoskeletal system.

CarranzaRodriguez C, Lopdzelgado L, Granades
Magan A, Pérearellano JL.

20-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977182/
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Yoo JS, Kang MK, Park JG, Kim HJ, Choi JH.
02-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977156/

Pandey U, Timilsina BR, Acharya S, Paudel U, Kc SR,
Pradhan S.

10-03-2023

J Nepal Health Res Counc
https://pubmed.ncbi.nlm.nih.gov/36974879/

Primary Renal hydatid cyst is a rare enfitie report a
case of isolated right renal hydatid cyst in ay&&rold
female who presented with pain in the right lumbar region
for 4-5 months and a palpable mass in the right upper
quadrant. The radiological features were suggestive of a
hydatid cystn the right kidney with no cyst in the liver,
lungs, or left kidney. She was managed medically with oral
Albendazole tablets (400 mg twice daily). A total of 6 cycles
of Albendazole were given with each cycle lasting for 4
weeks and a drufyee period of 2veeks in between two
consecutive cycles and kept on follaw for a year. Her
condition improved with no recurrence on follap after

one year. Keywords: Albendazole; echinococcus
granulosus; renal hydatid cyst.

Cui Z, Ye G, Yu W, Wang Z, Kong F, Ren L.
30-08-2022

Zhongguo Xue Xi Chong Bing Fang Zhi Za Zhi
https://pubmed.ncbi.nlm.nih.gov/36974024/

Alveolar echinaaccosis, caused byEchinococcus
multilocularis infection, is a highly deadly zoonotic
parasitic disease. As a benzimidazole compound,
albendazole has a strong and bresgbctrum anti
parasitic action. For alveolar echinococcosis patients that
are unwillingo receive surgical treatment, lose the timing
for surgery, or are intolerant to surgery due to poor
physical status, administration of albendazole may delay
disease progression. Recently, a large number of advances
have been achieved in experimental sasdon alveolar
echinococcosis. In order to increase the understanding of
the therapeutic efficacy of albendazole for alveolar
echinococcosis, this review summarizes the advances in
albendazole treatment for alveolar echinococcosis, so as
to provide insigts into the clinical treatment of alveolar
echinococcosis with albendazole.

Messaoud O, El Haddad S, Cherraqi A, Allali N, Chat L.
20-03-2023

Glob Pediatr Hetid.
https://pubmed.ncbi.nIm.nih.gov/36968457/
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Ataya J, Hanifa H, Ismail A, Ismail A.
23-03-2023

Int J Surg Case Rep
https://pubmed.ncbi.nlm.nih.gov/36965441/

Mutwiri T, Magambo J, Zeya E, Muigai AWT, Alumasa
L, Amanya F, Fevre EM, Falzon LC.

15-08-2022

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36962714/

Cystic Echinococcosis (CE) is a zoonosis caused bgrinfecti
with the larval stages of the taeniid cestodes of the species
complex Echinococcus granulosus sensu lato. It is
prevalent among transhumant communities in East Africa,
including those residing in northern Kenya. The movement
of livestock from these regis of high incidence to areas

of low incidence creates an indirect risk of disease spill
over to humans. To assess possible establishment of the
CE life cycle outside known endemic regions, we used a
portable ultrasound scanner to screen for the presesfce
human CE in Bungoma County of western Kenya, an area
which imports substantial numbers of cattle for slaughter
from neighbouring pastoralist regions. Eight sentinel sites
were purposively selected based on their proximity to
slaughterhouses handling emls introduced from
pastoralist regions, and necessary permissions to conduct
the study were sought. Regression analyses were
conducted to identify risk factors associated with the
presence of abdominal and cystic lesions (CL). In total,
1002 participantsvere screened; of these, 654 (65.3%)
were female and the median age was 43. Farming (n = 403;
43.4%) was the most frequent occupation, followed by
professional (i.e. on regular salary) (n = 215; 23.1%), and
business (n = 207; 22.3%) categories. -Sewgn
participants (6.7%) had abnormal ultrasound findings, of
these, 7 (1.1%) had simple liver cysts/CL, as per WHO
classification. As such, their outcome was inconclusive and
they were not put on treatment but advised to attend
follow-up investigations in eeferral health facility. Other
abnormal findings included splenomegaly (n = 14), ovarian
cysts (n = 14), uterine fibroids (n = 10), polycystic kidneys
(n = 6), and benign prostatic hyperplasia (n = 6). Age was
unconditionally associated with the presencef
presumptive CL. These results contribute to CE baseline
data while providing insights on the implementation of
ultrasound diagnosis in the field, as recommended by the
WHO for targeted control of echinococcosis by 2030.

Wang X, Huang J, Su L, Ma Q, Ma C, Xie Z.
22-03-2023

BMC Infect Dis
https://pubmed.ncbi.nIm.nih.gov/36949399/
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Background: Echinococcosis, also known as hydatid
disease, is a zoonotic parasitic disease prevalent in
pastoral areas, mainly involving the liver and lungs, and
less frequently the bones and surrounding soft tissues.
Diagnosis and treatment of bone hydatid disease is a
challenge, and because of the ingits course of the
disease, the lesions are often widely disseminated by the
time patients seek medical attentioBase presentations
29-yearold woman presented with a painless mass that
was gradually increasing in size in the cervical thorax.
Imaging evealed an enlarged clavicle with multiple bone
cortical defects and the existence of cysts in the soft
tissues surrounding the clavicle, for which complete
excision of the clavicle and the attached cysts was
performed. There was no recurrence of the aeyishin one
year after the operation, and the patient felt well and had
normal shoulder joint movementConclusions:Bone
hydatid may appear in bones throughout the body, and
cysts that leak from the bone into the surrounding soft
tissues may spread at alagvely rapid rate. Prompt
surgical removal of the affected bone and surrounding
cyds is necessary for treatment.

Trématodoses d’

alimentaire
(clonorchiase,
opisthorchiase,
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Hembasat T, Chaiyadet S, lIttiprasert W, Smout MJ,
Young ND, Loukas A, Brindley PJ, Laha T.

14-03-2032

Res Sq

https://pubmed.ncbi.nIm.nih.gov/36993607/

Purpose Progranulin (PGRN) is a secreted glycoprotein
growth factor with roles in wound healing, inflammation,
angiogenesis and malignancy. An orthologue of the gene
encoding huran PGRN was identified in the carcinogenic
liver fluke Opisthorchis viverrini Methods Sequence
structure, general characteristics and possible function of
O. viverriniPGRN was analyzed using bioinformatics.
Expression profiles were investigated withmfitative RT
PCR, western blot and immunolocalization. A specific
peptide ofOv-PGRN was used to investigate a role for this
molecule in pathogenesis. Results The structure of the
gene coding fo®. viverrinPGRN was 36,463 bp in length,
and comprised ol3 exons, 12 introns, and a promoter
sequence. Th®wvpgrn mMRNA is 2,768 bp in length and
encodes an 846 amino acids with a predicted molecular
mass of 91.61 kD@v-PGRN exhibited one half and seven
complete granulin domains. Phylogenetic analysis
reveded that Ov-PGRN formed its closest relationship
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with  PGRN of liver flukes in the Opisthorchiidae.
Transcripts ofOv - pgrn were detected in several
developmental stages, with highest expression in the
metacercaria, indicating th&@v-PGRN may participats

a growth factor in the early development ©f viverrini
Western blot analysis revealed the presence of detected
Ov-PGRN in both soluble somatic or excretory/secretory
products, and immunolocalization indicated high levels of
expression in the tegnent and parenchyma of the adult
fluke. Ceculture of a human cholangiocyte cell line and a
peptide fragment oDv-PGRN stimulated proliferation of
cholangiocytes and upregulation of expression of the
cytokines IL6 and IL8. ConclusiorRGBRN is expressed
throughout the life cycle of liver fluke, and likely plays a
key role in development and growth.

Chantree P, Tarasuk M, Prathaphan P, Ruangtong J,
Janklang M, Chumkiew S, Martviset P.

01-03-2023
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Lianou DT, Arsenopoulos KV, Michael CK, Mavrogianni
VS, Papadopoulos E, Fthenakis GC.
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The aims of the present study were: (a) to describe the
prevalence of helminth infections from pooled faecal
samples from sheep flocks across Greece and (b) to
evaluate flockelated factors potentially associated with
the presence of these inféans in the flocks. An extensive
countrywide study was performed on 325 sheep farms
throughout Greece; faecal samples were collected from
ewes and processed for the identification of helminth
parasites. Helminths were detected in samples from 92.9%
of flocks; these includeDicrocoelium dendriticufl6.7%

of flocks)Fasciola hepatio®.6%)Paramphistomum cervi
(2.2%)Monieziaspp. (18.8%), Trichostrongylidae (85.5%),
Nematodiruspp. (18.8%%trongyloides papillos(is.1%),
Trichurisspp. (20.0%) andungworms (17.8%). Mean
Trichostrongylidae counts across all flocks in the study
were 215 epg. Specifically, for Trichostrongylidae, there
were differences between flocks that had or had not
received anthelmintics during the two months prior to
sampling, a well as between flocks located in various
areas of the country. In multivariable analyses, for the
outcome 'high (>300) epg counts in faecal samples', the
month into the lactation period at sampling and the
application of reproductive control practices the farm
emerged as significant factors; for the outcome ‘high
proportion (>63%) ofeladorsagiapp. in faecal samples',
the availability of straw bedding emerged as a significant
factor; and for the outcome 'high proportion (>63%) of
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Haemonchus contarsin faecal samples’, the age of the
farmer emerged as a significant factor. For the outcome
'‘presence offrichurisspp. in faecal samples', the provision
of finished feed (concentrate) to animals emerged as a
significant factor, whilst, finally, for theutcomes
‘presence of D. dendriticumin faecal samples' and
'‘presence of lungworms in faecal samples,' no significant
factors emerged.

