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Cysticercose

Just beneath the surface: The threat of
subconjunctival cysticercosis.

Elbelidi H, Baiz T, Saoiabi Y, Cherkaoui LO.
10-10-2023

J Fr Ophtalmol.
https://pubmed.ncbi.nIm.nih.gov/37827942/

Microsurgical and endoscopic-assisted
supraorbital keyhole approach for intra-
suprasellar cysticercosis.

Burgos-Sosa E, Bergna-Vazquez P, Mendizabal-Guerra R,
Ayala-Arcipreste A.

15-09-2023

Surg Neurol Int.
https://pubmed.ncbi.nlm.nih.gov/37810297/

Background: Treatment for intra/suprasellar cysticercosis
can be challenging and may result in visual disturbances if
not managed properly. Despite its limited knowledge, an
effective surgical option exists to treat this condition. This
article presents three cases of sellar cysticercosis,
comprising one female and two male patients, managed
with microsurgical supraorbital keyhole approach (mSKA)
and endoscopic-assisted supraorbital keyhole approach
(eaSKA). Case description: The first patient is a 35-year-old
man with no prior medical history who suffered from
memory deficits and visual disturbances due to a sellar
cyst pushing the orbitofrontal gyrus treated with mSKA.
The second case involved a 52-year-old man who
experienced visual deficits caused by a rostral sellar cyst
with posterior displacement of the pituitary gland treated
with eaSKA. The third case was a 46-year-old woman who
experienced decreased visual acuity and memory loss due
to multifocal neurocysticercosis (NCC) with
sellarsuprasellar cyst extension treated with mSKA. All
case diagnoses were confirmed by neuropathology
department. Conclusion: The authors confidently suggest
that the SKA is an effective surgical option and could be
considered for removing sellar cystic lesions with
suprasellar extension. With endoscopic assistance, it
improves adequate neurovascular structure visualization.

Assembly and phylogeographical
analysis of novel Taenia solium
mitochondrial genomes suggest
stratification within the African-
American genotype.

Jiménez-Avalos G, Soto-Obando A, Solis M, Gilman RH,
Cama V, Gonzalez AE, Garcia HH, Sheen P, Requena D,
Zimic M; Cysticercosis Working Group in Peru.
06-10-2023

Parasit Vectors.
https://pubmed.ncbi.nlm.nih.gov/37803424/

Background: Taenia solium is a parasite of public health
concern, causing human taeniasis and cysticercosis. Two
main genotypes have been identified: Asian and African-
American. Although characterizing T. solium genotypes is
crucial to understanding the genetic epidemiology of its

diseases, not much is known about the differences
between T. solium mitochondrial genomes from different
genotypes. Also, little is known about whether genotypes
are further subdivided. Therefore, this study aimed to
identify a set of point mutations distributed throughout
the T. solium mitochondrial genome that differentiate the
African-American from the Asian genotype. Another
objective was to identify whether T. solium main
genotypes are further stratified. Methods: One Mexican
and two Peruvian T. solium mitochondrial genomes were
assembled using reads available in the NCBI Sequence
Read Archive and the reference genome from China as a
template. Mutations with respect to the Chinese
reference were identified by multiple genome alignment.
Jensen-Shannon and Grantham scores were computed for
mutations in protein-coding genes to evaluate whether
they affected protein function. Phylogenies by Bayesian
inference and haplotype networks were constructed using
cytochrome c oxidase subunit 1 and cytochrome b from
these genomes and other isolates to infer
phylogeographical relationships. Results: A set of 31 novel
non-synonymous point mutations present in all genomes
of the African-American genotype were identified. These
mutations were distributed across the mitochondrial
genome, differentiating the African-American from the
Asian genotype. All occurred in non-conserved protein
positions. Furthermore, the analysis suggested a
stratification of the African-American genotypes into an
East African and a West African sublineage. Conclusions: A
novel set of 31 non-synonymous mutations differentiating
the main T. solium genotypes was identified. None of
these seem to be causing differences in mitochondrial
protein function between parasites of the two genotypes.
Furthermore, two sublineages within the African-
American genotype are proposed for the first time. The
presence of the East African sublineage in the Americas
suggests an underestimated connection between East
African and Latin American countries that might have
arisen in the major slave trade between Portuguese
Mozambique and the Americas. The results obtained here
help to complete the molecular epidemiology of the
parasite.

Intraventricular
Atypical

Isolated
Neurocysticercosis:
Presentation of a Colloid Cyst.

Hudelist B, Tauziede-Espariat A, Senova S.
Oct-2023

World Neurosurg.
https://pubmed.ncbi.nlm.nih.gov/37495101/

Dengue, chikungunya et
maladie a virus Zika

Distribution of Aedes mosquito species
along the rural-urban gradient in
Lambaréné and its surrounding.

Bikangui R, Boussougou-Sambe ST, Saidou M,
Ngossanga B, Doumba Ndalembouly AG, Djida Y, Ayong
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More, Beh Mba R, Abe H, Ushijima Y, Borrmann S, Lell B,
Yasuda J, Adegnika AA.

12-10-2023

Parasit Vectors.
https://pubmed.ncbi.nIm.nih.gov/37828572/

Background: Aedes albopictus and Aedes aegypti are
known for their potential as vectors of dengue (DENV) and
chikungunya (CHIKV) viruses. However, entomological
surveys are mostly carried out during epidemics. In Gabon
where outbreaks of both viruses have occurred, there is
no vector control program targeting these arboviruses.
Therefore, we assessed the presence of Aedes species
along arural-urban gradient in Lambaréné (Gabon) and its
surroundings and determined ecological factors
associated to their presence. Methods: An entomological
survey was conducted in Lambaréné and its surrounding
rural areas. Mosquitoes were collected with aspirators
around human dwellings, and ecological and
environmental data were collected from each study area.
Morphological identification keys were used to identify
Aedes species. RNA was extracted from pools of female
mosquitoes and amplified by RT-gPCR to detect the
presence of DENV and CHIKV. Results: Overall, the most
common vector collected was Aedes albopictus (97%,
4236/4367 specimens), followed by Aedes aegypti (3%,
131/4367). Albopictus vectors was more abundant in the
rural area (Wilcoxon signed-rank test, Z = 627, P = 0.043)
than in the urban area. In the urban area, a higher number
of mosquitoes (45%) were recorded in the economic zone
(zone 3) than in the historical and administrative zones
(zone 1and 2). In the rural area, the proportions of species
numbers were significantly higher along the south rural
transect (92%) compared to the north rural transect
(Wilcoxon signed-rank test, Z = 43, P < 0.016). We also
noted a high abundance of vectors in environments
characterized by monocultures of Hevea brasiliensis
(Hevea) and Manihot esculenta (cassava) (Kruskal-Wallis
H-test, H = 25.7, df = 2, P < 0.001). Finally, no mosquito
pools were positive for either DENV or CHIKV. Conclusion:
Aedes albopictus was the dominant vector across the
study sites due to its high invasiveness capacity. This
presence re-affirms the potential for local transmission of
both DENV and CHIKV, as indicated previously by
serological surveys conducted in our study area, even
though no transmission was detected during the current
study. These findings underscore the need for regular
arbovirus surveillance in the study region, with the aim of
supporting vector control efforts in the event of
outbreaks.

Factors influencing the community
participation approaches used in Aedes
mosquito management in the Torres
Strait, Australia.

Allen T, Crouch A, Russell TL, Topp SM.
12-10-2023

BMC Public Health.
https://pubmed.ncbi.nlm.nih.gov/37828569/

Epidemiology of common infectious
diseases before and during the COVID-19
pandemic in Bavaria, Germany, 2016 to

2021: an analysis of routine surveillance
data.

van de Berg S, Charles T, Dorre A, Katz K, Bbhm S.
Oct-2023

Euro Surveill.
https://pubmed.ncbi.nIm.nih.gov/37824248/

BackgroundUnprecedented non-pharmaceutical
interventions to control the COVID-19 pandemic also had
an effect on other infectious diseases. AimWe aimed to
determine their impact on transmission and diagnosis of
notifiable diseases other than COVID-19 in Bavaria,
Germany, in 2020 and 2021.MethodsWe compared
weekly cases of 15 notifiable infectious diseases recorded
in Bavaria between 1 January 2016 and 31 December 2021
in time series analyses, median age and time-to-diagnosis
using Wilcoxon rank sum test and hospitalisation rates
using univariable logistic regression during three time
periods: pre-pandemic (weeks 1 2016-9 2020), pandemic
years 1 (weeks 10-52 2020) and 2 (2021).ResultsWeekly
case numbers decreased in pandemic year 1 for all
diseases assessed except influenza, Lyme disease and tick-
borne encephalitis; markedly for norovirus gastroenteritis
(IRR = 0.15; 95% Cl: 0.12-0.20) and pertussis (IRR = 0.22;
95% Cl: 0.18-0.26). In pandemic year 2, influenza (IRR =
0.04; 95% CI: 0.02-0.09) and pertussis (IRR =0.11; 95% Cl:
0.09-0.14) decreased markedly, but also chickenpox,
dengue fever, Haemophilus influenzae invasive infection,
hepatitis C, legionellosis, noro- and rotavirus
gastroenteritis and salmonellosis. For
enterohaemorrhagic Escherichia coli infections, median
age decreased in pandemic years 1 and 2 (4 vyears,
interquartile range (IQR): 1-32 and 3 years, IQR: 1-18 vs 11
years, IQR: 2-42); hospitalisation proportions increased in
pandemic year 1 (OR = 1.60; 95% Cl: 1.08-
2.34).ConclusionReductions for various infectious diseases
and changes in case characteristics in 2020 and 2021
indicate reduced transmission of notifiable diseases other
than COVID-19 due to interventions and under-detection.

The association of subacute thyroiditis
with viral diseases: a comprehensive
review of literature.

Rafiei N, Masoudi M, Jadidi H, Ghaedi A, Jahani N,
Ebrahimi S, Gharei F, Amirhoushangi H, Bayat M, Ansari
A, Faal Hamedanchi N, Hosseini P, ElImi S, Garousi S,
Mottahedi M, Ghasemi M, Alizadeh A, Deravi N.

2023

Przegl Epidemiol.
https://pubmed.ncbi.nlm.nih.gov/37823628/

Impact of bound ssRNA length on
allostery in the Dengue Virus NS3
helicase.

Amrein F, Sarto C, Cababie LA, Gonzalez Flecha FL,
Kaufman SB, Arrar M.

12-10-2023

Nucleic Acids Res.
https://pubmed.ncbi.nlm.nih.gov/37823592/

The presence of ATP is known to stimulate helicase activity
of the Dengue Virus Non-structural protein 3 helicase
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(NS3h), and the presence of RNA stimulates NS3h ATPase
activity, however this coupling is still mechanistically
unclear. Here we use atomistic models and molecular
dynamics simulations to evaluate the single-stranded RNA
(ssRNA)-length dependence of the NS3h-ssRNA binding
affinity and its modulation by bound ATP. Considering
complexes with 7, 11, 16 and 26 nucleotides (nts), we
observe that both the binding affinity and its modulation
by bound ATP are augmented with increased ssRNA
lengths. In models with at least 11 nts bound, the binding
of ATP results in a shift from a tightly bound to a weakly
bound state. We find that the weakly bound state persists
during both the ADP-Pi- and ADP-bound stages of the
catalytic cycle. We obtain the equilibrium association
constants for NS3h binding to an ssRNA 10-mer in vitro,
both in the absence and presence of ADP, which further
support the alternation between tightly and weakly bound
states during the catalytic cycle. The length of bound
ssRNA is critical for wunderstanding the NS3h-RNA
interaction as well as how it is modulated during the
catalytic cycle.

Febrile phase soluble urokinase
plasminogen activator receptor and
olfactomedin 4 as prognostic biomarkers
for severe dengue in adults.

Teo A, Le CTT, Tan T, Chia PY, Yeo TW.
12-10-2023

Clin Infect Dis.
https://pubmed.ncbi.nlm.nih.gov/37823481/

Background: Dengue cases continue to rise and can
overwhelm healthcare systems during outbreaks. In
dengue, neutrophil mediators, soluble urokinase
plasminogen activator receptor (suPAR) and olfactomedin
4, and mast cell mediators, chymase and tryptase, have
not been measured longitudinally across the dengue
phases. The utility of these proteins as prognostic
biomarkers for severe dengue has also not been assessed
in an older adult population. Methods: We prospectively
enrolled 99 adults with dengue - 40 dengue fever, 46
dengue with warning signs and 13 severe dengue, along
with 30 controls. Plasma levels of suPAR, olfactomedin 4,
chymase and tryptase were measured at the febrile,
critical and recovery phases in dengue patients. Results:
SUPAR levels were significantly elevated in severe dengue
compared to the other dengue severities and controls in
the febrile (p < 0.001), critical (p < 0.001) and recovery (p
= 0.005) phases. In the febrile phase, suPAR was a
prognostic biomarker of severe dengue, with an AUROC of
0.82. Using a cut-off derived from Youden's index (5.4
ng/ml) and an estimated prevalence of severe dengue
(16.5%) in our healthcare institution, the sensitivity was
71.4% with a specificity of 87.9% in the febrile phase, and
the positive and negative predictive values were 54.7%
and 95.8%, respectively. Olfactomedin 4 was elevated in
dengue patients but not in proportion to disease severity
in the febrile phase (p = 0.04) There were no significant
differences in chymase and tryptase levels between
dengue patients and controls. Conclusion: In adult dengue,
suPAR maybe a reliable prognostic biomarker for severe
dengue in the febrile phase.

Predatory Efficiency of Larvivorous Fish
against Mosquito Larvae in Different
Water Temperature Levels: Implication
in Control Measure of Dengue Vector.

Tyagnes-Hanindia D, Sumanto D, Sayono S.
30-06-2023

J Arthropod Borne Dis.
https://pubmed.ncbi.nlm.nih.gov/37822759/

The double-edged sword effect of
expanding Wolbachia deployment in
dengue endemic settings.

Pavan MG, Garcia GA, David MR, Maciel-de-Freitas R.
02-10-2023

Lancet Reg Health Am.
https://pubmed.ncbi.nlm.nih.gov/37822704/

An Interesting Case of Dengue
Encephalitis With Parkinsonism
Sequela.

Kuraning K, Gupta Kv V, Murthy P, Kumar Ak A, N N, H
GV.

10-09-2023

Cureus.

https://pubmed.ncbi.nlm.nih.gov/37822438/

DENV-2 NS1 promotes AMPK-LKB1
interaction to activate
AMPK/ERK/mTOR signaling pathway to
induce autophagy.

Wu N, JiJ, Gou X, Hu P, Cheng Y, Liu Y, Wang Y, Zhang Q,
Zuo L.

11-10-2023

Virol J.

https://pubmed.ncbi.nIm.nih.gov/37821951

The global incidence of dengue fever has gradually
increased in recent years, posing a serious threat to
human health. In the absence of specific anti-dengue
drugs, understanding the interaction of Dengue virus
(DENV) with the host is essential for the development of
effective therapeutic measures. Autophagy is often
activated during DENV infection to promote viral
replication, but the mechanism of how DENV's own
proteins induce autophagy has not been clarified. In this
study, we first preliminarily identified DENV-2 NS1 as the
most likely viral protein for DENV-2-induced autophagy
with the help of molecular docking techniques. Further
experimental results confirmed that DENV-2 NS1 regulates
DENV-2 infection of HUVEC-induced autophagy through
the AMPK/ERK/mTOR signaling pathway. Mechanistically,
DENV-2 NS1 mainly interacted with AMPK by means of its
Wing structural domain, and NS1 bound to all three
structural domains on the AMPKa subunit. Finally, the
experimental results showed that DENV-2 NS1 promoted
the interaction between LKB1 and AMPKal and thus
activated AMPK by both increasing the expression of LKB1
and binding LKB1. In conclusion, the results of this study
revealed that DENV-2 NS1 protein served as a platform for
the interaction between AMPK and LKB1 after DENV-2
infection with HUVEC, and pulled AMPK and LKB1 together
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to form a complex. LKB1 to form a complex, promoting
LKB1 action on the kinase structural domain of AMPKal,
which in turn promotes phosphorylation of the Thr172 site
on the AMPK kinase structural domain and activates
AMPK, thereby positively regulating the AMPK/ERK/mTOR
signaling pathway and inducing autophagy. The present
discovery improves our understanding of DENV-2-induced
host autophagy and contributes to the development of
anti-dengue drugs.

Evaluation of the effectiveness of the
human-baited double net traps and BG
traps compared with the human landing
catches for collecting outdoor Aedes
albopictus in China.

Wu Y, Hou J, Liu Q, Wang J, Li T, Luo M, Gong Z.
11-10-2023

BMC Public Health.
https://pubmed.ncbi.nlm.nih.gov/37821916/

Dengue fever is one of the biggest threats to public health
in China, causing huge disease burden and economic loss.
Aedes-mosquito surveillance could be a cornerstone for
predicting the risk of Aedes-borne diseases and evaluating
the effect of vector management during diseases
outbreaks. The human landing catch (HLC) method is
regarded as the "gold standard" for catching Aedes
mosquitoes, but it potentially exposes field professionals
to vectors of known or unknown pathogens. Human-
baited double net (HDN) was recommended to replace
HLC for emergency monitoring in China when Aedes-
borne diseases break out, but it had been reported with
low efficiency for capturing Aedes mosquitoes. In this
study, we compared HLC with HDN and BG traps for field
Aedes albopictus monitoring, with the aim of evaluating
the effectiveness of HDN replacing HLC and finding an
effective and safe alternative to the HLC for monitoring
Aedes albopictus. Six sites in Hangzhou, Shaoxing, and
Yiwu, Zhejiang Province, China, were chosen to conduct
outdoor HLC, HDN, and BG trap catches from June to
October 2021. The tests were performed 3 h apart: 8:30-
9:30 AM, 16:30-17:30 PM, and 17:30-18:30 PM. A total of
2330 adult mosquitoes were collected, and Aedes
albopictus was the most abundant species in all three
catches with 848(98.95%), 559(97.39%) and 867 (96.44%)
caught in HLC, HDN and BG traps respectively. Compared
to HLC, HDN collected significantly less Ae. albopictus and
Ae. albopictus females per trapping period (P <0.001, P <
0.001), whereas no statistical differences were found
between the HLC and BG trap (P = 0.970, P > 0.05).
Statistically significant positive spatial correlations for Ae.
albopictus sampling was found between HLC and HDN
traps (r=0.543, P<0.001) and HLC and BG traps (r = 0.658,
P < 0.001). In conclusion, both the BG trap and HDN have
a significant positive spatial correlation with HLC, making
them safer alternatives to HLC for Ae. albopictus
monitoring in China. However, with better a sampling
efficiency, being less labor intensive, and no human-baited
attraction bias, the BG trap could be a better choice than
the HDN trap.

Diospyros montana mediated reduction,
stabilization, and characterization of

silver nanoparticles and evaluation of
their mosquitocidal potentiality against
dengue vector Aedes albopictus.

Malla RK, Chandra G.

11-10-2023

Sci Rep.
https://pubmed.ncbi.nlm.nih.gov/37821538/

COVID-19-related multisystem
inflammatory syndrome in adult: the
first death in Brazil.

Salomao MLM, Queiroz F, Mendes LM, Lima TM,
Tuckumantel MS, Catelan MW, Oliveira NE, Nogueira
ML, Estofolete CF.

09-10-2023

Rev Inst Med Trop Sao Paulo.
https://pubmed.ncbi.nIm.nih.gov/37820246/

Lipid droplets in Zika neuroinfection:
Potential targets for intervention?

Dias SSG, Cunha-Fernandes T, Soares VC, de Almeida CJ,
Bozza PT.

09-10-2023

Mem Inst Oswaldo Cruz.
https://pubmed.ncbi.nlm.nih.gov/37820117/

Australian Paediatric Surveillance Unit
(APSU) Annual Surveillance Report

2022

=%

Teutsch SM, Nunez CA, Morris A, Eslick GD, Elliott EJ.
24-08-2023

Commun Dis Intell (2018).
https://pubmed.ncbi.nlm.nih.gov/37817313/

For 30 years the Australian Paediatric Surveillance Unit
(APSU) has conducted national surveillance of rare
communicable diseases and rare complications of
communicable diseases. In this report, we describe the
results of thirteen such studies surveyed by the APSU in
2022, including reported case numbers and incidence
estimates, demographics, clinical features, management
and short-term outcomes. Conditions described are: acute
flaccid paralysis (AFP); congenital cytomegalovirus
(cCMV); neonatal and infant herpes simplex virus (HSV)
infection; perinatal exposure to human immunodeficiency
virus  (HIV) and paediatric HIV infection; severe
complications of influenza; juvenile-onset recurrent
respiratory papillomatosis (JoRRP); congenital rubella
infection/syndrome; congenital varicella syndrome (CVS)
and neonatal varicella infection (NVI); and the new
conditions dengue; Q fever; and severe acute hepatitis. In
2022, cases of severe complications of influenza were
reported to the APSU for the first time since 2019. This
likely reflects the easing of government-mandated
restrictions imposed in 2020-2021 to curb the
transmission of severe acute respiratory syndrome
coronavirus 2 (SARS-CoV-2) and the re-emergence of a
range of infectious diseases. As previously, AFP
surveillance by the APSU contributed to Australia
achieving a minimum target incidence of one AFP case per
105 children aged less than 15 years. Cases of JoRRP and
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NVI were reported in 2022. This indicates potential gaps in
human papillomavirus (HPV) and varicella vaccination
coverage respectively, especially in high-risk groups such
as young migrant and refugee women of childbearing age
from countries without universal vaccination programs.
Paediatric HIV case numbers resulting from mother-to-
child-transmission (MTCT) of HIV remain low in Australia
due to use of effective intervention strategies. However,
there has been an increase in the number of imported
cases of HIV in children (mainly perinatally-acquired) from
countries with a high HIV prevalence. Without effective
vaccines, there has been no decline in the incidence of
congenital CMV and neonatal HSV, indicating the
importance of early identification and management to
reduce morbidity and mortality. The first cases of dengue,
Q fever and severe acute hepatitis were received by APSU
in 2022, including two cases of acute hepatitis in which
aetiology has not been confirmed to date. The APSU has
an important ongoing role in monitoring rare childhood
infections.

In-vitro antiviral screening of some
thiopyranothiazoles.