Kim JGKang I, Ahn CS, Sohn WM, Kong Y.
23-02-2023

Antioxidants (Basel).
https://pubmed.ncbi.nlm.nih.gov/36978808/

Pathogenic helminths have evolved mechanisms to
preserve reproductive function whilersiving longerm

in the host via robust protective responses. A protective
role of antioxidant enzymes in preventing DNA
degradation has long been proposed, but little evidence
has been provided. Here, we show that omelss
glutathione transferases G§30Os) are critical for
maintaining viability by protecting the reproductive cell
DNA of the carcinogenic liver flukélonorchis sinensis
Clonorchis sinens@STO (CsGSTO) activities modified by
changes in the GSH/GSSG and NADPH/N\AdMR ratios
suppresed the overproduction of reactive oxygen
species. CsGSTO1 and CsGSTO2 catalyzed
deglutathionylation under physiologic and lstress
conditions (GSH/GSSG ratio of 6:1 or higher) but promoted
glutathionylation under higtress conditions (GSH/GSSG
ratio of 3:1 or lower). Gliotoxinduced functional
disruption of CsGSTOs in lividg sinensiseduced the
GSH/GSSG molar ratio and increased the production of
protein glutathionylation (PSSG) under physiologic and
low-stress conditions, indicating that suppsies of GSTO
function did not affect deglutathionylation. However, the
perturbation of CsGSTOs decreased the GSH/GSSG ratio
but also reduced PSSG production under high oxidative
stress, demonstrating that glutathionylation was impeded.
In response to oxidive stimuli, C. sinensislecreased
GST&pecific dehydroascorbate reductase and thiol
transferase activities and the GSH/GSSG ratio, while it
increased the NADPH/NADRtio and PSSG. CsGSTOs
utilized GSH to regulate GSH/GSSG and NADPH/NADP
recycling andriggered a redox signal leading to nuclear
translocation. Nucleamported CsGSTOs were modified
by glutathionylation to prevent DNA damage. Antibodies
specific to CsGSTOs daspendently inhibited this
process. Disruption of CsSGSTOs or the depletidbStt
caused glutathionylation defects, leading to DNA
degradation. Our results demonstrate that CsGSTOs and
the GSH system play a previously unappreciated role in
protecting DNA from oxidative stress.
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Fasciolosis is a zoonotic disease causedFdmciola
giganticaor F. hepaticanfections, which are frequently
occurring parasites in animals and rams. The present
goldstandard diagnostic technique involves finding
parasite eggs through microscopy. However, this method
is also restricted due to low specificity and low sensitivity.
An alternative to coprological diagnosis is the
immunochromatographistrip (ICS) test, which is rapid,
simple, convenient, and cesffective, with high
sensitivity and high specificity. Cathepsin L1H (CathL1H) is
a cysteine protease secreted By gigantica which is
found in high amounts in newly excysted juvenile (AliD)
juvenile stages. Cathepsin L1H plays an important role in
both the immune response to invading pathogens and in
the ability of some pathogens to evade the host immune
system. The present study aims to develop an ICS test and
detect antibodies againsta@L1H in mice and cattle
serum using the recombinaft giganticaCathepsin L1H
(rFgCathL1H) and rabbit anigCathL1H antibody. The
giganticainfected serum and nemfected serum of mice
and cattle were tested using the ICS test. Moreover, the
strip results were confirmed with an indirect enzyme
linked immunosorbent assay (indirect ELISA). The relative
sensitivity, specificity, and accuracy of the ICS strip were
97.5, 99.99, and 99.00%, respectively. Therefore, these
data suggest that the ICS methoalld be used to detect

F. giganticaantibodies to highly enhance throughput,
reduce costs, and determine the best alternativesia
method.

GeadkaewKrenc A, Krenc D, Thanongsaksrikul J, Grams
R, Phadungsil W, Glahmpai K, Chantree P, Martviset P.
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Mereta ST, Abaya SW, Tulu FD, Takele K, Ahmednur M,
Melka GA, Nanyingi M, Vineer HR, Grahd&mown J,
Caminade C, Mor SM.
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Freshwater snails are intermediate hosts for several-snail
borne diseases affecting humans and animals.
Understanding theidtribution of snail intermediate hosts
and their infection status is very important to plan and
implement effective disease prevention and control
interventions. In this study, we determined the
abundance, distribution, and trematode infection status of
freshwater snails in two agerological zones of Ethiopia.
We sampled snails from 13 observation sites and
examined them for trematode infections using a natural
cercarial shedding method. A redundancy analysis (RDA)
was used to examine the relationshiptween snail
abundance and environmental variables. Overall, a total of
615 snails belonging to three species were identified.
Lymnea natalensisand Bulinus globosuswere the
dominant snail species, representing 41% and 40% of the
total collection, respectely. About onghird of the total
snail population (33%) shed cercariae. The cercariae
species recorded wereXiphidiocercaria Brevifurcate
apharyngeate distoméAD, Echinostomeand Fasciola
Snail species were found in high abundance in aquatic
habitas located in the agricultural landscape. Therefore,
land-use planning and protection of aquatic habitats from
uncontrolled human activities and pollution can be
considered as important strategies to prevent and control
the spread of snalborne diseasesiithe region.

Zhang Q, Zhao S, Ye Y, Bi N, Wang X, Zhang J, Li W, Yang
K.

09-03-2023

Zhongguo Xue Xi Chong Bing Fang Z il
https://pubmed.ncbi.nlm.nih.gov/36974010/

Objective: To establish the method for extracting
exogenous short DNA fragments dBchistosoma
japonicum from urine samples, and to evaluate the
efficiency of this method for extraction from urine samples
treated with various methoddethods:TheS. japonicum
SjG28ene fragment was selected as a target sequence,
and the 81 bp short DNA fragment was amplified on the
target sequence using PCR assayollowing
characterization using sequencing, the short DNA
fragment was added into the urine samples as an
exogenous short DNA fragment. Primers and probes were
designed witl5jG28&s a target gene, to establish the real
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time fluorescent quantitative PCRJPCR) assay. The
sensitivity of this qPCR assay was evaluated with
exogenous short DNA fragments that were diluted at a
1:10 dilution ratio as the DNA template, and the specificity
of the gPCR assay was evaluated with the genomic DNA of
S. mansoni, S. haamwbium, Babesia, Ancyiostoma
duodenaie, Cionorchis sinepsiand Paragonimus
westermanias DNA templates. Exogenous short DNA
fragments were added into artificial and healthy
volunteers' urine samples, followed by pH adjustment,
centrifugation and concerdtion, and the efficiency of
extracting exogenous short DNA fragments from urine
samples was compared with the QIAmp Viral RNA Mini Kit
(Qiagen kit) and BIOG cfDNA easy kit (BIORédsiltsAn

81 bp small DNA fragment®fjaponicurwas successfully
prepared, and the lowest detection limit of the established
gPCR assay was 100 coptesHf the 81 bp small DNA
fragment of S. japonicumlf the genomic DNA o08.
japonicum, S. mansoni, S. haematobium, Babesia, A.
duodenaie, C. sinensandP. westermanserved as DNA
templates, the qPCR assay only detected fluorescent
signals withS. japonicumgenomic DNA as the DNA
template. If the pH values of artificial urine samples were
adjusted to 5, 6, 7 and 8, the recovery rates were (49.12 +
2.09)%, (84.52 + 4.9%, (89.38 + 3.32)% and (87.82 %
3.90)% for extracting the exogenous short DNA fragment
of S. japonicunwith the Qiagen kit, and were (2.30 %
0.07)%, (8.11% + 0.26)%, (13.35 + 0.61)% and (20.82 +
0.68)% with the BIOG kit, respectively 88.702, 26.955,
39.042 and 29.571; dftvalues < 0.01). If the Qiagen kit
was used for extracting the exogenous short DNA
fragment from artificial urine samples, the lowest recovery
rate was seen from urine samples with a pH value of 5 (all
Pvalues < 0.05), and there meno significant differences

in the recovery rate from urine samples with pH values of
6, 7 and 8 (alfPvalues > 0.05). Following centrifugation of
artificial [(64.30 = 1.00)% vs. (58.87 + 0.26)842.033P

< 0.05] and healthy volunteers' urine saegl(31 165 + 1
017) copiestL vs. (28 471 + 818) copiek/t = 23.164P

< 0.05]. In addition, concentration of artificial urine
samples with the 10 kDa Centrifugal Filter and
concentration of healthy volunteers' urine samples with
the 100 kDa CentrifugeFilter were both effective to
increase the recovery of the Qiagen kit for extracting the
exogenous short DNA fragment $f japonicuntboth P
values < 0.01)ConclusionsA method for extracting
exogenous short DNA fragments $f japonicunmfrom
urine sanples has been successfully established, and the
Qiagen kit has a high extraction efficiency. Adjustment of
urine pH to 6 to 8 and concentration of healthy volunteers'
urine samples with the 100 kDa Centrifugal Filter are both
effective to increase the affiency of extracting
exogenous short DNA fragmentsSofiaponicum

Kang SA, Patel PK, Patil S, Brssevedo A, Layfield L,
Wiesemann S, Roland W.
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Bovine tuberculosis (BTB) is a dangerous zoonosis which
presents a seriougroblem for endangered species such
as European bison ( Bison bonasus). Little is known about
the influence of parasitic einfections on the course and
diagnosis of tuberculosis in animals. The best known co
infection in cattle is Fasciola hepatica anccdbacterium
bovis. The aim of this study was to review the most recent
literature regarding tuberculosis and parasiteirf@ction

in ungulates and relate the results to European bison. Our
findings indicate that any comprehensive diagnosis of BTB
should nclude parasitological monitoring, and the
possible impact of such invasions on cellular response
based tuberculosis tests should be taken into account. The
diagnosis of BTB is complex, as is its pathogenesis, and
parasitic infestations can have a sigaificimpact on
both. This should be taken into account during further
research and monitoring ofuberculosis in European
bison.

Zhang L, Wang X, Zhang J, Wangal,D.
07-03-2023

Front Cell Infect Microbiol
https://pubmed.ncbi.nlm.nih.gov/36960040/

Hepatitis E virus (HEV) is a common cause of acute
hepatitis that threatens human health worldwide. With
the popularization of detection technology, the reports of
hepatitis E have gradually increased. Here, we present a
rare case of cdinfection with hepatitis E viruses,
Clonorchis sinensaasdEscherichia colA 52yearold man

was hospitalized because afifue, jaundice, and nausea
for more than 2 weeks. Laboratory tests showed elevated
bilirubin, aminotransferase (ALT), and aspartate
aminotransferase (AST); HEW was positive, and HEV
RNA could be detected. Moreover, parasites were found
in the biliary drainage and the biliary culture, which
suggestedEscherichia coliThe patient was effectively
treated with praziquantel, imipenem, and
hepatoprotective drugs and his clinical symptoms were
relieved after 2 months; total bilirubin decreased to 85.1
>mol/L, ALT decreased to 92.4 U/L, and AST decreased to
102 U/L.
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Filariose lymphatique

Madanagopal P, Muthusamy S, Pradhan SN, Prince PR.
2023

Bull Natl Res Cent
https://pubmed.ncbi.nlm.nih.gov/36987521/

Backgroundt.ymphatic fariasis (LF), often referred to as
elephantiasis, has been identified as one of the 17
neglected tropical diseases by the World Health
Organization. Currently, there are no vaccines available to
treat this infection in humans. Therefore, with the
objective of devising a novel preventive measure, we
exploited an immunoinformatics approach to design a
multi-epitope-based subunit vaccine for LF, that can elicit
a variety of immune responses within the host. In this
study, different B cell,cEell, and ¥ cel-binding epitopes
were screened from the antigenic proteins Bfugia
malayi and they were passed through several
immunological filters to determine the optimal epitopes.
ResultsAs a result, 15 CD8+, 3 CD4+, and 3 B cell epitopes
were found to be promient, antigenic, not#toxic,
immunogenic and noallergenic. The presence of
conformational B cell epitopes and cytokinducing
epitopes confirmed the humoral and eslkdiated
immune response that would be triggered by the
constructed vaccine model. Fallmg that, the selected
epitopes and TL-Rspecific adjuvant were ligated by
appropriate peptide linkers to finalize the vaccine
construct. Proteisprotein docking of the vaccine structure
with the TLR4 receptor predicted strong binding affinity
and henceputatively confirms its ability to elicit an
immune response. Further, the efficiency of the vaccine
candidate to provide a loAgsting protective immunity
was assessed by in silico immune simulation. The reverse
translated vaccine sequence was also glfyucloned in

the pET28a (+) plasmid after the optimization of the gene
sequence ConclusionSo taken together, by monitoring
the overall in silico assessment, we hypothesize that our
engineered peptide vaccine could be a viable prophylactic
approach inthe development of vaccines against the
threat of human lymphatic filariasis.

Adewale B, Mogaji H, Balogun J, Bgim E, Olamiju F,
Herbert D.
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Background:Infections with Wuchereria bancroftiare
associated with reduced immunity against concomitant
infections. Indeed, our previous study described &3S
increased HIV incidence among individuals with
bancroftiinfection, as measured by the circulating filarial
antigen of the adult worm. This new study aimed to
retrospectively determine microfilariae status of the
participants to assess if the previously described increased
HIV susceptibility was assated with the presence of MF
in the same cohortMethods: CFA positive but HIV
negative biobanked human blood samples 350) were
analyzed fow. bancrofti MEEhitinase using real time PCR.

Results:The PCR provided a positive signal in 12/350
(3.4%) samples. During four years of folleyw (1109
person years (PY)), 22 study participants acquired an HIV
infection. In 39 PY &W. bancroftiMF chitinase positive
individuals, three new HIV infections occurred (7.8 cases
per 100 PY), in contrast to 19 sewaversions in 1070 PY
of W. bancroftiMF chitinase negative individuals (1.8
cases per 100 Py 0.014)Conclusiondn the subgroup

of MFproducing WhHnfected individuals, the HIV
incidence exceeded the previously described moderate
increased risk foHIV seen in all Winfected individuals
(regardless of MF status) compared with uninfected
persons from the same area.

Oren H, Luzala MM, Kigozi S, Sikumbili RM, Muanga CK,

%2t 9bX 28yR2A {bxX .dzl !
J, Kaddumukasa MA, Memvanga PB.
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https://pubmed.ncbi.nlm.nih.gov/36975906/

Mosquitoes act as vectors of pathogens that cause most
life-threatening diseases, such as malaria, Dengue,
Chikungunya, Yellow fever, Zika, West Nilenphatic
filariasis etc. To reduce the transmission of these
mosquiteborne diseases in humansgveral chemical,
biological, mechanical, and pharmaceutical methods of
control are used. However, these different strategies are
facing important and timely challenges that include the
rapid spread of highly invasive mosquitoes worldwide, the
development 6 resistance in several mosquito species,
and the recent outbreaks of novel arthropbdrne
viruses (e.g., Dengue, RIift Valley fever, -timke
encephalitis, West Nile, yellow fever, etc.). Therefore, the
development of novel and effective methods of ¢ohts
urgently needed to manage mosquito vectors. Adapting
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the principles of nanobiotechnology to mosquito vector
control is one of the current approaches. As a siatgp,
ecofriendly, and biodegradable method that does not
require the use of toxic cheicals, the green synthesis of
nanoparticles using active toxic agents from plant extracts
available since ancient times exhibits antagonistic
responses and broaspectrum targefspecific activities
against different species of vector mosquitoes. In this
article, the current state of knowledge on the different
mosquito control strategies in general, and on repellent
and mosquitocidal plarnediated synthesis of
nanoparticles in particular, has been reviewed. By doing
so, this review may open new doors fa@search on
mosquiteborne diseases.

Naing C, Htet NH, Aung HH, Whittaker MA.
17-01-2023

PLOS Glob Public Health
https://pubmed.ncbi.nlm.nih.gov/36963022/
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Koudou BG, Timothy J.
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Adhikari R, Acharya D, Wagle A.
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Introduction: The majority of the districts of Nepal (63 out
of 77) were detected as prevalent of Lymphatic Filariasis
(LF), with an average prevalence of 13 percent ranging
from less than one to 39 percent iNepal. Despite
people's ignorance about the LF, the government has a
target to eliminate LF by 2020. The study aimed to assess
the association between sociodemographic characteristics
and knowledge of the mode of transmission of LF.
Materials and methodsfhe study used a crossctional
design. Secondary data from Nepal Demographic and
Health Survey 2016 were analysed. Altogether, 11040
participants participated in the study. Sociodemographic
characteristics were the independent variables, whereas
householl heads' knowledge of LF transmission was the
dependent variable. Descriptive, bivariate, and
multivariate analyses were performed to assess the
association between sociodemographic characteristics
and knowledge of the mode of transmissidResults:
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Findirgs showed that only 28 percent of househb&hds
correctly identified the mode of transmission of Lymphatic
Filariasis in the study. Household head's age, sex, wealth
status, place of residence in terms of areas lgelo and
province, migration historgnd household assets such as
bed nets, Radio, TV were significantly associated with the
knowledge of the mode of transmission of Lymphatic
Filariasis. Variables: wealth status, sex, residence, eco
belts, possessing bed nets, and Radio appeared as
significat predictors for knowledge of the mode of
transmission of Lymphatic Filariasis. The richest to the
poorest people had lower odds ranging from 0.22 to 0.53
for knowing the mode of transmission of Lymphatic
Filariasis compared to the richest people (p =0D)0
Conclusion:The study identified the population groups
with a low level of knowledge of modes of transmission of
Lymphatic Filariasis. Thus, it can be inferred from the study
that relevant programs need to focus on women, people
residing in the mounias and Terai, and those belonging
to the middle and poor wealth index. The study also
emphasizes that information, education, and
communication materials can effectively impart
knowledge of Lymphatic Filariasis.

Dilliott D, Addiss D, Thickstun C, Djima AM, Comoe E,
Thompson L, Neema S, Amuyunklyamongo M, Wung
Buh A, McFarland D, Gyapong M, Krentel A.
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Volunteer community drug distributors (CDDs) have been
vital to progress made the elimination of onchocerciasis
and lymphatic filariasis; two neglected tropical diseases
amenable to preventive chemotherapy {RTDs).
However, formative work in Céte d'lvoire and Uganda
revealed that CDDs can encounter considerable challenges
during mass drug administration (MDA). CDDs must be
resilient to overcome these challenges, yet little is known
about their resilience. This mixeaethods study explored

the resilience of CDDs in Céte d'lvoire and Uganda. The
characteristics and experiences 0f828DDs involved in
the 2018 MDAs in Céte d'lvoire (N = 132) and Uganda (N =
116) were assessed using a micronarrative survey.
Thematic analysis of CDDs' micronarratives was used to
identify challenges they encountered during MDA.
Resilience was assessedings the ConnoebDavidson
Resilience Scale 25 @®IB5). Variables from the
micronarrative survey found to be individually associated
with mean CERISE5 score (P<0.05) through bivariate
analyses were included in a multiple linear regression
model. Poshoc, countryspecific analyses were then
conducted. Thematic analysis showed that CDDs
encountered a wide range of challenges during MDA. The
aggregate model revealed that CDDs who had positive
relationships or received support from their communities
scoral higher on the GIRISE5 on average (P<0.001 for
both), indicating higher resilience. These trends were also
observed in the countrgpecific analyses. Mean &I5€

25 scores were unaffected by variations in district, age,
gender, and length of involvemiewith the NTD program.
Community support during MDA and positive community
CDD relationships appear to be associated with CDDs'
personal capacity to overcome adversity. Involving
communities and community leadership in the selection
and support of CDDs the potential to benefit their well
being. This study establishes the-RIBE25 as a useful

tool for assessing the resilience of CDDs. Further research
is needed to understand, promote, and support the
resilience of this valuable health workforce, upelich

NTD programs depend.

Gill J, Sharma A.

Mar-2023

J Biol Chem.
https://pubmed.ncbi.nlm.nih.gov/36596362/

Malaria and Lymphatic filariasis are considered significant
public health concerns in several countries. As a
researcher, controlling those mosquitos using safe and
ecofriendly insecticides is essential. Thus, we aimed to
explore the potential use afeaweed Sargassum wightii
for the biosynthesis of Ti®IPs and evaluate its efficiency
in controlling diseastransmitting mosquito larvae (using
Anopheles subpictus and Culex quinquefasciatus larvae as
model systems (in vivo)) as well as its potentigceon
norrtarget organisms (using Poecilia reticulata fish as an
experimental model). XRD, -, SEMEDAX, and TEM
carried out the characterization of Bi@Ps. It evaluated
the larvicidal activity against the fourth instar larvae of A.
subpictus and Quinquefasciatus. The larvicidal mortality
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was observed after 24 h of exposure to S. wightii extract
and TiQ NPs. S. wightii synthesized JiRPs show
excellent activity against A. subpictus and C.
quinquefasciatus (&= 4.37 and 4.68; k€= 8.33 and
8.97;.2=5.741 and 4.531) mg/L respectively. TheMsC
results indicate the presence of some important long
chain phytoconstituents like linoleic acid, palmitic acid,
oleic acid methyl ester, and stearic acid, among others.
Furthermore, when testing the poskb toxicity of
biosynthesized NPs in a ntarget organism, no adverse
effects were observed in Poecilia reticulata fish exposed
for 24 h, considering the evaluated biomarkers. Thus,
overall, our study results reveal that biosynthesized TiO
NPs are an efttive and exciting eeiendly approach to
controlling the A. subpictus and C. quinquefasciatus.

Mycétome

Ortiz WIMcKowen RL, Cervantes M.
25-02-2023

Cureus
https://pubmed.ncbi.nlm.nih.gov/36994297/

Tuberculosis is a bacterial infection caused by
Mycobacterium tuberculosi#t primarily affects the lungs
but can also spread to other body parts. One of the
possible symptoms of pulmonary tuberculosis (TB) is
hemoptysis. In the case of TB, aspergillomas can develop
in the cavitary lesions of TB and result in a deteriorating
clinical situation. The current casport describes a 63
yearold female previously treated for TB who presented
with hemoptysis, fever, and a 4 cm focal density in the
right upper lobe on chest-pay. The patient was found to
have concomitant TB and aspergillosis, manifesting as a
pulmonary aspergilloma. The eonccurrence of TB and
aspergillosis can occur, particularly in patients with
weakened immune systems. This case report highlights
the importance of considering concomitant TB and
pulmonary mycetoma in patients with a history of treated
TB who present with pulmonary symptoms.