Kryshchyshyn-Dylevych A, Kaminskyy D, Lesyk R.
08-10-2023

Chem Biol Interact.
https://pubmed.ncbi.nlm.nih.gov/37816448/

Thiopyranothiazoles represent a promising class of drug-
like molecules with broad pharmacological profiles. Some
novel derivatives of isothiochromeno [4a,4-d]thiazole and
chromeno [4',3":4,5]thiopyrano  [2,3-d]thiazole were
synthesized and screened against diverse viruses:
coronavirus SARS, Influenza Viruses of type A and type B,
Adeno- and Rhinovirus, Dengue Fever Virus, Respiratory
Syncytial Virus, Rift Valley Fever Virus, Tacaribe Virus,
Venezuelan Equine Encephalitis Virus, as well as Vaccinia
and Human Cytomegalovirus. The antiviral activity assays
revealed highly active isothiochromeno [4a,4-d]thiazole
bearing phenazone fragment towards Influenza Virus type
A (HiN1) with the selectivity index (SI) within 150.5,8-
Dihydro-2H- (Girard et al.,, 2010; Al-Hazmi, 2016)
[1,3]thiazolo [5',4":5,6]thiopyrano [2,3-d] (Girard et al,,
2010; Al-Hazmi, 2016) [1,3]thiazol-2,6(3H)-diones showed
moderate antiviral activity against influenza viruses and
SARS CoV. The obtained data indicate thiopyranothiazoles
as promising class of fused 4-thiazolidinone derivatives
possessing antiviral effects.

Heatwaves and Dengue Outbreak in
Bangladesh after COVID-19 Pandemic-
An Urgent Call for Climate-Driven Early
Warning Systems.

Islam J, Hu W.

10-10-2023

Clin Infect Dis.
https://pubmed.ncbi.nIm.nih.gov/37815170/

M Protein from Dengue virus
oligomerizes to pentameric channel
protein: in silico analysis study.

Zeba A, Sekar K, Ganjiwale A.

Sept-2023
Genomics Inform.
https://pubmed.ncbi.nlm.nih.gov/37813637/

Lateral flow immunoassay (LFIA) for
dengue diagnosis: Recent progress and
prospect.

Ma Z, Guo J, Jiang L, Zhao S.

02-10-2023

Talanta.
https://pubmed.ncbi.nlm.nih.gov/37813013/

Discovery and structural optimization of
a new series of N-acyl-2-
aminobenzothiazole as inhibitors of Zika
virus.

Dias RFC, Ribeiro BMRM, Cassani NM, Farago DN,
Antoniucci GA, de Oliveira Rocha RE, de Oliveira Souza F,
Pilau EJ, Jardim ACG, Ferreira RS, de Oliveira Rezende
Junior C.

05-10-2023

Bioorg Med Chem.
https://pubmed.ncbi.nlm.nih.gov/37812885/

Single B cell transcriptomics identifies
multiple isotypes of broadly neutralizing
antibodies against flaviviruses.

Lubow J, Levoir LM, Ralph DK, Belmont L, Contreras M,
Cartwright-Acar CH, Kikawa C, Kannan S, Davidson E,
DuranV, Rebellon-Sanchez DE, Sanz AM, Rosso F, Doranz
BJ, Einav S, Matsen Iv FA, Goo L.

09-10-2023

PLoS Pathog.
https://pubmed.ncbi.nlm.nih.gov/37812640/

The Dengue virus M protein is a 75 amino acid polypeptide
with two helical transmembranes (TM). The TM domain
oligomerizes to form an ion channel, facilitating viral
release from the host cells. The M protein has a critical role
in the virus entry and life cycle, making it a potent drug
target. The oligomerization of the monomeric protein was
studied using ab initio modeling and molecular dynamics
(MD) simulation in an implicit membrane environment.
The representative structures obtained showed pentamer
as the most stable oligomeric state, resembling an ion
channel. Glutamic acid, threonine, serine, tryptophan,
alanine, isoleucine form the pore-lining residues of the
pentameric channel, conferring an overall negative charge
to the channel with approximate length of 51.9 A. Residue
interaction analysis (RIN) for M protein shows that Ala94,
Leu95, Ser112, Glul24, and Phel55 are the central hub
residues representing the physicochemical interactions
between domains. The virtual screening with 165 different
ion channel inhibitors from the ion channel library shows
monovalent ion channel blockers, namely lumacaftor,
glipizide, gliquidone, glisoxepide, and azelnidipine to be
the inhibitors with high docking scores. Understanding the
three-dimensional structure of M protein will help design
therapeutics and vaccines for Dengue infection.
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Wolbachia interferes with Zika virus
replication by hijacking cholesterol
metabolism in mosquito cells.

Edwards B, Ghedin E, Voronin D.

09-10-2023

Microbiol Spectr.
https://pubmed.ncbi.nIm.nih.gov/37811984/

Assessing the inhibitory potential of anti-
dengue compounds against Japanese
encephalitis virus RNA dependent RNA
polymerase: an in silico study.

Bajrai LH, Alandijany TA, Alsaady I, EI-Daly MM, Tolah
AM, Khateb AM, Dubey A, Dwivedi VD, Azhar EI.
09-10-2023

J Biomol Struct Dyn.
https://pubmed.ncbi.nlm.nih.gov/37812640/

Japanese encephalitis (JE), a neurological infection of
severe nature, is caused by the Japanese encephalitis virus
(JEV) and is transmitted by the mosquito vector. The
polymerase domain of Non-structural 5 (NS5), which is
also referred to as RdRp (RNA-dependent RNA
polymerase), is considered a potential therapeutic target
for JEV. The present study employed molecular dynamics
modelling and high-throughput virtual screening to
evaluate the possible antiviral activity of anti-dengue
drugs against JEV RdRp. Furthermore, a ranking was
performed utilising the MM/GBSA analysis to identify the
three  most promising compounds. Compound ID
57409246 exhibited the highest binding affinity with the
protein, as evidenced by its minimum binding free energy
0f-72.96 kcal/mole. In contrast, the other two compounds
had minimum binding free energies of -67.57 and -59.19
kcal/mole, respectively. Upon conducting a 100
nanosecond molecular dynamics simulation to confirm the
binding of the chemical complexes, it was observed that
the three hits, namely 57409246, 70683874, and
44577154, exhibited a consistent and stable RMSD.
Subsequently, the binding strength of the trajectory was
confirmed through MM/GBSA analysis. The compounds
70683874 and 57409246 exhibited the lowest binding free
energies, which were -97.58 kcal/mol and -96.38 kcal/mol,
respectively. The binding free energy (AG Bind) values for
the native ligand ATP and molecule 44577154 were -65.64
kcal/mol and -69.44 kcal/mol, respectively. Overall,
compared to the native ligand ATP, all three compounds
exhibited higher binding affinity. The study proposes three
anti-dengue molecules as a potential remedy for JE, which
can be confirmed through in vitro and in vivo
investigations.Communicated by Ramaswamy H. Sarma.

Zika virus disease: an alarming situation
resurfacing on the radar - a short
communication.

Shariff S, Kantawala B, Hamiidah N, Yadav T, Nazir A,
Uwishema O.

17-08-2023

Ann Med Surg (Lond).
https://pubmed.ncbi.nlm.nih.gov/37811053/

Expanded dengue syndrome in diabetic
patient with history of COVID-19
infection: a case report.

Nelwan EJ, Pramanta P, Safitri WJ, Adiwinata R, So A,
Nainggolan L.

14-08-2023

Ann Med Surg (Lond).
https://pubmed.ncbi.nlm.nih.gov/37811041/

Efficiency of Automated Viral RNA
Purification for Pediatric Studies of
Dengue and Zika in Hyperendemic
Areas.

Delgado SL, Perilla PM, Salgado DM, Rojas MC, Narvaez
CF.

30-09-2023

J Trop Med.
https://pubmed.ncbi.nlm.nih.gov/37810169/

Asymptomatic dengue infection rate: A
systematic literature review.

De Santis O, Bouscaren N, Flahault A.
16-09-2023

Heliyon.
https://pubmed.ncbi.nlm.nih.gov/37809992/

Objectives: Dengue infection is spreading worldwide. The
clinical spectrum is broad and includes asymptomatic
infections. This review provides an overview of the
different  proportions of asymptomatic infections
described in epidemiological studies according to
definitions, study designs, and detection methods.
Methods: Medline and Embase databases were searched
without restriction of date or language. Studies were
included if they reported data on the incidence or
prevalence of asymptomatic dengue infections. The data
were summarized and classified according to the
definitions of the term 'asymptomatic'. Results: A total of
74 studies were included. The mean proportion of
asymptomatic infections among dengue-infected persons
was 54% in 50 included studies. The prevalence of dengue
infections detected in healthy persons was 0.2% in 24
included studies. The term 'asymptomatic' has been used
to refer to 'clinically undetectable infection', but also to
'undiagnosed infection' or 'mild infection'. Only 8% were
clinically undetectable laboratory-confirmed dengue
infections. Conclusion: The proportion of asymptomatic
dengue infections varied greatly. Studies proving data on
clinically undetectable laboratory-confirmed dengue
infections were very few, but provided consistent results
of low proportions of asymptomatic infections. These data
challenge the assumption that the majority of dengue
cases are asymptomatic.

Dengue and Hypokalemic Paralysis: A
Rare Association.

Akhtar U, Mushtaq MH, Nisar S, Naeem A, Naim F.
05-09-2023

Cureus.
https://pubmed.ncbi.nIm.nih.gov/37809211/
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Dengue is one of the most common mosquito-borne viral
illnesses in tropical areas, including Pakistan. Presentation
varies from a self-limiting flu-like illness to life-threatening
conditions like hemorrhagic shock and multi-organ
dysfunction leading to death. In the absence of vomiting
and diarrhea, electrolyte abnormalities are rare findings.
Though Guillain-Barré syndrome is a known association of
viral illnesses presenting with flaccid paralysis, there is a
possibility for dengue to cause hypokalemia without
apparent gut or renal losses. Dengue-associated
hypokalemic paralysis is an underrecognized entity but has
a favorable outcome. The clinician should suspect this in
patients presenting with motor weakness in dengue-
endemic areas. Neurological complications of dengue are
reported frequently now, so early recognition of these
neurological manifestations is needed for the successful
recovery of patients. Here, we discuss a case of dengue-
induced hypokalemia presenting with acute flaccid
paralysis.

Control of maternal Zika virus infection
during pregnancy is associated with
lower antibody titers in a macaque
model.

Krabbe NP, Razo E, Abraham HIJ, Spanton RV, Shi Y,
Bhattacharya S, Bohm EK, Pritchard JC, Weiler AM,
Mitzey AM, Eickhoff JC, Sullivan E, Tan JC, Aliota MT,
Friedrich TC, O'Connor DH, Golos TG, Mohr EL.
22-09-2023

Front Immunol.
https://pubmed.ncbi.nlm.nih.gov/37809089/

Spontaneous widespread muscle
hematoma complicated by pyomyositis
in a case of dengue hemorrhagic fever: a
case report from Nepal.

Timilsina B, Suryabanshi A, Bhandari A, Pokhrel S,
Chataut CP.

01-09-2023

Ann Med Surg (Lond).
https://pubmed.ncbi.nlm.nih.gov/37811049/

Evolution of knockdown resistance (kdr)
mutations of Aedes aegypti and Aedes
albopictus in Hainan Island and Leizhou
Peninsula, China.