Yotsu R, Ding Z, Hamm J, Blanton R.
15-03-2032

medRxiv
https://pubmed.ncbi.nlm.nih.gov/36993502/

BackgroundDeep learning, which is a part of a broader
concept of artificial intelligence (Al) and/or machine
learning has achieved remarkable success in vision tasks.
While there is growing interest in the use tfis
technology in diagnostic support for skéelated
neglected tropical diseases (skin NTDs), there have been
limited studies in this area and fewer focused on dark skin.
In this study, we aimed to develop deep learning based Al
models with clinical ima&g we collected for five skin NTDs,
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namely, Buruli ulcer, leprosy, mycetoma, scabies, and
yaws, to understand how diagnostic accuracy can or
cannot be improved using different models and training
patterns. Methodology: This study used photographs
collectedprospectively in Cote d'lvoire and Ghana through
our ongoing studies with use of digital health tools for
clinical data documentation and for teledermatology. Our
dataset included a total of 1,709 images from 506 patients.
Two convolutional neural netwagkResNeb0 and VGG

16 models were adopted to examine the performance of
different deep learning architectures and validate their
feasibility in diagnosis of the targeted skin NRpiscipal
findings: The two models were able to correctly predict
over 706 of the diagnoses, and there was a consistent
performance improvement with more training samples.
The ResNeb0 model performed better than the VA®
model. Model trained with PCR confirmed cases of Buruli
ulcer yielded 3% increase in prediction accayaover
training sets including unconfirmed cas@onclusions:
Our approach was to have the deep learning model
distinguish between multiple pathologies simultaneously
which is close to reaborld practice. The more images
used for training, the more aagrate the diagnosis
became. The percentages of correct diagnosis increased
with PCPpositive cases of Buruli ulcer. This demonstrated
that it may be better to input images from the more
accurately diagnosed cases in the training models also for
achievingbetter accuracy in the generated Al models.
However, the increase was marginal which may be an
indication that the accuracy of clinical diagnosis alone is
reliable to an extent for Buruli ulcer. Diagnostic tests also
have its flaws, and they are not alwagkable. One hope

for Al is that it will objectively resolve this gap between
diagnostic tests and clinical diagnoses with addition of
another tool. While there are still challenges to be
overcome, there is a potential for Al to address the unmet
needs vhere access to medical care is limited, like for
those affected by skin NTDs.

Alshoabi SA, Alkalady AH, Almas KM, Magram AO,
Algaberi AK, Alareqi AA, Hamid AM, Alhazmi FHr&3hi
AA, Abdulaal OM, Aloufi KM, Alsharif WM, Alsultan KD,
Omer AM, Gareeballah A.

16-03-2023

Diagnostics (Basel).
https://pubmed.ncbi.nlm.nih.gov/36980435/

Hydatid cyst is a common name for thevhl stage of a
tapeworm species oEchinococcus granulosushich is
transmitted from animals to humans via the fecsdl
route. Hydatid cysts predominantly affect the liver (75%),
followed by the lung (15%), and they can affect many
organs in the humabody. Medical imaging modalities are
the keystone for the diagnosis of hydatid cysts with high
sensitivity and specificity. Ultrasound imaging with high
resolution is the first choice for diagnosis, differential
diagnosis, staging, establishing a roleinterventional
management, and followp, and it can differentiate Type

| hydatid cysts from simple liver cysts. Unenhanced
computed tomography (CT) is indicated where or when an
ultrasound is unsatisfactory, such as with chest or brain

64

hydatid cysts, whedetecting calcification, and in obese
patients. Magnetic resonance imaging (MRI) is superior for
demonstrating cyst wall defects, biliary communication,
neural involvement, and differentiating hydatid cysts from
simple cysts using diffusiaveighted imagig (DWI)
sequences. According to the phase of growth, hydatid
cysts occur in different sizes and shapes, which may mimic
benign or malignant neoplasms and may create diagnostic
challenges in some cases. Hydatid cysts can mimic simple
cysts, choledochal ags Caroli's disease, or mesenchymal
hamartomas of the liver. They can mimic lung cystic
lesions, mycetoma, blood clots, Rasmussen aneurysms,
and even lung carcinomas. Differential diagnosis can be
difficult for arachnoid cysts, porencephalic cysts, py@gen
abscesses, and even cystic tumors of the brain, and can
create diagnostic dilemmas in the musculoskeletal system.

Elmas OF, Durdu M.

28-03-2023

Mycopathologia.
https://pubmed.ncbi.nlm.nih.gov/36976441/

The diagnosis of tinea capitis is usually made by clinical
signs and direct microscopic examination. Early diagnosis
of this dermatophytic infection, which may cause
permanent hair loss if not treated appropriately, is very
crucial. In recent years, the use of dermoscopy has helped
with early diagnosis. However, when tinea capitis has an
atypical course and develops in adulthood, it can be
confused with several disease such as psoriasis,
seborrheic  dermatitis, folliculitis decalvans, acne
keloidalis, and dissecting cellulitis. Due to the different
treatment approaches and prognoses, it is important to
distinguish tinea capitis from invasive dermatoses on the
scalp. Inthis article, histopathological findings of tinea
capitis and several advantages and disadvantages of
histopathology in the diagnosis of fungal infections are
also reviewed and updated.

Onchocercose

Olamiju FO, Mogaji HO, Bjgrn MT, Marcus AJ, Oduwa V,
Olamiju OJ, Nzunde M, Ikyerga DK, Hopkins A.
11-03-2023

Parasite Epidemiol Control
https://pubmed.ncbi.nIm.nih.gov/36969391/

Introduction:Onchocerciasis is the world's second leading
cause of infectious blindness and remaintsgor problem

in parts of Africa. In light of the effortargeted towards
improving ongoing elimination program, this study
assessed onchocer@educed visual impairments in
Gashaka local government areas (LGA) in Taraba State,
north-eastern NigeridMethods:In 2019, we recruited 158
consenting visually impatle persons across three
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communities in Garbabi ward of Gashaka LGA. To avoid
confusion with ceendemic trachoma, the integrity of the
tarsal conjunctiva, eyelashes were assessed using direct
light. The anterior segment of the eye was also examined
using a orchlight with oblique illumination. However, the
posterior segment of the eye was assessed using a fundus
camera. Two photographic images for the left and right
eye of each participant were captured using the clinical
fundus camera. The photographic eygages that were

too dark were discarded, and only clear images were
analyzed by two ophthalmologists. An ocular
manifestation report was recorded for each participant
following consensus between the ophthalmologists.
ResultsOf the 316 photographic eye ages, almost half
146 (46.2%) from 73 participants were just too destroyed
for light to penetrate and was not included in the analysis.
Only 170 from 85 participants were clear and examinable.
A total of 33 (39%) participants had chorioretinitis
suggestiveof onchocerciasis, including 22(25.9%) with
chorioretinal atrophy, 7(8.2%) and 4(4.7%) had
chorioretinal atrophy in combination with early cataract
and signs of trachoma respectively. In addition, 3(3.5%) of
the participant had eye images which showedsle
opacities, 1(1.2%) showed signs of keratoconus and
1(1.2%) showed a scared and pigmented cornea, possibly
due to onchocerciasis. Furthermore, 28 (32.9%) had some
ill-defined changes and 19 (22.4%) showed poorly defined
chorioretinal atrophyConclusionin a bid to sustain MDA
gains towards elimination of onchocerciasis, this work
highlights the need for continuous assessment of
onchocerciasis induced visual impairment, strengthening
of ivermectin delivery and optimizing compliance and
patient care amog affected populations. These would
require resource acquisition and local capacity building.
Our preliminary findings call for further operational
research on ocular morbidity as well as future
stakeholders' consultations in this important and
understudiel area.

Jesudason T.

Apr-2023

Lancet Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36965498/

Petralia LMC, van Diepen A, Nguyen DL, Lokker LA,
Sartono E, Bennuru S, Nutman TB, Pfarr K, Hoerauf A,
Waniji S, Foster JM, Hokke CH.

06-03-2023

Front Immunol.

https://pubmed.ncbi.nlm.nih.gov/36949937/

Parasitic nematodes responsible for filarial diseases cause
chronic disablement in humans worldwide. Elimination
programs have substantially reduced the rate of infection
in certain areas, but limitations of curtesiagnostics for
population surveillance have been pointed out and
improved assays are needed to reach the elimination
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targets. While serological tests detecting antibodies to
parasite antigens are convenient tools, those currently
available are comproned by the occurrence of
antibodies crosseactive between nematodes, as well as
by the presence of residual antibodies in sera years after
treatment and clearance of the infection. We recently
characterized the Minked and glycosphingolipid derived
glycars of the parasitic nematod8rugia malayiand
revealed the presence of various antigenic structures that
triggered immunoglobulin G (IgG) responses in infected
individuals. To address the specificity of IgG binding to
these glycan antigens, we screened roacrays
containing Brugia malayiglycans with plasma from
uninfected individuals and from individuals infected with
Loa loa Onchocerca volvuluslansonella perstanand
Wuchereria bancrofti four closely related filarial
nematodes. IgG to a restrictedbmet of crosseactive
glycans was observed in infection plasmas from all four
species. In plasma fronOnchocerca volvulusand
Mansonella perstanmfected individuals, 1gG binding to
many more glycans was additionally detected, resulting in
total 1gG respnses similar to the ones &frugia malayi
infected individuals. For these infection groupsugia
malayi Onchocerca volvulasd Mansonella perstansve
further studied the different 1gG subclasses Bougia
malayi glycans. In all three infections, Ig@td 1gG2
appeared to be the major subclasses involved in response
to glycan antigens. Interestingly,Bnugia malayinfected
individuals, we observed a marked reduction in particular
in 1gG2 to parasite glycans posatment with
anthelminthic, suggestg a promising potential for
diagnostic applications. Thus, we compared the IgG
response to a broad repertoire Bfugia malayglycans in
individuals infected with various filarial nematodes. We
identified broadly croseeactive and more specific glycan
targets, extending the currently scarce knowledge of
filarial nematode glycosylation and host agitican
antibody response. We believe that our initial findings
could be further exploited to develop diseageecific
diagnostics as part of an integratedpapach for filarial
disease control.

Brown KA, Johnson AL, Bender SJ, Nolan TJ, Pfisterer B,
Slack J, Willis E, Rule EK.

Mar-2023

J Vet Intern Med.
https://pubmed.ncbi.nlm.nih.gov/36821075/

A 5yearold imported Zangersheide gelding was

evaluated for SC swellings over both forelimbs and
lameness localized to the distal metacarpus. Ultrasound
examination of theSC masses was compatible with

verminous granulomas. Linear hyperechoic foci were
present within the suspensory ligament branches of both

forelimbs, suggestive of ligamentous parasitic infiltrates. A
diagnosis of onchocerciasis was confirmed on biopsy of a
SC mass. The gelding was treated with ivermectin and a
tapering course of PO dexamethasone but was eventually
euthanized. Necropsy confirmed the presence of SC
eosinophilic granulomas and degenerative suspensory
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ligament desmitis, both with intralesionakematodes.
Given the location and appearance of the nematode, a
diagnosis of Onchocerca sp., most likely O. reticulata, was
made. Onchocerciasis should be included as a differential
diagnosis for multifocal suspensory ligament desmitis with
these sonogragh characteristics when paired with SC
masses in imported European Warmbloods.