Zhao M, Ran X, Xing D, Liao Y, Liu W, Bai Y, Zhang Q, Chen
K, Liu L, Wu M, Ma Z, Gao J, Zhang H, Zhao T.
21-09-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37808913/

Background: Aedes aegypti and Aedes albopictus are
important vectors of human arboviruses, transmitting
arboviral diseases such as vyellow fever, dengue,
chikungunya and Zika. These two mosquitoes coexist on
Hainan Island and the Leizhou Peninsula in China. Over the
past 40 vyears, the distribution of Ae. albopictus has
gradually expanded in these areas, while the distribution
of Ae. aegypti has declined dramatically mainly due to the
ecological changes and some other factors such as heavy
use of insecticide indoor based on endophagic

bloodfeeding of the species. Methods: This study focused
on the knockdown resistance (kdr) genes of both
mosquitoes, investigated their mutations, and analyzed
their haplotype and evolutionary diversity combined with
population genetic features based on the ND4/ND5 genes
to further elucidate the molecular mechanisms underlying
the development of insecticide resistance in both
mosquitoes. Results: Three mutations, S989P, V1016G and
F1534C, were found to be present in Ae. aegypti
populations, and the three mutations occurred
synergistically. Multiple mutation types (F1534C/S/L/W) of
the F1534 locus are found in Ae. albopictus populations,
with the three common mutations F1534C, F1534S and
F1534L all having multiple independent origins. The
F1534W (TTC/TGG) mutation is thought to have evolved
from the F1534L (TTC/TTG) mutation. The F1534S
(TTC/TCG) mutation has evolved from the F1534S
(TTC/TCC) mutation. The most common form of mutation
at the F1534 locus found in this study was S1534C,
accounting for 20.97%, which may have evolved from the
F1534C mutation. In addition, a new non-synonymous
mutation M1524| and 28 synonymous mutations were
identified in Ae. albopictus populations. Correlation
analysis showed that the genetic diversity of Ae. aegypti
and Ae. albopictus populations did not correlate with their
kdr haplotype diversity (P>0.05), but strong gene flow
between populations may have contributed to the
evolution of the kdr gene. Conclusion: The study of kdr
gene evolution in the two mosquito species may help to
identify the evolutionary trend of insecticide resistance at
an early stage and provide a theoretical basis for
improving the efficiency of biological vector control and
subsequent research into new insecticides.

The effect of temperature on dengue
virus transmission by Aedes mosquitoes.

Liu Z, Zhang Q, Li L, He J, Guo J, Wang Z, Huang Y, Xi Z,
YuanF,LiY,LiT.

21-09-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37808907/

Dengue is prevalent in tropical and subtropical regions. As
an arbovirus disease, it is mainly transmitted by Aedes
aegypti and Aedes albopictus. According to the previous
studies, temperature is closely related to the survival of
Aedes mosquitoes, the proliferation of dengue virus
(DENV) and the vector competence of Aedes to transmit
DENV. This review describes the correlations between
temperature and dengue epidemics, and explores the
potential reasons including the distribution and
development of Aedes mosquitoes, the structure of DENV,
and the vector competence of Aedes mosquitoes. In
addition, the immune and metabolic mechanism are
discussed on how temperature affects the vector
competence of Aedes mosquitoes to transmit DENV.

Detection of anti-premembrane
antibody as a specific marker of four
flavivirus serocomplexes and its
application to serosurveillance in
endemic regions.
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Chen GH, Dai YC, Hsieh SC, Tsai JJ, Sy AK, Jiz M, Pedroso
C, Brites C, Netto EM, Kanki PJ, Saunders DRD,
Vanlandingham DL, Higgs S, Huang YS, Wang WK.
25-09-2023

medRxiv.

https://pubmed.ncbi.nIm.nih.gov/37808865/

The effect of single mutations in Zika
virus envelope on escape from broadly
neutralizing antibodies.

Kikawa C, Cartwright-Acar CH, Stuart JB, Contreras M,
Levoir LM, Evans MJ, Bloom JD, Goo L.

26-09-2023

bioRxiv.

https://pubmed.ncbi.nIm.nih.gov/37808848/

Investigating the dose-dependency of the
midgut escape barrier wusing a
mechanistic model of within-mosquito
dengue virus population dynamics.

Johnson RM, Stopard 1), Byrne HM, Armstrong PM,
Brackney DE, Lambert B.

29-09-2023

bioRxiv.

https://pubmed.ncbi.nlm.nih.gov/37808804/

Aedes albopictus is present in the
lowlands of southern Zambia.

Matute DR, Cooper BS.

29-09-2023

bioRxiv.
https://pubmed.ncbi.nlm.nih.gov/37808804/

Flaviviruses are arthropod-borne (arbo)viruses which can
emerge rapidly and cause explosive epidemics of severe
disease. Some of the most epidemiologically important
flaviviruses, including dengue virus (DENV), Zika virus
(ZIKV) and yellow fever virus (YFV), are transmitted by
Aedes mosquitoes, most notably Aedes aegypti and Aedes
albopictus. After a mosquito blood feeds on an infected
host, virus enters the midgut and infects the midgut
epithelium. The virus must then overcome a series of
barriers before reaching the mosquito saliva and being
transmitted to a new host. The virus must escape from the
midgut (known as the midgut escape barrier; MEB), which
is thought to be mediated by transient changes in the
permeability of the midgut-surrounding basal lamina layer
(BL) following blood feeding. Here, we present a
mathematical model of the within-mosquito population
dynamics of flaviviruses that includes the interaction of
the midgut and BL which can account for the MEB. Our
results indicate a dose-dependency of midgut
establishment of infection as well as rate of escape from
the midgut: collectively, these suggest that the extrinsic
incubation period (EIP) - the time taken for DENV virus to
be transmissible after infection - is shortened when
mosquitoes imbibe more virus. Additionally, our
experimental data indicates that multiple blood feeding
events, which more closely mimic mosquito-feeding
behavior in the wild, can hasten the course of infections,
and our model predicts that this effect is sensitive to the
amount of virus imbibed. Our model indicates that

mutations to the virus which impact its replication rate in
the midgut could lead to even shorter EIPs when double-
feeding occurs. Mechanistic models of within-vector viral
infection dynamics provide a quantitative understanding
of infection dynamics and could be used to evaluate novel
interventions that target the mosquito stages of the
infection.

Is self-testing the next paradigm for
diagnostics?

S Chaudhari D, Ghattargi V, Shah V, Gupta S, Bele K,
PawarS.

31-03-2023

Bioinformation.
https://pubmed.ncbi.nlm.nih.gov/37808384/

The study estimates the usability and attitude assessment
of users for India's first approved rapid antigen self-test kit;
the CoviSelf™. India approved its first Al-powered self-test
for Covid-19 in April 2021 a few weeks after the first
approval in the US. We present here a study on usability
and attitude assessment of users of India's first approved
rapid antigen self-test kit; the CoviSelf™. The study
evaluates participants' understanding of and performance
of test procedure and interprets the results. Analysis
revealed that more than 90% study participants followed
steps correctly as illustrated in the user's manual. Age
group and gender-based analysis showed comparable
scores for usability of the test kit suggesting users of
different age groups has same ease in using the test kit.
What we learnt from this study could be start of self-test
revolution, where rapid tests could expand the access of
diagnostics for hundreds of diseases including HIV, HPV,
and dengue to millions of people who could not get access
to diagnostics because we lacked manpower or facility to
conduct tests. Self-testing could break the barriers for
diagnostics that Internet did for information.

Polyubiquitin protein of Aedes aegypti as
an interacting partner of dengue virus
envelope protein.

Yadav K, Saurav GK, Rana VS, Rawat N, Anjali, Jamwal R,
Singh OP, Bandyopadhyay A, Rajagopal R.

08-10-2023

Med Vet Entomol.
https://pubmed.ncbi.nlm.nih.gov/37807654/

Aedes aegypti abundance in wurban
neighborhoods of Maricopa County,
Arizona, is linked to increasing
socioeconomic status and tree cover.

Coalson JE, Richard DM, Hayden MH, Townsend J,
Damian D, Smith K, Monaghan A, Ernst KC.

08-10-2023

Parasit Vectors.
https://pubmed.ncbi.nIm.nih.gov/37807069/

Background: Understanding coupled human-environment
factors which promote Aedes aegypti abundance is critical
to preventing the spread of Zika, chikungunya, yellow
fever and dengue viruses. High temperatures and aridity
theoretically make arid lands inhospitable for Ae. aegypti
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mosquitoes, yet their populations are well established in
many desert cities. Methods: We investigated associations
between socioeconomic and built environment factors
and Ae. aegypti abundance in Maricopa County, Arizona,
home to Phoenix metropolitan area. Maricopa County
Environmental Services conducts weekly mosquito
surveillance with CO,-baited Encephalitis Vector Survey or
BG-Sentinel traps at > 850 locations throughout the
county. Counts of adult female Ae. aegypti from 2014 to
2017 were joined with US Census data, precipitation and
temperature data, and 2015 land cover from high-
resolution (1 m) aerial images from the National
Agricultural Imagery Program. Results: From 139,729 trap-
nights, 107,116 Ae. aegypti females were captured.
Counts were significantly positively associated with higher
socioeconomic status. This association was partially
explained by higher densities of non-native landscaping in
wealthier neighborhoods; a 1% increase in the density of
tree cover around the trap was associated with a ~ 7%
higher count of Ae. aegypti (95% Cl: 6-9%). Conclusions:
Many models predict that climate change will drive
aridification in some heavily populated regions, including
those where Ae. aegypti are widespread. City climate
change adaptation plans often include green spaces and
vegetation cover to increase resilience to extreme heat,
but these may unintentionally create hospitable
microclimates for Ae. aegypti. This possible outcome
should be addressed to reduce the potential for outbreaks
of Aedes-borne diseases in desert cities.

Ramli AH, Mohd Faudzi SM.

08-10-2023

Arch Pharm (Weinheim).
https://pubmed.ncbi.nlm.nih.gov/37806761/

Asia is a hotspot for infectious diseases, including malaria,
dengue fever, tuberculosis, and the pandemic COVID-19.
Emerging infectious diseases have taken a heavy toll on
public health and the economy and have been recognized
as a major cause of morbidity and mortality, particularly in
Southeast Asia. Infectious disease control is a major
challenge, but many surveillance systems and control
strategies have been developed and implemented. These
include vector control, combination therapies, vaccine
development, and the development of new anti-
infectives. Numerous newly discovered agents with
pharmacological anti-infective potential are being actively
and extensively studied for their bioactivity, toxicity,
selectivity, and mode of action, but many molecules lose
their efficacy over time due to resistance developments.
These facts justify the great importance of the search for
new, effective, and safe anti-infectives. Diarylpentanoids,
a curcumin derivative, have been developed as an
alternative with better bioavailability and metabolism as a
therapeutic agent. In this review, the mechanisms of
action and potential targets of antimalarial drugs as well
as the classes of antimalarial drugs are presented. The
bioactivity of diarylpentanoids as a potential scaffold for a
new class of anti-infectives and their structure-activity
relationships are also discussed in detail.
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Felipe Ramirez-Sanchez L, Juliana Hernandez B, Andrés
Guzman P, Alfonso-Parra C, Avila FW.

06-10-2023

J Insect Physiol.
https://pubmed.ncbi.nlm.nih.gov/37806552/

In numerous organisms, mating causes changes in females
that are required for females to successfully generate
offspring. These changes are typically both behavioral and
physiological. Although non-sperm components of the
male ejaculate cause the post-mating changes, they can
often be altered by other factors, such as the age of the
mating individuals. In insects, females often do not mate
for 1-2 days after their emergence from pupae and suffer
declines in fertility with increased age. Here, we
determined how long after emergence from pupae female
Ae. aegypti first mate and take a blood meal, as blood
feeding not only provides nutrients for egg development,
but also allows this species to transmit viruses. We found
that females require ~24 hours to mate, but blood-feed as
shortly as 14 hours after emergence. We next examined
the fertility of recently emerged females (30-41 hours-old)
and of "old" females (2- and 3-week-old), finding that
females are fully fertile once they become receptive to
mating, but suffer declines in fertility with increased age,
like in other insects. Our results suggest that females can
blood-feed shortly after becoming adults, enabling
females to potentially consume a virus infected blood-
meal shortly after their emergence. Mating induces
behavioral and physiological changes in female insects-
collectively referred to as the female post-mating
response (PMR)-that facilitate the production of progeny.
PMRs are elicited by transfer of male-derived seminal
components during mating, but are altered by other
factors, including adult age. Increased female age is often
accompanied by declines in fertility. However, mating
shortly after emergence also impacts fertility in the insect
model Drosophila melanogaster. Here, we determined the
age post-emergence when females of the vector mosquito
Aedes aegypti can be inseminated and blood-feed. We
next examined fecundity, fertility, and the storage of
sperm in the female reproductive tract in "young" (10-41
hours-old) and "old" (2- and 3-week-old) females, finding
that blood-feeding began at 14 hours, and mating at ~24
hours post-emergence. Although young females
consumed smaller blood quantities and stored fewer
sperm, they were similarly fertile to 4-day-old controls.
Old females, however, suffered significant declines in
fecundity by 2 weeks of age. Our results show that female
Ae. aegypti start to become sexually receptive 1 day after
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their emergence, but can ingest blood much sooner,
suggesting that mating is not a prerequisite to blood-
feeding, and that females can ingest an arbovirus infected
blood-meal shortly after emergence.

Severe zoonotic viruses carried by
different species of bats and their
regional distribution.

Liu Z, Liu Q, Wang H, Yao X.

05-10-2023

Clin Microbiol Infect.
https://pubmed.ncbi.nlm.nih.gov/37805032/

Vertebrate-class-specific binding modes
of the alphavirus receptor MXRAS.

Zimmerman O, Zimmerman MI, Raju S, Nelson CA, Errico
JM, Madden EA, Holmes AC, Hassan AO, VanBlargan LA,
Kim AS, Adams LJ, Basore K, Whitener BM, Palakurty S,
Davis-Adams HG, Sun C, Gilliland T Jr, Earnest JT, Ma H,
Ebel GD, Zmasek C, Scheuermann RH, Klimstra WB,
Fremont DH, Diamond MS.

06-10-2023

Cell.

https://pubmed.ncbi.nlm.nih.gov/37804831/

Synthesis of novel rhodamine type
Anthrone Spiro-lactam (ASL) analogues
and evaluation of antiviral activity
against dengue and chikungunya viruses.

Darole RS, Bagad PK, Gonnade RG, Alagarasu K, Punekar
M, Shukla S, Parashar D, Senthilkumar B.

29-09-2023

Eur J Med Chem.
https://pubmed.ncbi.nlm.nih.gov/37804768/

Monocytes subpopulations pattern in the
acute respiratory syndrome coronavirus
2 virus infection and after long COVID-
19.

Pereira VIC, de Brito Junior LC, Falcio LFM, da Costa
Vasconcelos PF, Quaresma JAS, Berg AVVD, Paixdo APS,
Ferreira RIS, Diks IBC.

05-10-2023

Int Immunopharmacol.
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Enhancing community participation in
dengue control through digital
crowdsourcing: An analysis of a World
Mosquito Program digital open call in Sri
Lanka.

Sri-Pathmanathan C, Bao H, Diluka PAE, Mee A, Andari
B, Saunders E, Wijegunawardana A, Weerasinghe I, Hetti
NP, Samaraweera S, Tang W, Tucker JD.

07-10-2023

J Infect Dis.

https://pubmed.ncbi.nlm.nih.gov/37804520/

Background: Two crowdsourcing open calls were created
to enhance community engagement in dengue control in
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Sri Lanka. We analyzed the process and outcomes of these
digital crowdsourcing open calls. Methods: We used
standard World Health Organization (WHO) methods to
organize the open calls which used exclusively digital
methods because of COVID-19. We collected and analyzed
socio-demographic information and digital engagement
metrics from each submission. Submissions in the form of
textual data describing community-led strategies for
mosquito release were coded using grounded theory.
Results: The open calls received 73 submissions. Most
people who submitted ideas spoke English, lived in Sri
Lanka, and were 18 to 34 years old. The total Facebook
reach was initially limited (16,161 impressions), prompting
expansion to a global campaign which reached 346,810
impressions over 14 days. Diverse strategies for the
distribution of Wolbachia-infected mosquito boxes were
identified, including leveraging traditional festivals,
schools, and community networks. Fifteen submissions
(21%) suggested the use of digital tools for monitoring and
evaluation, sharing instructions, or creating networks.
Thirteen submissions (18%) focused on social and
economic incentives to prompt community engagement
and catalyze community-led distribution. Conclusions: Our
project demonstrates that digital crowdsourcing open
calls are an effective way to solicit creative and innovative
ideas in a resource-limited setting.

Increasing prevalence of malaria and
acute dengue virus coinfection in Africa:
a meta-analysis and meta-regression of
cross-sectional studies.

Gebremariam TT, Schalling HDFH, Kurmane ZM,
Danquah JB.

06-10-2023

Malar J.
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Identification of Wolbachia new strains
from Aedes aegypti mosquitoes, the
vector of dengue fever in Jeddah
Province.

Somia ES, Ullah |, Alyahya HS, Mahyoub JA.
06-10-2023

BMC Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37803282/

Wolbachia are endosymbiotic bacteria found within many
arthropods, including insects. A variety of benefits are
provided by these bacteria to human and insect hosts,
including protection from viruses and parasites and the
ability to kill males. In this study, Wolbachia was identified
in Aedes aegypti present in Jeddah, Saudi Arabia. A
population of mosquitoes was collected from eight
different areas, processed, and tested for Wolbachia using
16 S rRNA specific to Wolbachia bacteria and Wolbachia
surface protein (wsp) under optimized PCR conditions. In
five ecologically diverse sites to determine Wolbachia
prevalence, we identified eleven diverse novel resident
Wolbachia strains within Ae. Aegypti for the first time in
Jeddah, Saudi Arabia. Future studies to evaluate the
possible use of Wolbachia as a control agent in Aedes sp.
in Saudi Arabia are necessary. Wolbachia prevalence rates
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and strain characterization through Sanger sequencing
with multilocus sequence typing (MLST) and phylogenetic
analysis revealed significant diversity. In developing
biocontrol strategies, it is beneficial to consider the
implications of resident Wolbachia strains.

The contribution of risk perception and
social norms to reported preventive
behaviour against selected vector-borne
diseases in Guyana.

Lopes-Rafegas I, Cox H, Mora T, Sicuri E.
06-10-2023

Sci Rep.
https://pubmed.ncbi.nIm.nih.gov/37803142

An 11-point time course midgut
transcriptome across 72 h after
bloodfeeding provides detailed temporal
resolution of transcript expression in the
arbovirus vector, Aedes aegypti.

Tsujimoto H, Adelman ZN.

06-10-2023

Genome Res.
https://pubmed.ncbi.nlm.nih.gov/37802532/

Zika virus NS4B protein targets TANK-
binding kinase 1 and inhibits type I
interferon production.

Sarratea MB, Alberti AS, Redolfi DM, Truant SN,
lannantuono Lopez LV, Bivona AE, Mariuzza RA,
Fernandez MM, Malchiodi EL.

04-10-2023

Biochim Biophys Acta Gen Subj.
https://pubmed.ncbi.nlm.nih.gov/37802371/

Background: During viral infections, nucleic acid sensing by
intracellular receptors can trigger type | interferon (IFN-I)
production, key mediators in antiviral innate immunity.
However, many flaviviruses use non-structural proteins to
evade immune sensing favoring their survival. These
mechanisms remain poorly characterized. Here, we
studied the role of Zika virus (ZIKV) NS4B protein in the
inhibition of IFN-I induction pathway and its biophysical
interaction with host proteins. Methods: Using different
cell-based assays, we studied the effect of ZIKV NS4B in the
activation of interferon regulatory factors (IRFs), NF-kB,
cytokines secretion and the expression of interferon-
stimulating genes (ISG). We also analyzed the in vitro
interaction between recombinant ZIKV NS4B and TANK-
binding kinase 1 (TBK1) using surface plasmon resonance
(SPR). Results: Transfection assays showed that ZIKV NS4B
inhibits IRFs activation involved in different nucleic acid
sensing cascades. Cells expressing NS4B secreted lower
levels of IFN-B and IL-6. Furthermore, early induction of
ISGs was also restricted by ZIKV NS4B. For the first time,
we demonstrate by SPR assays that TBK1, a critical
component in IFN-I production pathway, binds directly to
ZIKV NS4B (Kp of 3.7 x 106 M). In addition, we show that
the N-terminal region of NS4B is directly involved in this
interaction. Conclusions: Altogether, our results strongly
support that ZIKV NS4B affects nucleic acid sensing
cascades and disrupts the TBK1/IRF3 axis, leading to an
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impairment of IFN-B production. Significance: This study
provides the first biophysical data of the interaction
between ZIKV NS4B and TBK1, and highlights the role of
ZIKV NS4B in evading the early innate immune response.

Conessine inhibits enveloped viruses
replication through up-regulating
cholesterol level.

Zhou S, LiJ, Ling X, Dong S, Zhang Z, Li M.
04-10-2023

Virus Res.
https://pubmed.ncbi.nlm.nih.gov/37802295/

Assessing the bioefficacy of a commercial
temephos formulation (Temebate®) for
controlling Aedes albopictus larvae in
different land use localities in Malaysia.

Wan-Norafikah O, Aliah-Diyanah S, Atiqah-lzzah Z, Chen
CD, Sofian-Azirun M, Lailatul-Nadhirah A, Ibahim MJ.
05-10-2023

Exp Parasitol.
https://pubmed.ncbi.nlm.nih.gov/37802180/

Temephos is the World Health Organization (WHO)
recommended larvicide and is still being utilized
worldwide to control larvae of dengue vectors; Aedes
aegypti and Aedes albopictus. The efficacy of a commercial
temephos product; Temebate® to exterminate the local
populations of Ae. albopictus larvae originated from
different land use particularly dengue-risk and dengue-
free housing localities as well as agrarian localities
including oil palm plantations, rubber estates and paddy
fields was assessed to verify its bioefficacy in these
localities. Field populations of Ae. albopictus larvae were
attained via a larval survey at each study locality. Each Ae.
albopictus larval population was subjected to a 24-h larval
bioassay using Temebate® at operational dosage of 1
mg/L. Almost all Ae. albopictus larval populations
demonstrated mortalities between 7.00% and 100.00% by
the end of the first 4 h of Temebate® exposure with the
resistance ratios between 0.94 and 8.33. After 24 h of
Temebate® exposure, all sixteen Ae. albopictus larval
populations exhibited increased mortalities with ten of
them showing 100% mortalities. These results confirmed
the relevance of Temebate® to be continuously used by
the residents of these localities as their control efforts
against dengue vectors. Nevertheless, Temebate®
application by consumers in dengue-risk localities need to
be carefully monitored to prevent further development of
temephos resistance among Ae. albopictus populations
and substantiated with other vector control approaches.

Investigation of novel 5'-amino
adenosine derivatives with potential
anti-Zika virus activity.

Chen X, Yan Y, Song H, Wang Z, Wang A, Yang J, Zhou R,
XuS, Yang S, Li W, Qin X, Dai Q, Liu M, Lv K, Cao R, Zhong
W.