Schistosomiase

Diemert DJ CorreaOliveira R, Fraga CG, Talles F, Silva
MR, Patel SM, Galbiati S, Kennedy JK, Lundeen JS,
Gazzinelli MF, Li G, Hoeweler L, Deye GA, Bottazzi ME,
Hotez PJ, El Sahly HM, Keitel WA, Bethony J, Atmar RL.
30-03-202

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36996185/

Smith-Togobo C, Mprah RYeboah EA, Anyidoho HK,
Asigbe D, Afernorfe JK, Ayroe F, Duedu KO.

30-03-202

PL0S One

https://pubmed.ncbi.nlm.nih.gov/36996097/

Urinary schistosomiasis has long been associated with
bladder cance but it is still not clear the mechanisms
involved. Schistosoma haematobium causes injury and
disruptions in the integrity of the urothelium. The cellular
and immunologic responses to the infection lead to the
formation of granulomata. The ability to usellular
morphological changes to predict the risk of developing
bladder cancer following S. haematobium infection is thus
important. This study assessed the cellular changes in the
urine associated with schistosomiasis and the potential of
routine urine being used as a risk predictor of the
development of bladder cancer. Urine samples (160) were
screened for the presence of S. haematobium ova. Smears
stained with the Papanicolaou method were evaluated
using light microscopy to determine the cell populagio

A high prevalence (39.9%) of urinary schistosomiasis and
haematuria (46.9%) was found among the participants.
Polymorphonuclear cells, normal and reactive urothelial
cells and lymphocytes were characteristic of S.
haematobium infection. Squamous metagiic cells
(SMCs) were found in 48% and 47.1% of participants who
have had past or current S. haematobium infection
respectively, but were not found in participants who had
no exposure to S. haematobium. These squamous
metaplastic cells are in transitioand are prone to
malignant transformation when exposed to a carcinogenic
agent. There is still a high burden of schistosomiasis in
endemic communities in Ghana. by examining urine, one
can find metaplastic cells and? dysplastic cells and thus
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predict cancein SHinfested patients. Thus, routine urine
cytology as a tool to monitor the risk of bladder cancer
development is recommended.

Chen YC, Chen IA, Peng SY, Cheng PC.
11-03-2023
Pathogens.
https://pubmed.ncbi.nlm.nih.gov/36986363/

Schistosomiasis is a major global health problem.
Schistosomes sezte antigens into the host tissue that
bind to chemokines or inhibit immune cell receptors,
regulating the immune responses to allow schistosome
development. However, the detailed mechanism of
chronic schistosome infectienduced liver fibrosis,
includingthe relationship between secreted soluble egg
antigen (SEA) and hepatic stellate cell (HSC) activation, is
still unknown. We used mass spectrometry to identify the
SEA protein sequences from different infection weeks. In
the 10th and 12th infection weeksg focused on the SEA
components and screened out the special protein
components, particularly fibrosisand inflammation
related protein sequences. Our results have identified
heat shock proteins, phosphorylatiassociated
enzymes, or kinases, such asl8, GSTA3, GPCRs,EF1
MMP7, and other proteins linked to schistosemduced
liver fibrosis. After sorting, we found many special proteins
related to fibrosis and inflammation, but studies proving
their association with schistosomiasis infection are
limited. Followup studies on MICOS, MATEL, -38
epsilon, and CDCP1 are needed. We treated tHedeXs
with the SEA from the 8th, 10th, and 12th infection weeks
to test HSC activation. In a tramell cell model in which
PBMCs and HSCs were-cottured, the SEA could
signifi@ntly induce TGF secretion, especially from the
12th week of infection. Our data also showed that-TGF
secreted by PBMC after the SEA treatment activates LX
and upregulates hepatic fibrotic markeksSMA and
collagen 1. Based on these results, the CUB demain
containirg protein 1 (CDCP1) screened at the 12th
infection week could be investigated further. This study
clarifies the trend of immune mechanism variation in the
different stages of schistosome infection. However, how
egginduced immune response transformationusas
liver tissue fibrosis needs to be studied further.

Zhao R, Tang X, Lin H, Xing C, Xu N, Dai B, Wang P, Shao
W, Liu M, Shen J, Deng S, Ren C.

21-03-202

Microorganisms

https://pubmed.ncbi.nIm.nih.gov/36985369/
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Mefie GR, Mpina MG, Lopelo A, Nyakarungu EL, Bijeri JR,
Elo AME, Ondo FA, Garcia GA, Phiri WP, Ali AM, Agobé
JCD, Adegnika AA, Abdulla SM.

27-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977150/

Introduction:Malaria and soifransmitted helminth (STH)
co-infection is an important parasitic infection affecting
populations in ce&ndemic countries including Equatorial
Guinea. To date, the health impact of STH and malaria co
infection is inconclusive. The current study aimed to
report the malaria and STH infection epidemiology in the
continental region of Equatorial Guinddethods: We
performed a crossectional study between October 2020
and January 2021 in the Bata digtaEEquatorial Guinea.
Participants aged-2 years, 17 years and above 18
were recruited. Fresh venous blood was collected for
malaria testing via mRDTs and light microscopy. Stool
specimens were collected, and the ki@tz technique
was used to detécdhe presence ofAscaris lumbricoides
Trichuris trichiura hookworm spp. and intestinal
Schistosoma egdResultsA total of 402 participants were
included in this study. An amount of 44.3% of them lived
in urban areas, and only 51.9% of them reporteslifg

bed nets. Malaria infections were detected in 34.8% of the
participants, while 50% of malaria infections were
reported in children aged 107 years. Females had a
lower prevalence of malaria (28.8%) compared with males
(41.7%). Children of4 yearscarried more gametocytes
compared with other age groups. An amount of 49.3% of
the participants infected withl. trichiurahad malaria
parasites compared with those infected with.
lumbricoides(39.6%) or both (46.8%LonclusionsThe
overlapping problenof STH and malaria is neglected in
Bata. The current study forces the government and other
stakeholders involved in the fight against malaria and STH
to consider a combined control program strategy for both
parasitic infections in Equatorial Guinea.

RegueraGomez M, Valero MA, Artigas P, De Elias
Escribano A, Fantozzi MC, LuzBarcia MP, Salas
Coronas J, Boissier JagiComa S, Bargues MD.
27-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977146/

Schawaller M, Wiemer D, Hagen RM, Frickmann H.
Apr-2023

BMJ Mil Health
https://pubmed.ncbi.nIm.nih.gov/33257519/
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Objectives: Military deployments to the tropicsare
associated with specific infection risks. To add to the
available epidemiological information, infectious disease
risks in German military personnel returning from
predominantly tropical deployments were assessed.
Methods: Since 2006, German soldiemsturning from
predominantly tropical deployments have been offered
the opportunity of returnee screenings at the Department
of Tropical Medicine and Infectious Diseases of the
Bundeswehr Hospital Hamburg. Case files and diagnostic
results recorded between2006 and 2018 were
retrospectively assessed to identify deployment
associated infectious disease rigkssultsAlong with high
enteric colonisation rates with apathogenic protozoa and
resistant Enterobacteriacegedirect or indirect proof of
infections among the 764 assessed cases comprised
Plasmodium spp (n=37), Giardia duodenalis(n=21),
Schistosomaspp (n=14),Yersinia enterocoliticgn=5),
Strongyloides stercoralign=3), Campylobacter jejuni
(n=1),Leishmaniapp (n=1) an@almonella enteric@=1),

as well as latent infections withMycobacterium
tuberculosiscomplex (n=8). The infections were mainly
imported from the African region and Eastern
Mediterranean region and high proportions of cases
lacked typical symptoms. Reported side effect rates of
antimalarial chemoprophylaxis for mefloquine (n=121),
atovaquone/proguanil (n=49) and doxycycline (h=6) were
36.3%, 19.3% and 11.8%, respectively, while- non
compliance rates were 12.9%, 13.0% and 5.9%,
respectivelyConclusionsConsiderable rates of inféohs
with sometimes atypical or absent symptoms confirm a
need for returnee screenings after tropical deployments.
High reported side effect rates for mefloquine support its
replacement by atovaquone/proguanil or doxycycline for
antimalarial chemoprophyla

Nobrega DND, Carvalho TL, do O KP, Lima RE, Farias ICC,
Souza RDS, Pereira JB, Maran#doN, Lima VFDS, Melo
ALTM, Silva TCG, Belmont TFM, Gomes ECS, Vasconcelos
LRS.

Mar-2023

Expert Rev Mol Diagn
https://pubmed.ncbi.nlm.nih.gov/36803616/

Tallima H, El Ridi R.

15-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36920999/
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Bu L, Lu L, Laidemitt M, Zhang SM, Mutuku M, Mkoji G,
Steinauer M, Loker ES.

24-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36961841/

Background:Biomphalaria pfeifferi is the world's most
widely distributed and commonly implicated vector snail
species for the causative agent of human intestinal
schistosomiasis, Schistosmmmansoni. In efforts to
control S. mansoni transmission, chemotherapy alone has
proven insufficient. New approaches to snail control offer
a way forward, and possible genetic manipulations of snail
vectors will require new tools. Towards this end, we here
offer a diverse set of genomic resources for the important
African schistosome vector, B. pfeifferi.
Methodology/principal findingsBased largely on PacBio
HighFidelity long reads, we report a genome assembly
size of 772 Mb for B. pfeifferi (Kenya), #ardn size than
known genomes of other planorbid schistosome vectors.
In a total of 505 scaffolds (N50 = 3.2Mb), 430 were
assigned to 18 large linkage groups inferred to represent
the 18 known chromosomes, based on whole genome
comparisons with Biomphala glabrata. The annotated B.
pfeifferi genome reveals a divergence time of 3.01 million
years with B. glabrata, a South American species believed
to be similar to the progenitors of B. pfeifferi which
undertook a trangAtlantic colonization < five milligyears
ago. Conclusions/significanceThe genome for this
preferentially seltrossing species is less heterozygous
than related species known to be preferential -out
crossers; its smaller genome relative to congeners may
similarly reflect its preferencef selfing. Expansions of
gene families with immune relevance are noted, including
the FReD gene family which is far more similar in its
composition to B. glabrata than to Bulinus truncatus, a
vector for Schistosoma haematobium. Provision of this
annotated genome will help better understand the
dependencies of trematodes on snails, enable broader
comparative insights regarding factors contributing to
susceptibility/ resistance of snails to schistosome
infections, and provide an invaluable resource with
respect to identifying and manipulating snail genes as
potential targets for more specific snail control programs.

Mazigo HD, Samson A, Lambert VJ, Kosia AL, Ngoma DD,
Murphy R, Matungwa DJ.

23-03-2023

PLOS Glob Public Health.
https://pubmed.ncbi.nlm.nih.gov/36962298/

Female Genital Schistosom&s a gynecological disease
that is a complication of parasitic Schistosoma
haematobium infection and affects at least 40 million girls
and women, mostly in se#Baharan Africa. Little is known
about how healthcare workers in endemic areas perceive

68

and mamage (diagnose and treat) Female Genital
Schistosomiasis. We conducted crssstional focus
group discussions and key informant interviews among
healthcare workers in northwestern Tanzania. Healthcare
workers, particularly those working in areas where S.
haematobium is highly endemic, were purposively
sampled to participate in the study. Discussions and
interviews were digitally recorded, transcribed, and
analyzed using NVivo version 12. Most healthcare workers
lacked knowledge and skills to manage Femaeit&
Schistosomiasis. They also had multiple misconceptions
about its aetiology, modes of transmission, symptoms, and
management. Healthcare workers did not consider Female
Genital Schistosomiasis in differential diagnoses of women
presenting with gynedogic symptoms except sometimes

in patients who did not respond to the initial therapy for
sexually transmitted infections. Healthcare facilities had
limited capacity to manage Female Genital
Schistosomiasis. Our findings show critical gaps in both the
knowledge of healthcare workers to manage Female
Genital Schistosomiasis and in the capacity of healthcare
facilities to manage it. To fill these gaps, two urgent needs
must be fulfilled: first, training healthcare workers
(particularly those working in sctisomiasissndemic
settings) on Female Genital Schistosomiasis, and second,
stocking healthcare facilities with necessary medical
equipment and supplies for managing this disease.

Kone KJ, Onifade AK, Dada EO.
12-10-2022

PLOS Glob Public Health.
https://pubmed.ncbi.nlm.nih.gov/36962613/

Ibrahim AM, Gad EKarim RM, Ali RE, Nasr SM.
Apr-2023

Pestic Biochem Physiol.
https://pubmed.ncbi.nlm.nih.gov/36963932/

Saponins have been used as biopesticides. The objective
of the present study is to investigate the toxic effects of
Saponin against Biomphalaria alexandrina snails. Results
showed that Saponin exhibited a molluscicidaivig
against adult B. alexandrina snails ab [(X®.05 mg/l) and

had a larvicidal effect on the free larval stages of
Schistosoma mansoni. To evaluate the lethal effects, snails
were exposed to either L§151.8 mg/l) or L£5(60.4 mgl/l)
concentrationsof Saponin. The survival, the infection
rates, protein, albumin, and total fat levels were
decreased, while glucose levels were increased in exposed
shails compared to control snails. Also, these
concentrations significantly raised Malondialdehyde
(MDA) and Glutathione S Transferase (GST) levels,
whereas reduced Superoxide dismutase (SOD) activity and
the total antioxidant capacity (TAC) in exposed snails.
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Furthermore, these concentrations resulted in endocrine
disruptions where it caused a significant @age in
testosterone (T) level; while a significant decrease in
Estradiol (E2) levels were noticed. As for Estrogen (E) level,
it was increased after exposure to 16CSaponin
concentration while after exposure tozkConcentration,

it was decreased. Als€Go and LG concentrations of
Saponin caused a genotoxic effect and doggulation of
metabolic cycles in the snails. In conclusion, Saponins
caused deleterious effects on the intermediate host of
schistosomiasis mansoni. Therefore, B. alexandrinks snai
could be used as models to screen the toxic effects of
Saponins in the aquatic environment and if it was used as
a molluscicide, it should be used cautiously and under
controlled circumstances.

Lam HYP, Wu WJ, Liang TR, Li HC, Chang KC, Peng SY.
13-03-2023

J Microbiol Immunol Infect.
https://pubmed.ncbi.nlm.nih.gov/36964051/

Tiruneh A, Zemene E, Abdissa Mizana B, Girma H, Dereje
E, Sharew B, Ayana M, Mekonnen Z.
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Cherkaoui D, Mesquita SG, Huang D, Lugli EB, Webster
BL, McKendry RA.

27-03-2023

SciRep.
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Schistosomiasis is a major neglected tropical disease
targeted for elimination as a public health issue by 2030,
however there is an urgent need forore sensitive and
specific diagnostic tests suitable to resouliogted
settings. Here we developed CATSH, a CRESRRd
diagnostic test for Schistosoma haematobium, utilising
recombinase polymerase amplification, Castb?geted
cleavage and portdb reattime fluorescence detection.
CATSH showed high analytical sensitivity, consistent
detection of a single parasitic egg and specificity for
urogenital Schistosoma species. Thanks to a novel GRISPR
compatible sample preparation developed using
simulaked urine samples containing parasitic eggs, CATSH
had a sampko-result within 2 h. The components of
CATSH can be lyophilised, reducing cold chain dependence
and widening access to lower and midioileome
countries. This work presents a new applicatib@RISPR
diagnostics for highly sensitive and specific detection of
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parasitic pathogens in remote areas and could have a
significant impact on the elimination of neglected tropical
diseases.

Zhang Q, Zhao S, Ye Y, Bi N, Wang X, Zhang J, Li W, Yang
K.

09-03-2023

Zhongguo Xue Xi Chong Bing Fang Zhi Za Zhi
https://pubmed.ncbi.nlm.nih.gov/36974010/

Objective: To establish the method for extracting
exogenous short DNA fragments dbchistosoma
japonicum from urine samples, and to evaluate the
efficiency of this method for extraction from urine samples
treated with variousnethods Methods:TheS. japonicum
SjG28ene fragment was selected as a target sequence,
and the 81 bp short DNA fragment was amplified on the
target sequence using PCR assay. Following
characterization using sequencing, the short DNA
fragment was addednto the urine samples as an
exogenous short DNA fragment. Primers and probes were
designed witl5jG28&s a target gene, to establish the real
time fluorescent quantitative PCR (gPCR) assay. The
sensitivity of this qPCR assay was evaluated with
exogenous lsort DNA fragments that were diluted at a
1:10 dilution ratio as the DNA template, and the specificity
of the gPCR assay was evaluated with the genomic DNA of
S. mansoni, S. haematobium, Babesia, Ancyiostoma
duodenaie, Cionorchis sinepsiand Paragonimus
westermanias DNA templates. Exogenous short DNA
fragments were added into artificial and healthy
volunteers' urine samples, followed by pH adjustment,
centrifugation and concentration, and the efficiency of
extracting exogenous short DNA fragments frormeur
samples was compared with the QIAmp Viral RNA Mini Kit
(Qiagen kit) and BIOG cfDNA easy kit (BIOBést)ltsAn

81 bp small DNA fragment®fjaponicunwas successfully
prepared, and the lowest detection limit of the established
gPCR assay was 166piestL of the 81 bp small DNA
fragment of S. japonicumlIf the genomic DNA o08.
japonicum, S. mansoni, S. haematobium, Babesia, A.
duodenaie, C. sinensendP. westermanserved as DNA
templates, the qPCR assay only detected fluorescent
signals withS. japonicumgenomic DNA as the DNA
template. If the pH values of artificial urine samples were
adjusted to 5, 6, 7 and 8, the recovery rates were (49.12 +
2.09)%, (84.52 + 4.96)%, (89.38 + 3.32)% and (87.82 +
3.90)% for extracting the exogenous short Ditdgment

of S. japonicunwith the Qiagen kit, and were (2.30 *
0.07)%, (8.11% + 0.26)%, (13.35 + 0.61)% and (20.82 *
0.68)% with the BIOG kit, respectivély 88.702, 26.955,
39.042 and 29.571; ditvalues < 0.01). If the Qiagen kit
was used for extraing the exogenous short DNA
fragment from artificial urine samples, the lowest recovery
rate was seen from urine samples with a pH value of 5 (all
Pvalues < 0.05), and there were no significant differences
in the recovery rate from urine samples with yaues of

6, 7 and 8 (afPvalues > 0.05). Following centrifugation of
artificial [(64.30 = 1.00)% vs. (58.87 + 0.26)842.033P
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< 0.05] and healthy volunteers' urine samples [(31 165+ 1
017) copiestL vs. (28 471 + 818) copiek/t = 23.164P

< 0.05]. In addition, concentration of artificial urine
samples with the 10 kDa Centrifugal Filter and
concentration of healthy volunteers' urine samples with
the 100 kDa Centrifugal Filter were both effectioe
increase the recovery of the Qiagen kit for extracting the
exogenous short DNA fragment $f japonicun{both P
values < 0.01)Conclusions/A method for extracting
exogenous short DNA fragments $f japonicurfrom
urine samples has been successfaifablished, and the
Qiagen kit has a high extraction efficiency. Adjustment of
urine pH to 6 to 8 and concentration of healthy volunteers'
urine samples with the 100 kDa Centrifugal Filter are both
effective to increase the efficiency of extracting
exogermus short DNA fragments 8f japonicum

Huguenin A, Kincaibmith J, Depaquit J, Boissier J, Ferté
H.

28-03-2023

PLoS Negl Trop Dis.
https://pubmed.ncbi.nlm.nih.gov/36976804/

Helminthiases
transmises par le sol
(ascaridiose, trichuriase,
ankylostomiase)

Tijani MK, Koster PC, Guadafwocesi |, George IS,
Abodunrin E, Adeola A, Dashti A, Bailo B, Gonzdlez
Barrio D, Carmena D.

28-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977153/

Giardia duodenaliss a significant contributor to the
burden of diarrheal disease in s8aharan Africa. This
study assesses the occurrence and molecular diversity of
G. duodenaliand other intestinal parasites in apparently
healthy children it = 311) in Ibadan, Nigeria. Microscopy
was used as a screening method and PCR and Sanger
sequencing as confirmatory and genotyping methods,
respectively. Haplotype analyses were performed to
examine associations between genetic variantd an
epidemiological variables. At microscopy examinatin,
duodenalisvas the most prevalent parasite found (29.3%,
91/311; 95% CI: 2434.7), followed byEntamoebaspp.
(18.7%, 58/311; 14-83.4), Ascaris lumbricoide€l.3%,
4/311; 0.43.3), andTaeniasp. (0.3%, 1/311; 0.01.8).
gPCR confirmed the presence@f duodenalign 76.9%
(70/91) of the microscoppositive samples. Of them,
65.9% (60/91) were successfully genotyped. Assemblage B
(68.3%, 41/60) was more prevalent than assemblage A
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(28.3%, 17/6Q Mixed A + B infections were identified in
two samples (3.3%, 2/60). These facts, together with the
absence of animadapted assemblages, suggest that
human transmission of giardiasis was primarily
anthroponotic. Efforts to contr@. duodenaligéand oher
fecatorally transmitted pathogens) should focus on
providing safe drinking water and improving sanitation
and personal hygiene practices.