01-10-2023

Eur J Med Chem.
https://pubmed.ncbi.nlm.nih.gov/37801825/



https://pubmed.ncbi.nlm.nih.gov/37803142
https://pubmed.ncbi.nlm.nih.gov/37802532/
https://pubmed.ncbi.nlm.nih.gov/37802371/
https://pubmed.ncbi.nlm.nih.gov/37802295/
https://pubmed.ncbi.nlm.nih.gov/37802180/
https://pubmed.ncbi.nlm.nih.gov/37801825/

The Zika virus (ZIKV) infections remains a global health
threat. However, no approved drug for treating ZIKV
infection. We previously found TZY12-9, a 5'-amino NI
analog, that showed anti-ZIKV activity without chemical
phosphorylation. Here, a series of 5'-amino NI analogs
were synthesized and evaluated. The compound XSJ2-46
exhibited potent in vitro activity without requiring
chemical phosphorylation, favorable pharmacokinetic and
acute toxicity profiles. Preliminary mechanisms of anti-
ZIKV activity of XSJ2-46 were investigated via a series of
ZIKV non-structural protein inhibition assays and host cell
RNA-seq. XSJ2-46 acted at the replication stage of viral
infection cycle, and exhibited reasonable inhibition of
RNA-dependent RNA polymerases (RdRp) with an ICsp
value of 8.78 uM, while not affecting MTase. RNA-seq
analysis also revealed differential expression genes
involved in cytokine and cytokine receptor pathway in
ZIKV-infected U87 cells treated with XSJ2-46. Importantly,
treatment with XSJ2-46 (10 mg/kg/day) significantly
enhanced survival protection (70% survival) in ZIKV-
infected ICR mice. Additionally, XSJ2-46 administration
resulted in a significant decrease in serum levels of ZIKV
viral RNA in the IFNa/B receptor-deficient (Ifnar’-) A129
mouse model. Therefore, the remarkable in vitro and in
vivo anti-ZIKV activity of compound XSJ2-46 highlights the
promising research direction of utilizing the 5'-amino NI
structure skeleton for developing antiviral Nls.

Nielsen JB, Holladay JD, Burningham AJ, Rapier-Sharman
N, Ramsey JS, Skaggs TB, Nordin GP, Pickett BE, Woolley
AT.

06-10-2023

Anal Bioanal Chem.
https://pubmed.ncbi.nlm.nih.gov/37801120/

Mosquito-borne pathogens plague much of the world, yet
rapid and simple diagnosis is not available for many
affected patients. Using a custom stereolithography 3D
printer, we created microfluidic devices with affinity
monoliths that could retain, noncovalently attach a
fluorescent tag, and detect oligonucleotide and viral RNA.
We optimized the fluorescent binding and sample load
times using an oligonucleotide sequence from
chikungunya virus (CHIKV). We also tested the specificity
of CHIKV capture relative to genetically similar Sindbis
virus. Moreover, viral RNA from both viruses was flowed
through capture columns to study the efficiency and
specificity of the column for viral CHIKV. We detected ~107
loaded viral genome copies, which was similar to levels in
clinical samples during acute infection. These results show
considerable promise for development of this platform
into a rapid mosquito-borne viral pathogen detection
system.
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Jaeger AS, Marano J, Riemersma KK, Castaneda D,
Pritchard EM, Pritchard JC, Bohm EK, Baczenas JJ,
O'Connor SL, Weger-Lucarelli J, Friedrich TC, Aliota MT.
06-10-2023

J Virol.

https://pubmed.ncbi.nlm.nih.gov/37800949/

Zhu DR, Rajesh AJ, Meganck RM, Young EF, Munt JE, Tse
VL, Yount B Jr, Conrad H, White L, Henein S, DeSilva AM,
Baric RS.

06-10-2023

mBio.

https://pubmed.ncbi.nlm.nih.gov/37800919/

Tsai PS, Du PX, Keskin BB, Lee NY, Wan SW, Lin YL, Su
WY, Lin PC, Lin WH, Shih HC, Ho TS, Syu GD.

06-10-2023

Anal Chem.
https://pubmed.ncbi.nlm.nih.gov/37800729/

Moreira FRR, Menezes MT, Salgado-Benvindo C,
Whittaker C, Cox V, Chandradeva N, Paula HHS, Martins
AF, Chagas RRD, Brasil RDV, Candido DDS, Herlinger AL,
Ribeiro MO, Arruda MB, Alvarez P, Torres MCP, Dorigatti
I, Brady O, Voloch CM, Tanuri A, lani F, Souza WM,
Cardozo SV, Faria NR, Aguiar RS.

28-09-2023

PLoS Negl Trop Dis.
https://pubmed.ncbi.nlm.nih.gov/37769008/

Since 2014, Brazil has experienced an unprecedented
epidemic caused by chikungunya virus (CHIKV), with
several waves of East-Central-South-African (ECSA) lineage
transmission reported across the country. In 2018, Rio de
Janeiro state, the third most populous state in Brazil,
reported 41% of all chikungunya cases in the country. Here
we use evolutionary and epidemiological analysis to
estimate the timescale of CHIKV-ECSA-American lineage
and its epidemiological patterns in Rio de Janeiro. We
show that the CHIKV-ECSA outbreak in Rio de Janeiro
derived from two distinct clades introduced from the
Northeast region in mid-2015 (clade RJ1, n = 63/67
genomes from Rio de Janeiro) and mid-2017 (clade RJ2, n
= 4/67). We detected evidence for positive selection in
non-structural proteins linked with viral replication in the
RJ1 clade (clade-defining: nsP4-A481D) and the RJ2 clade
(nsP1-D531G). Finally, we estimate the CHIKV-ECSA's basic
reproduction number (RO) to be between 1.2 to 1.6 and
show that its instantaneous reproduction number (Rt)
displays a strong seasonal pattern with peaks in
transmission coinciding with periods of high Aedes aegypti
transmission potential. Our results highlight the need for
continued genomic and epidemiological surveillance of
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CHIKV in Brazil, particularly during periods of high
ecological suitability, and show that selective pressures
underline the emergence and evolution of the large urban
CHIKV-ECSA outbreak in Rio de Janeiro.

Activity of domain III-specific antibodies
in early convalescence: A case study.

Medina-Carrasco D, Pupo D, Gonzdlez-Lodeiro LG, Garcia
LE, Martin AM, Huerta V.

Oct-2023

Virology.

https://pubmed.ncbi.nlm.nih.gov/37757730/

Asian Zika virus can acquire generic
African-lineage mutations during in
utero infection.

Sabir AJ, Singh PP, Trus I, Le NPK, Karniychuk U.
Déc-2023

Emerg Microbes Infect.
https://pubmed.ncbi.nlm.nih.gov/37747060/

A measles virus-based vaccine induces
robust chikungunya virus-specific CD4+
T-cell responses in a phase II clinical
trial.

Schmitz KS, Comvalius AD, Nieuwkoop NJ, Geers D,
Weiskopf D, Ramsauer K, Sette A, Tschismarov R, de
Vries RD, de Swart RL.

13-10-2023

Vaccine.

https://pubmed.ncbi.nlm.nih.gov/37726181/

Chikungunya virus (CHIKV) is an alphavirus transmitted by
mosquitos that causes a debilitating disease characterized
by fever and long-lasting polyarthralgia. To date, no
vaccine has been licensed, but multiple vaccine candidates
are under evaluation in clinical trials. One of these vaccines
is based on a measles virus vector encoding for the CHIKV
structural genes C, E3, E2, 6K, and E1 (MV-CHIK), which
proved safe in phase | and Il clinical trials and elicited
CHIKV-specific antibody responses in adult measles
seropositive vaccine recipients. Here, we predicted T-cell
epitopes in the CHIKV structural genes and investigated
whether MV-CHIK vaccination induced CHIKV-specific
CD4* and/or CD8* T-cell responses. Immune-dominant
regions containing multiple epitopes in silico predicted to
bind to HLA class Il molecules were found for four of the
five structural proteins, while no such regions were
predicted for HLA class I. Experimentally, CHIKV-specific
CD4* T-cells were detected in six out of twelve participants
after a single MV-CHIK vaccination and more robust
responses were found 4 weeks after two vaccinations (ten
out of twelve participants). T-cells were mainly directed
against the three large structural proteins C, E2 and E1.
Next, we sorted and expanded CHIKV-specific T cell clones
(TCC) and identified human CHIKV T-cell epitopes by
deconvolution. Interestingly, eight out of nine CD4* TCC
recognized an epitope in accordance with the in silico
prediction. CHIKV-specific CD8* T-cells induced by MV-
CHIK vaccination were inconsistently detected. Our data
show that the MV-CHIK vector vaccine induced a
functional transgene-specific CD4* T cell response which,
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together with the evidence of neutralizing antibodies as
correlate of protection for CHIKV, makes MV-CHIK a
promising vaccine candidate in the prevention of
chikungunya.

In-hospital mortality predictors among
hospitalized adults and those with
chronic kidney disease with dengue.

Lee IK, Lee NY, Huang WC, Hsu JC, Tai CH, Yang CH, Huang
CH, Lin CY, Chang K, Chen YH.

Oct-2023

J Microbiol Immunol Infect.
https://pubmed.ncbi.nlm.nih.gov/37604758/

Background: Accurately identifying risk factors that predict
fatality in dengue is crucial for patient triage and clinical
management. Our objective was to identify predictors of
death associated with dengue and investigate the clinical
characteristics and risk factors among patients with
chronic kidney disease (CKD) who died from dengue.
Methods: A multicenter longitudinal observation study
conducted from 2008 to 2019. Results: A total of 1272
patients (113 who died and 1186 who recovered)
diagnosed with dengue were included. Old age, CKD, and
an elevated white blood cell count at hospital presentation
were identified as independent predictors of in-hospital
mortality among individuals infected with the dengue
virus. In a subgroup analysis of 138 patients with CKD
infected with dengue virus, 64 (46.3%) patients died, with
46 (33.3%) patients dying within 7 days after symptom
onset. Among 64 fatal dengue patients with CKD, 34.4%
were in stages 2 and 3 of kidney disease, 51.5% were in
stages 4 and 5, and 14.1% had end stage renal disease as
per the classification by Kidney Disease Improving Global
Outcomes. Multivariate analysis revealed that initial
altered  consciousness, pulmonary edema, and
leukocytosis during hospitalization were independently
associated with in-hospital mortality in CKD patients
infected with the dengue virus. Leukocytosis during
hospitalization and severe hepatitis were independent risk
factors for death within 7 days after dengue iliness onset
in CKD patients. Conclusions: This study offers valuable
insights into predictors linked to fatality in dengue and
reinforces the importance of optimizing patient triage to
improve the quality of care.

Dracunculose

The jaguar (Panthera onca) as a potential
new host of Dracunculus sp.

Fagundes-Moreira R, Bezerra-Santos MA, May-Junior JA,
Baggio-Souza V, Rampim LE, Sartorello LR, Lia RP, Soares
JF, Otranto D.

12-10-2023

Parasitol Res.
https://pubmed.ncbi.nlm.nih.gov/37823992/

First report of Fusarium tricinctum
Causing Leaf Blight on Amorphophallus
konjac in Hunan Province of China.