Mefie GR, Mpina MG, Lopelo A, Nyakarungu EL, Bijeri JR,
Elo AME, Ondo FA, Garcia GA, Phiri WP, Ali AM, Agohé
JCD, Adegnika AA, Abdulla SM.

27-03-2023

Trop Med Infect Dis
https://pubmed.ncbi.nlm.nih.gov/36977150/

Introduction: Malaria and soifransmitted helminth (STH)
co-infection is an important parasitic infection affecting
populations in cendemic countries including Equatorial
Guinea. To datehe health impact of STH and malaria co
infection is inconclusive. The current study aimed to
report the malaria and STH infection epidemiology in the
continental region of Equatorial Guinddethods: We
performed a crossectional study between Octob2020

and January 2021 in the Bata district of Equatorial Guinea.
Participants aged-2 years, 167 years and above 18
were recruited. Fresh venous blood was collected for
malaria testing via mRDTs and light microscopy. Stool
specimens were collected, ande KateKatz technique
was used to detect the presenceAdcaris lumbricoides
Trichuris trichiura hookworm spp. and intestinal
Schistosoma eggdResultsA total of 402 participants were
included in this study. An amount of 44.3% of them lived
in urbanareas, and only 51.9% of them reported having
bed nets. Malaria infections were detected in 34.8% of the
participants, while 50% of malaria infections were
reported in children aged 107 years. Females had a
lower prevalence of malaria (28.8%) comparét males
(41.7%). Children of4 years carried more gametocytes
compared with other age groups. An amount of 49.3% of
the participants infected withr. trichiurahad malaria
parasites compared with those infected witi.
lumbricoides(39.6%) or both (48%).ConclusionsThe
overlapping problem of STH and malaria is neglected in
Bata. The current study forces the government and other
stakeholders involved in the fight against malaria and STH
to consider a combined control program strategy for both
parasitc infections in Equatorial Guinea.

Bisetegn H, Debash H, Ebrahim tkiEun Y, Tilahun M,
Feleke DG.
15-03-2023
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Front Med (Lausanne).
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Hookworm disease is a major global puidialth concern,
annually affecting 50800 million of the world's poorest
people. The World Health Organization is targeting the
elimination of hookworm as a public health problem by
2030 using a strategy of mass drug administration (MDA)
to at-risk humarpopulations. However, in Southeast Asia
and the Pacific the zoonotic hookworm species,
Ancylostoma ceylanicymis endemic in dogs and
commonly infects people. This presents a potential
impediment to the effectiveness of MDA that targets only
humans. Herewe develop a novel multiost (dog and
human) transmission model Af ceylanicurand compare

the effectiveness of humaonly and "One Health" (human
plus dog) MDA strategies under a range of -eco
epidemiological assumptions. We show that One Health
interventionstargeting both dogs and humawsuld
ddzLILINBaa LINBGlEt SyoSs
2030, even with only modest coverage -8I®%) of the
animal reservoir. With increasing coverage, One Health
interventions may even interrupt transmission. e dss

key unresolved questions on the egpidemiology ofA.
ceylanicum the challenges of delivering MDA to animal
reservoirs, and the growing importance of One Health
interventions to human public health.

Gale

Duff E, Lyons D, Eustace K, Collins S.
30-03-2023

Clin Exp Dermatol.
https://pubmed.ncbi.nIm.nih.gov/36994790/

Yotsu R, Ding Z, Hamm J, Blanton R.
15-03-2023

medRxiv
https://pubmed.ncbi.nlm.nih.gov/36993502/

BackgroundDeep learning, which is a part aforoader
concept of artificial intelligence (Al) and/or machine

learning has achieved remarkable success in vision tasks.

While there is growing interest in the use of this
technology in diagnostic support for skélated
neglected tropical diseases (N TDs), there have been
limited studies in this area and fewer focused on dark skin.
In this study, we aimed to develop deep learning based Al
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models with clinical images we collected for five skin NTDs,
namely, Buruli ulcer, leprosy, mycetoma, scabiesl a
yaws, to understand how diagnostic accuracy can or
cannot be improved using different models and training
patterns. Methodology: This study used photographs
collected prospectively in Céte d'lvoire and Ghana through
our ongoing studies with use of dajithealth tools for
clinical data documentation and for teledermatology. Our
dataset included a total of 1,709 images from 506 patients.
Two convolutional neural networks, ResNétand VGG

16 models were adopted to examine the performance of
different deg learning architectures and validate their
feasibility in diagnosis of the targeted skin NRziscipal
findings: The two models were able to correctly predict
over 70% of the diagnoses, and there was a consistent
performance improvement with more trang samples.
The ResNeb0 model performed better than the VA®
model. Model trained with PCR confirmed cases of Buruli
ulcer yielded 3% increase in prediction accuracy over
training sets including unconfirmed cas@onclusions:
Our approach was to havthe deep learning model
distinguish between multiple pathologies simultaneously
which is close to realorld practice. The more images
used for training, the more accurate the diagnosis
became. The percentages of correct diagnosis increased
with PCRpositive cases of Buruli ulcer. This demonstrated
that it may be better to input images from the more
accurately diagnosed cases in the training models also for

Ay  KdzY I aghieving bettek acgeracy dgngthe Headated EIRModels.

However, the increase was marginal whichyrbe an
indication that the accuracy of clinical diagnosis alone is
reliable to an extent for Buruli ulcer. Diagnostic tests also
have its flaws, and they are not always reliable. One hope
for Al is that it will objectively resolve this gap between
diagnosic tests and clinical diagnoses with addition of
another tool. While there are still challenges to be
overcome, there is a potential for Al to address the unmet
needs where access to medical care is limited, like for
those affected by skin NTDAuthor summary: The
diagnosis of skin diseases depends in large part, though
not exclusively on visual inspection. The diagnosis and
management of these diseases is thus particularly
amenable to teledermatology approaches. The
widespread availability of cell phortechnology and
electronic information transfer provides new potential for
access to health care in ldmcome countries, yet there
are limited efforts targeting these neglected populations
with dark skin and consequently limited availability of
tools. In his study, we leveraged a collection of skin
images gathered through a system of teledermatology in
the West African countries of Cote d'lvoire and Ghana, and
applied deep learning, a form of artificial intelligence-(Al)
to see if deep learning modelsncdistinguish between
different diseases and support their diagnosis.-8ated
neglected tropical diseases, or skin NTDs, prevail in these
regions and were our target conditions: Buruli ulcer,
leprosy, mycetoma, scabies, and yaws. The accuracy of
prediction depended on the number of images that were
fed into the model for training with marginal improvement
using laboratory confirmed cases in training. Using more
images and greater efforts in this area, it is possible that Al
can help address the unmeteeds where access to
medical care is limited.
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Due to the growing aging population and the increased
number of longterm patients staying in nursing facilities,
the prevalence of scabies has recently been increasing,
even in developed countries. Thisidy aimed to identify

the actual status of hospitalized patients with scabies in
South Korea using the national health insurance claims
data. From 2010 to 2019, 2586 patients were hospitalized
with scabies (B86) as the primary diagnosis. There were
more females than males.{ = 31.960,p < 0.001) and
patients aged 80 years or older in letegm care hospitals

(-2 = 431.410p < 0.001). Scabies patients were mainly
hospitalized in internal medicine, family medicine, and
dermatology for all provider types?(= 170.033,p <
0.001). In longerm care hospitals, the rate of
accompanying dementia was 31.9% £ 193.418p <
0.001), cerebral infarction was 10.4% £ 106.271p <
0.001), and cancer was 2.1%~17.963p < 0.001), which
was higher than other provider types. Atitthally, 20.6%

in general hospitals.{ = 198.952,p < 0.001) had an
indwelling catheter, while 49.1% in hospitals and 41.1% in
general hospitals were administered steroidg €
214.440p< 0.001). The KOH smear test was performed in
11.3% of all inpénts with scabies. We suggest
recognizing these characteristics of scabies patients and
thoroughly checking the skin lesions during physical
examination for early diagnosis and prevention of scabies
infection.

Lake SJ, Engelman D, Zinihite J, Sokana O, Boara D, Nasi
T, Gorae C, Osti MH, Phelan S, Parnaby M, Grobler AC,
Schuster T, Andrews R, Whitfeld MJ, Marks M, Romani

L, Steer AC, Kaldor JM.

17-03-2023

PLoS Negl Trop Dis
https://pubmed.ncbi.nlm.nih.gov/36930667/

Morsures de serpent

Kumar S, Singh N, Mittal A, Kharkwal H, Jain SK, Goel B.
28-03-2023

Fitoterapia.

https://pubmed.ncbi.nlm.nih.gov/36996945/

Genus Leucas (family Lamiaceae) has been used as the
traditional medicie for the treatment of a variety of
disorders like skin diseases, diabetes, rheumatic pain,
wounds, snake bites, etc. Several species of genus Leucas
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have been explored for their pharmacological activities
and found to possess diverse properties like aictiobial,
antioxidant, antinflammatory, cytotoxic and anticancer,
antinociceptive, antidiabetic, antitussive, wound healing,
phytotoxic, etc. Phytochemical investigations of the
different plant parts of Genus Leucas have revealed the
presence of phytochmicals including terpenoids,
flavonoids, lignans, phenolic glycosides, sterols, and
essential oils. Terpenoids have been obtained as the major
components of the isolated compounds and could be used
as the marker compounds for the genus Leucas. The
traditional uses of Leucas spp. have been established
scientifically and were shown due to the presence of
different phytochemicals. Although the pharmacological
activities of Leucas plants have been sdetumented,
further studies are needed to fully understarieir
mechanisms of action and clinical applications. In
conclusion, the phytochemistry and pharmacological
activity of genus Leucas make it a promising source of
natural products for drug discovery and development. The
present review aims to provide a cprehensive note on

the phytochemistry and pharmacological properties of the
genus Leucas.

Nong JF, Huang Z, Huang ZZ, Yang J, Li JC, Yang F, Huang

DL, Wang F, Wang W.

30-03-2023

PLoS Negl Trop Dis
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Satyanarayan B, Panda SK, Sunder A, Kumari S.
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https://pubmed.ncbi.nlm.nih.gov/36994007/

Introduction: India accounts for approximately half of the
worldwide snakebite deaths. It is often a neglected public
health problem and particularly in Jharkhand region where
medical facilities are limited. Epidemiological and clinical
profile-related studies are scarce. The present study aims
to assess the epidemiological profile and clinical features
of snakebites encountered in a tertiazgre teaching
hospital at Jamshedpur, Jharkhand, Indédms and
objective:The aim of this study wéao assess the clinical
profile, outcome and epidemiological factors of snakebite
cases, admitted to a tertiary care hospital in Jamshedpur.
Material and methodsthis was a retrospective study from
2014 to 2021 wherein a total of 427 snakebite patients
were admitted and had received treatment for snakebite
at a tertiarycare teaching hospital at Jamshedpur,
Jharkhand. All patients who reported with a history of
snakebite were included in this study. The demographic
and clinical details of each case werbtained and
analysed.Result: A total of 427 snakebite cases were
admitted to the hospital during the study period. The
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victims were predominantly males. Majority of the bite
cases encountered were from rural areas and were in the
second quarter of the yeaThe site of the bite was largely
on the lower limb and the upper limb had fewer bites. The
Glasgow Coma Scale was normal in those who presented
early. Acute kidney injury, neutrophilic leucocytosis and
deranged liver enzymes were associated with bad
prognosis. Timely intervention with aisthake venom
offered good result.Conclusion:We had more male
patients (69.55%), belonging to rural areas (67.91%), more
bites in lower limbs and more cases in the second quarter
of the year. Mortality rate was 0.7%.

Rijal P, Singh AP, Panwar P, Pathania M, Kant R.
Nov-2022

J Family Med Prim Care
https://pubmed.ncbi.nlm.nih.gov/36993133/

Ghosh M, Acharyya A, Bhattacharya P, Chakrabortty S.
Nov-2022
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Kumar A, Dungdung A, Kumar A, Shashank, Kumar R,
Pandey V, Priya S.
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Navaeifar MR Zakariaei Z, Ghadiri A, Soleymani M,
Zakariaei A.
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https://pubmed.ncbi.nlm.nih.gov/36989626/

Introduction and importanceSnake bites represent a
significant publi health issue worldwide, as venomous
snake bites can result in lethal consequences if not treated
promptly, including both local and systemic effects. The
local symptoms of a snake bite commonly include tissue
necrosis, edema, and compartment syndrome.(G&ile

CS is a rare complication following a snake bite, it may be
more pronounced in children who typically have lower
total dilution volume. Currently, the administration of anti
shake venom and prompt fasciotomy are the only specific
treatments availble for CS.Case presentationThe
present report details a case of CS of the right upper
extremity in a threeyearold boy who suffered a snake
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bite on his right hand and was brought to the emergency
department of a hospital in northern Iran after a lap$e

14 h.Clinical discussiofnakebites frequently occur in the
extremities, with about two thirds of them happening in
the upper extremities. The skin of the dorsum is extremely
thin, there is essentially little subcutaneous fat tissue, and
there are numerous superficial veins in this area,
particularly the handConclusionsEollowing snake bites,
the use of proximal tourniquets should be avoided, and
the public's awareness of this need should be encouraged
through health education. The prognosis focaeery
following fasciotomy and the significance of folapvand
rehabilitation should also be explained to patients.

Nobre Lamardo ML, Ferreira LMMC, Gyles Lynch D,
Morais LRB, Silvaunior JOC, RibeirBosta RM.

15-03-2023

Plants (Basel).
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Coelho KF, Neves JCF, Ibiapina HNS, MagaiGaesa F,
Barbosa FBA, Silva FS, Wellmann IAM, Sachett JAG,
Tarragd AM, Ferreira LCL, Malheiro A, Monteiro WM,
Cata AG.

03-03-2023
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Bothrops atrox envenomations are common in the
Brazilian Amazon. The venom Bf atrox is highly
inflammatory, which rgults in severe local complications,
including the formation of blisters. Moreover, there is little
information on the immune mechanisms associated with
this condition. Thus, a longitudinal study was carried out
to characterize the profile of the cell pdptions and
soluble immunological mediators in the peripheral blood
and blisters iB. atroxpatients s according to their clinical
manifestations (mild and severe). A similar response in
both B. atroxpatient groups (MILD and SEV) was observed,
with an ircrease in inflammatory monocytes, NKT, and T
and B cells, as well as CCL2, CCL5, CXCL9, CXCL10, IL
and 110, when compared with the group of healthy blood
donors. After the administration of antivenom, the
participation of patrolling monocytes and-1Q in the
MILD group was observed. In the SEV group, the
participation of B cells was observed, whiggh levels of
CCL2 and4& In the blister exudate, a hyperinflammatory
profile was observed. In conclusion, we revealed the
involvement of cell populations and soluble mediators in
the immune response t®8. atroxenvenomation at the
local and peripheraével, which is related to the onset and
extent of the inflammation/clinical manifestation.


https://pubmed.ncbi.nlm.nih.gov/36993133/
https://pubmed.ncbi.nlm.nih.gov/36993125/
https://pubmed.ncbi.nlm.nih.gov/36993079/
https://pubmed.ncbi.nlm.nih.gov/36989626/
https://pubmed.ncbi.nlm.nih.gov/36987018/
https://pubmed.ncbi.nlm.nih.gov/36977086/

Murta F, Strand E, de Farias AS, Rocha F, Santos AC,
Rondon EAT, de Oliveira APS, da Gama HSS, Vieira Rocha
Y, Rocha GDS, Ferreira M, Azevedo Machado V, Lacerda
M, Pucca M, Cerni F, Nickenig Vissoci JR, Tupetz A,
Gerardo CJ, Mourda-Silva AM, Hui Wen F, Sachet,
Monteiro W.

03-03-2023

Toxins (Basel).

https://pubmed.ncbi.nlm.nih.gov/36977085/

Senthilkumaran S, Salim A, Almeida JR, Williams J,
Vijayakumar P, Thirunavukarasu A, Christopoulos MA,
Williams HF, Thirumalaikolundusubramanian P, Patel K,
Vaiyapuri S.

03-03-2023

Toxins (Basel).
https://pubmed.ncbi.nlm.nih.gov/36977081/

Snakebite envenomation (SBE) is a-tfifeatening
medical emergency with a high mortality rate. Common
secondary complications following SBE, such as wound
infections, are significant due to their impacteorsening
local tissue damage and causing systemic infection.
Antivenoms are not effective to treat wound infections
following SBE. Moreover, in several rural clinical settings,
broadspectrum antibiotics are often used without clear
guidelines or based dimited laboratory data, resulting in
undesirable side effects and exacerbated treatment costs.
Therefore, robust antibiotic strategies should be
developed to tackle this critical issue. Currently, there is
limited information available on the bacteriaiofiles of
SBENduced infections and antibiotic susceptibility.
Hence, it is essential to improve the knowledge of bacterial
profiles and their antibiotic sensitivity in SBE victims to
develop better treatment strategies. This study aimed to
address thigssue by examining the bacterial profiles of
SBE victims with a specific focus on Russell's viper
envenomation. The most frequently found bacteria in the
bites of SBE victims weBtaphylococcus aureddebsiella

sp., Escherichia coliand Pseudomonas agginosa
Linezolid, clindamycin, colistin, meropenem, and amikacin
were some of the most effective antibiotics for commonly
grown bacteria in SBE victims. Similarly, ciprofloxacin,
ampicillin, amoxiclave, cefixime, and tetracyclin were the
least effectiveantibiotics for common bacteria found in
the wound swabs of SBE victims. These data provide
robust guidance for infection management following SBE
and offer useful insights to aid in designing effective
treatment protocols for SBE with serious wound infect

in rural areas where laboratory facilities may not be readily
available.
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Background: In the Brazilian Amazon, snakebite
envenomings (SBE)sdroportionately affect indigenous
peoples. Communication between indigenous and
biomedical health sectors in regards to SBEs has never
been explored in this region. This study aims to build an
explanatory model (EM) of the indigenous healthcare
domain fo SBE patients from the perspective of the
indigenous caregiversMethodology/principal findings:
This is a qualitative study involvinedigpth interviews of
eight indigenous caregivers who are representatives of the
Tikuna, Kokama and Kambeba ethnic gspun the Alto
Solimdes River, western Brazilian Amazon. Data analysis
was carried out via deductive thematic analysis. A
framework was built containing the explanations based on
three explanatory model (EM) components: etiology,
course of sickness, andreatment. To indigenous
caregivers, snakes are enemies and present conscience
and intention. Snakebites have a natural or a supernatural
cause, the last being more difficult to prevent and treat.
Use of ayahuasca tea is a strategy used by some caregivers
to identify the underlying cause of the SBE. Severe or lethal
SBEs are understood as having been triggered by sorcery.
Treatment is characterized by four components: i)
immediate sekcare; ii) first care in the village, mostly
including tobacco smoking,afits and prayers, combined
with the intake of animal bile and emetic plants; iii) a stay
in a hospital, to receive antivenom and other treatments;
iv) care in the village after hospital discharge, which is a
phase of reestablishment of webeing and
reintroduction into social life, using tobacco smoking,
massages and compresses to the affected limb, and teas
of bitter plants. Dietary taboos and behavioral
interdictions (avoiding contact with menstruating and
pregnant women) prevent complications, relapsasd
death, and must be performed up to three months after
the snakebite. Caregivers are in favor of antivenom
treatment in indigenous area€onclusions/significance:
There is a potential for articulation between different
healthcare sectors to improvaé management of SBEs in
the Amazon region, and the aim is to decentralize
antivenom treatment so that it occurs in indigenous health
centers with the active participation of the indigenous
caregivers.
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In Iran, there are approximately 456800 snakebites per
year, but fortunately only-9 of these are fatal. However,

in some population centers such as Kashan city (Isfahan
Province, central Iran), approximately 80% of snakebites
are attributed to "norvenomous" snakes that are often
comprised of several species of FHoont-fanged snakes
(NFFS). RFS comprise a diverse group that constitute
approximately 2900 species belonging to an estimated 15
families. We report here two cases of local envenoming
from H. ravergieri, and one from H. nummifer that
occurred in Iran. The clinical effects consistédocal
erythema, mild pain, transient bleeding and edema. Two
victims experienced progressive local edema that
distressed the victims. The medical team's unfamiliarity
with snakebites contributed to the incorrect clinical
management of one victim includjrthe contraindicated,
ineffective provision of antivenom. These cases provide
further documentation about local envenoming caused by
these species, and also emphasize the need for regional
medical personnel to receive increased training in order to
improve familiarity with the local snake fauna and
evidencebased snakebite management.
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Viper bite envenomation represents a significant
occupational hazard among agriculturalrkers in India.
The viper bite envenomation is usually suspected when a
patient presents with predominant local symptoms at the
bitten site, including pain, swelling, and necrosis. Further,
systemic findings such as diffuse intravascular coagulation,
hypotension, and shock may alert physicians of viper bite
envenomation rather than a neurotoxic snake bite.
However, cerebral complications are rare in viper bites but
may potentially fatal. Central nervous system involvement
in a viper bite is either due to neotoxins or hemorrhagins
present in the venom, which may induce cerebral
thrombosis, ischemia, infarction, and hemorrhage. Here
we present a case of a previously healthy adult male who
succumbed to extensive subarachnoid, intracerebral, and
intraventricubr hemorrhages involving bilateral cerebral
hemispheres followingiper snake bite envenomation.
This report highlights the importance of anticipating
cerebral complications in viper bite envenomation, a rare
occurrence. It also emphasizes the need for early
antisnake venom administration to prevent and control
systemic avenomation and its complications.
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