Sun L, Xiao QL, Zhang T, Fan JQ, Deng LG, Shen YF, Liu X.
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08-10-2023
Plant Dis.
https://pubmed.ncbi.nIm.nih.gov/37807089

Konjac (Amorphophallus konjac) is a perennial herbaceous
plant of the Araceae family, cultivated mainly in south-
western China and used extensively for weight loss (Chua
et al. 2010). In June 2022, leaf blight was detected on a
2,00 ha A. konjac plantation in Chenxi County, Huaihua
City, Hunan Province. It infected almost 20% of the area
under cultivation and tends to occur each year during
warm, humid weather from May to July, causing significant
economic losses to A. konjac production. There were small
brown spots on the leaves which gradually spread to form
irregular brown lesions. In severe cases the entire plant
turned yellow and died. Nine samples were collected
randomly from different plants in three plantation forests
to isolate the pathogens. They were washed with sterile
water and the lesions were excised. They were
subsequently disinfected with 3% hydrogen peroxide for
30 s, 75% ethanol for 90 s and rinsed three times with
sterile water. The cut sections were then placed on water
agar plates and grown in the dark in a constant
temperature incubator at 28°C for 3-5 days, when mycelia
grew they were transferred to potato dextrose agar
medium and grown in the dark at 28°C for 3-5 days. Eleven
purified fungal isolates were obtained, ten of which looked
like Fusarium (90.9% isolation rate), and three
representative isolates (MY5, MY7 and MY9) were chosen
for further study. The fungal colonies initially appeared
white and gradually turnned dark red. Macroconidia were
crescent-shaped, elongated, slightly curved and had 2 to 4
septations, with a predominance of 3 septations. They
measured 15.540 to 42.083 x 2.760 to 4.558 um (n=100).
Microconidia were oval or pyriform, with a maximum of
one septum and measured 6.135 to 24.990 x 2.158 to
4.412 um (n=100). Two genetic regions, the translation
elongation factor-1 (TEF1-a) and RNA polymerase Il largest
subunit (RPB1) genes, were amplified and sequenced to
verify the identity of the fungus (Qiu et al. 2023). The
universal primers TEF1-F/R, G2R/Fa were used for
amplification and sequencing, and the sequences were
submitted to GenBank (TEF1-a: OR545395, OR545397,
OR545399; RPB1: OR545394, OR545396, OR545398). A
joint phylogenetic tree of the two genes was constructed
and analysis showed that the three isolates were
significantly clustered with Fusarium tricinctum. Based on
the results of morphological identification and
phylogenetic tree analysis, the three isolates were
identified as F. tricinctum. Pathogenicity tests were carried
out on 12 uniformly growing leaf expansion stages of
konjac plants, each inoculated with five young leaves.
Mycelial blocks of 6 x 6 mm grown on PDA media for 5
days were placed on the surface of the leaves, while sterile
PDA blocks were placed on the control plant. After 10 days
of rearing the treated plants in a constant temperature
chamber at 28°C and 90% relative humidity, the lesions
appeared and the pathogens re-isolated from the diseased
tissues had the same morphological characteristics as
representative isolates. F. tricinctum has been shown to be
the major pathogenic fungus causing leaf blight in wheat
(Triticum aestivum L.) (Castafiares et al. 2011) and
orchardgrass (Dactylis glomerata L.) (Wu et al. 2020). To
our knowledge, this is the first time in the world that F.
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tricinctum has been reported to cause leaf blight in A.
konjac. This research could provide a foundation for future
control of leaf blight disease.

Echinococcose

Gong Y, Zhou T, Aimaiti W, Lin Y, Xu Y, Yang J, Huang Z,
Wen H, Jiang H, Wang J.

06-10-2023

J Photochem Photobiol B.
https://pubmed.ncbi.nlm.nih.gov/37820499/

Background: Photodynamic therapy (PDT) has a promising
application prospect in Echinococcus granulosus (Egs),
however, the hypoxic environment of Egs and the hypoxia
associated with PDT will greatly limit its effects. As a
hypoxic-activated pre-chemotherapeutic drug,
tirapazamine (TPZ) can be only activated and produce
cytotoxicity under hypoxia environment. Albendazole
sulfoxide (ABZSO) is the first choice for the treatment of
Egs. This study aimed to explore the effects of ABZSO
nanoparticles (ABZSO NPs), TPZ combined with PDT on the
activity of Egs in vitro and in vivo. Methods: The Egs were
divided into control, ABZSO NPs, ABZSO NPs + PDT, and
ABZSO NPs + TPZ + PDT groups, and the viability of Egs was
determined using methylene blue staining. Then, the ROS,
LDH and ATP levels were measured using their
corresponding assay kit, and H2AX and Topol protein
expression was detected by western blot. The morphology
of Egs with different treatments was observed using
hematoxylin eosin (HE) staining and scanning electron
microscopy (SEM). After that, the in vivo efficacy of ABZSO
NPs, TPZ and PDT on Egs was determined in a Egs infected
mouse model. Results: In vitro experiments showed that
the combined treatment of TPZ, ABZSO NPs and PDT
significantly inhibited Egs viability; and significantly
increased ROS levels and LDH contents, while decreased
ATP contents in Egs; as well as up-regulated H2AX and
down-regulated Topol protein expression. HE staining and
SEM results showed that breaking-then-curing treatment
seriously damaged the Egs wall. Additionally, in vivo
experiments found that the combination of ABZSO NPs,
PDT and TPZ had more serious calcification and damage of
the wall structure of cysts. Conclusions: ABZSO NPs
combined with TPZ and PDT has a better inhibitory effect
on the growth of Egs in vitro and in vivo based on the
strategy of "breaking-then-curing".

Kalogeropoulu SK, Schwierz E, Meyerhoff M, Ratjszczak
R, Nadler T, Raphael BL.
Oct-2023
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J Zoo Wildl Med.
https://pubmed.ncbi.nIm.nih.gov/37817632/

Integrative analysis of serum-derived
exosomal IncRNA profiles of alveolar
echinococcosis patients.

Ozdemir S, Comakli S, Kiigiikler S, Aksungur N, Altundas
N, Kara S, Korkut E, Aydin §, Bagc B, Culha MH, Oztiirk
G.
07-10-2023

Gene.
https://pubmed.ncbi.nlm.nih.gov/37813208/

A massive primary hydatid splenic cyst
was successfully managed through open
total splenectomy: a case report and
review article.

Mansour M, Nassar K, Masri M, Kanas M, Aldrea F,
Alzaylaa Y, Salloum H, Ahmad Y, Samha R, Kanjawi O.
01-09-2023

Ann Med Surg (Lond).
https://pubmed.ncbi.nlm.nih.gov/37811073/

Background: Cystic echinococcosis (CE) is a parasitic
infection that is caused by the tapeworm Echinococcus
granulosus. CE is very common, especially in the rural
areas of developing countries. The most commonly
affected organs by hydatid cysts are the liver and the
lungs. However, the primary splenic hydatid cyst (PSHC) is
a very rare manifestation of CE with an incidence of 0.5-
8%. Case presentation: A 17-year-old female patient
presented with abdominal pain which gradually increased
over months, along with anorexia and vomiting.
Computerized tomography showed a massive splenic
cystic mass. An open total splenectomy was performed. By
follow-up, the platelet count and a postoperative chest X-
ray were normal. The patient was prescribed Albendazole
and analgesics. The pathological study confirmed the
diagnosis of PSHC. Conclusion: Despite the occurrence of
PSHC being very rare, it is very important to take it into
consideration, especially in endemic areas.

What is the role of Swiss domestic cats in
environmental contamination with
Echinococcus multilocularis eggs?

Furtado Jost R, Miiller N, Marreros N, Moré G, Antoine
L, Basso W, Frey CF.

09-10-2023

Parasit Vectors.
https://pubmed.ncbi.nlm.nih.gov/37807080/

Background: The role of the domestic cat as definitive host
for Echinococcus multilocularis and thus in environmental
contamination with eggs has not yet been entirely
resolved. This study aimed to assess the prevalence of E.
multilocularis and other gastrointestinal parasites in Swiss
domestic cats and to compare the diagnostic sensitivity of
different methods for the detection of intestinal taeniid
infection. Methods: Faecal samples from 146 cats were
included in the study. Faecal samples only were available
from 55 cats; for the other 91 cats, necropsy was
performed in addition to faecal sample testing. All (n =
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146) faecal samples were analysed by a combined
sedimentation/flotation technique (44% ZnCly) and by the
sodium acetate-acetic acid-formalin (SAF) sedimentation
technique; when sufficient material was available (n =121
samples) the Baermann-Wetzel technique was also used.
Additionally, all samples were analysed by two
coproantigen (copro)-quantitative PCRs (gPCR): (i) a
multiplex gPCR able to detect and differentiate between
E. multilocularis, Echinococcus granulosus sensu lato and
Taenia spp./other cestodes (CEST-qPCR) and (ii) an E.
multilocularis-specific gPCR (EM-gPCR). Finally, the
intestines were  examined macroscopically and
microscopically for parasite stages at necropsy (n =91) and
using an intestinal scraping technique (IST) (n = 64).
Results: Of the 146 cats examined, 24 (17.1%) were
infected by intestinal parasites, namely Hydatigera (syn.
Taenia) taeniaeformis (8.9%), Toxocara cati (6.1%),
Capillaria sp. (3.4%), hookworms (3.4%), Mesocestoides
litteratus (1.4%), Giardia sp. (1.4%), Cystoisospora rivolta
(1.4%), Cystoisospora felis (0.7%), Toxoplasma gondii
(0.7%), Hammondia hammondi (0.7%) and Strongyloides
sp. (0.7%). Necropsy and the IST revealed adult H.
taeniaeformis in 12 animals, of which eight faecal samples
were positive by the CEST-qPCR (sensitivity = 67%) and six
samples by the sedimentation/flotation technique
(sensitivity = 50%). No E. multilocularis infection was
detected in the sampled cats. Using Bayesian latent class
analysis, the mean posterior prevalence probability was
0.0% (95% confidence interval 0-0.83%) for E.
multilocularis. Conclusions: There was no evidence of E.
multilocularis infection among the 146 cats examined,
suggesting that the prevalence of this parasite is low (<
1%) in the Swiss domestic cat population. Nonetheless,
some of the sampled cats were infected by parasites that
have rodents as intermediate hosts, demonstrating
successful predation by these cats, and some were
infected with zoonotic parasites. Cats therefore should not
be disregarded as potential hosts for E. multilocularis and
other zoonotic parasites.

Molecular characterization and
functional implications on mouse
peripheral blood mononuclear cells of
annexin proteins from Echinococcus
granulosus sensu lato.

He X, Shao G, Du X, Hua R, Song H, Chen Y, Zhu X, Yang
G.
06-10-2023

Parasit Vectors.
https://pubmed.ncbi.nlm.nih.gov/37803469/

Tumor suppressor p73 induces apoptosis
of murine peritoneal cell after exposure
to hydatid cyst antigens; a possibly
survival mechanism of cystic
echinococcosis in vivo mice model.

Ahmadpour E, Spotin A, Moghimi A, Shahrivar F, Jadidi-
Niaragh F, Hajizadeh F, Mehrani S, Mazhab-Jafari K.
05-10-2023

PLoS One.

https://pubmed.ncbi.nIm.nih.gov/37796859/
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Filariose lymphatique

Sensitivity analysis and parameters
estimation for the transmission of
lymphatic filariasis.

Stephano MA, Mayengo MM, Irunde JI, Kuznetsov D.
17-09-2032

Heliyon.

https://pubmed.ncbi.nIm.nih.gov/37810166/

Lymphatic filariasis is a neglected tropical disease which
poses public health concern and socio-economic
challenges in developing and low-income countries. In this
paper, we formulate a deterministic mathematical model
for transmission dynamics of lymphatic filariasis to
generate data by white noise and use least square method
to estimate parameter values. The validity of estimated
parameter values is tested by Gaussian distribution
method. The residuals of model outputs are normally
distributed and hence can be used to study the dynamics
of Lymphatic filariasis. After deriving the basic

reproduction number, Ro by the next generation matrix
approach, the Partial Rank Correlation Coefficient is
employed to explore which parameters significantly affect
and most influential to the model outputs. The analysis for
equilibrium states shows that the Lymphatic free
equilibrium is globally asymptotically stable when the
basic reproduction number is less a unity and endemic

equilibrium is globally asymptotically stable when Ro>1.
The findings reveal that rate of human infection,
recruitment rate of mosquitoes increase the average new
infections  for  Lymphatic filariasis. Moreover,
asymptomatic individuals contribute significantly in the
transmission of Lymphatic filariasis.

Gale

Factors Affecting Topical Treatment
Success in Pediatric Scabies Cases: a
Cross-Sectional Study.

Oba MC, Ozkoca D, Basara Sahin R, Senses Kazan D,
Guldiken G, Kara Esen B.

01-10-2023

Dermatol Pract Concept.
https://pubmed.ncbi.nIm.nih.gov/37823855/

Evaluation of Dermatology Life Quality
Index, Depression-Anxiety-Stress Scores
of Patients with Genital Dermatoses.

Temel B, Orenay OM, Yigit D, Kaymak D, Karaosmanoglu
N, Eksioglu HM.

Juil-AoGt 2023

Indian J Dermatol.
https://pubmed.ncbi.nIm.nih.gov/37822383/

Background: Genital dermatoses contain a group of
diseases that affect the skin of the genital area. Genital
dermatoses are classified as venereal and nonvenereal.
They can affect a patient's life quality and can cause
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depression, anxiety and stress. Aims: This study aimed to
evaluate and compare the quality of life index, depression,
stress and anxiety in patients with genital dermatoses.
Materials and methods: Patients admitted to the
dermatology outpatient clinic with genital skin complaints
between October 2020 and March 2021 were included. A
questionnaire including demographic information, a 10-
item dermatology life quality index (DLQI) and a 21-item
depression anxiety stress score (DASS-21) was filled out by
the patients and was calculated. Results: A total of 103
patients were included in this study. Seventy-seven
(74.8%) were male and 26 (25.2%) were female. A total of
48.5% (n = 50) patients had venereal genital dermatoses,
and 51.5% (n = 53) of the patients had nonvenereal genital
dermatoses. In the venereal diseases, syphilis had the
highest DLQI, depression, anxiety and stress score while in
the nonvenereal diseases, scabies had the highest DLQ,
depression, anxiety and stress score. In the nonvenereal
group, the mean DLQI score, depression, anxiety and
stress scores were statistically significantly higher than the
venereal genital dermatoses group (P <0.01, P=0.04, P =
0.03 and P = 0.02). Conclusion: The quality of life of
patients with genital dermatoses is often poor, with
significant levels of depression, anxiety and stress. We
believe that screening these patients with DLQI and DASS-
21 scores at their first admission and follow-up will benefit
dermatologists and patients.

An investigation of the acaricidal activity
of benzyl alcohol on Rhipicephalus

annulatus and Rhipicephalus
sanguineus and its synergistic or

antagonistic interaction with commonly
used acaricides.

Aboelhadid SM, Ibrahium SM, Abdel-Baki AS, Hassan
KM, Arafa WM, Aboud HM, Mohy S, Al-Quraishy S,
Hassan AO, Abdelgelil NH, Gadelhaq SM.

10-10-2023

Med Vet Entomol.
https://pubmed.ncbi.nlm.nih.gov/37815308/

The most economically significant ectoparasites in the
tropics and subtropics are ixodid ticks, especially
Rhipicephalus annulatus and Rhipicephalus sanguineus.
Years of extensive use of the readily available acaricides
have resulted in widespread resistance development in
these ticks, as well as negative environmental
consequences. Benzyl alcohol (BA) has been frequently
used to treat pediculosis and scabies, and it may be an
effective alternative to commonly used acaricides. The
main aim of the present study was to evaluate the
acaricide activity of BA and its combination with the
regularly used chemical acaricides against R. annulatus
and R. sanguineus. Different concentrations of BA alone
and in combination with deltamethrin, cypermethrin and
chlorpyrifos were tested in vitro against adult and larvae
of both tick species. The results showed that BA is toxic to
R. annulatus and R. sanguineus larvae, with 100% larval
mortality at concentrations of >50 mL/L, and LCsg and LCsg
attained the concentrations of 19.8 and 33.8 mL/L for R.
annulatus and 18.8 and 31.8 mlL/L for R. sanguineus,
respectively. Furthermore, BA in combination with
deltamethrin, cypermethrin and chlorpyrifos exhibited
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synergistic factors of 2.48, 1.26 and 1.68 against R.
annulatus larvae and 1.64, 11.1 and 1.14 against R.
sanguineus larvae for deltamethrin + BA, cypermethrin +
BA and chlorpyrifos + BA, respectively. BA induced 100%
mortality in adult R. annulatus at concentrations of >250
mL/L with LCsg and LCqo reached the concentrations of 111
and 154 mL/L, respectively. Additionally, BA had ovicidal
activity causing complete inhibition of larval hatching at
100 mL/L. The combination of BA with deltamethrin and
cypermethrin increased acetylcholinesterase inhibition,
whereas the combination of BA with chlorpyrifos
decreased glutathione (GSH) activity and
malondialdehyde levels. In the field application, the
combination of BA 50 mL/L and deltamethrin (DBA)
resulted in a significant reduction in the percentage of
ticks by 30.9% 28 days post-treatment when compared
with groups treated with deltamethrin alone. In
conclusion, BA causes mortality in laboratory and field
studies alone and in combination with cypermethrin or
deltamethrin. BA can be used for control of ticks of
different life stages, that is, eggs and larvae, through
application to the ground.

The most effective systemic treatment in
dogs with sarcoptic mange: a critically
appraised topic.

Dumitrache MO, Cadiergues MC.
05-10-2023

BMC Vet Res.
https://pubmed.ncbi.nlm.nih.gov/37798627/

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

Model-based geostatistical design and
analysis of prevalence for soil-
transmitted helminths in Kenya: Results
from ten-years of the Kenya national
school-based deworming programme.

Okoyo C, Minnery M, Orowe |, Owaga C, Campbell SJ,
Wambugu C, Olick N, Hagemann J, Omondi WP,
McCracken K, Montresor A, Medley GF, Fronterre C,
Diggle P, Mwandawiro C.

05-10-2023

Heliyon.

https://pubmed.ncbi.nIm.nih.gov/37829802/

Background: Kenya is endemic for soil-transmitted
helminths (STH) with over 6 million children in 27 counties
currently at-risk. A national school-based deworming
programme (NSBDP) was launched in 2012 with a goal to
eliminate parasitic worms as a public health problem. This
study used model-based geostatistical (MBG) approach to
design and analyse the impact of the NSBDP and inform
treatment strategy changes. Methods: A cross-sectional
study was used to survey 200 schools across 27 counties
in Kenya. The study design, school selection and analysis
followed the MBG approach which incorporated historical

18

data on treatment, morbidity and environmental
covariates to efficiently predict the helminths prevalence
in Kenya. Results: Overall, the NSBDP geographic area
prevalence for any STH was estimated to sit between 2 %
and <10 % with a high predictive probability of >0.999.
Species-specific thresholds were between 2 % and <10 %
for Ascaris lumbricoides, 0 % to <2 % for hookworm, and O
% to <2 % for Trichuris trichiura, all with high predictive
probability of >0.999. Conclusions: Based on the World
Health ~ Organization guidelines, STH treatment
requirements can now be confidently refined. Ten
counties may consider suspending treatment and
implement appropriate surveillance system, while another
10 will require treatment once every two years, and the
remaining seven will require treatment once every year.
Keywords: Geostatistics; Kenya; Model-based
geostatistics; Modelling; National school-based
deworming; Prevalence; Soil-transmitted helminths.

Intestinal endoparasitism in wild cat
(Felis silvestris) from Banat area
(Romania).

Mederle N, Darabus G, Stancu A, Pentea M, Imre M, Luca
1, Pavlovic I, Zdravkovic N.

22-09-2023

Helminthologia.
https://pubmed.ncbi.nlm.nih.gov/37818174/

An unusual finding: Biliary ascariasis in
a pregnant patient managed
conservatively-a case report.

Katwal S, Oli R, Bhusal A, Bhandari S, Ghimire A, LamaR.
18-08-2023

Ann Med Surg (Lond).
https://pubmed.ncbi.nlm.nih.gov/37811107/

Assessment of the capacity of Whatman
filter papers as support to store stools for
the molecular diagnostic testing of soil-
transmitted helminthiasis.

Nguemnang Kamdem C, Soubgwi Fogue P, Zebaze
Tiofack AA, Mezajou Mewamba E, Tekeu Mengoue LE,
Womeni MH, Simo G.

Oct-2023

J Microbiol Methods.
https://pubmed.ncbi.nlm.nih.gov/37717625/

Storage of stools for the detection of soil-transmitted
helminths (STH) remains challenging for the molecular
diagnostic testing of STH infections. This study aimed to
overcome this challenge by assessing the capacity of
Whatman filter papers to store stools for the molecular
detection of STHs. Stool samples were collected from
school-aged children of soil-transmitted helminthiasis
endemic areas of Cameroon and then, analysed using Kato
Katz technique. For this study, 128 and 40 stool samples
respectively with and without STH eggs were analysed.
From each sample, 10, 20, 40 and 80 mg of stool were
weighted and spread on 6 grades of Whatman filter papers
that were stored at room temperature from one to ten
weeks. DNA was extracted from spread stool using CTAB
based-method. The amount of stool to spread on filter
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papers and the grade of filter paper offering good storage
were determined by amplifying specific DNA fragments of
Ascaris lumbricoides. The capacity of filter papers to store
stool samples for several weeks before the molecular
detection of STH species was assessed by amplifying
specific DNA fragments of different STHs. The
amplification rates of A. lumbricoides were significantly
higher (P < 0.0001) for 10 and 20 mg of stored stools.
Stools spread on Whatman paper grade 2 yielded the
highest amplification rate of 100% for A. lumbricoides, T.
trichiura and hookworm. PCR revealed STH infections in all
the 128 spread stools carrying STH eggs. It also revealed
Necator americanus and Ancylostoma duodenale
respectively in 10 and 13 of 15 spread stools contained
hookworm eggs. PCR confirmed the co-infections of these
hookworm species as well as that of A. lumbricoides and
Trichuris trichiura in 7 spread stools. Out of 40 stools
without STH eggs, PCR revealed that 5 (12.5%) and 9
(22.5%) had respectively A. lumbricoides and T. trichiura
infections. The amplification rate of each STH species was
100% from one to 8 weeks and decreased to 86.7% after
10 weeks of storage. This study highlighted the capacity of
filter papers to store stools for the molecular detection of
STHs. Storing stools on these papers will enable to monitor
and evaluate control programs and ensure post-
elimination surveillance.

Leishmaniose

Espinosa-Garcia V, Fernandez JJ, Nicolas-Hernandez DS,
Arberas-Jiménez |, Rodriguez-Expdsito RL, Souto ML,
Pifiero JE, Mendoza G, Lorenzo-Morales J, Trigos A.
2023

Int J Med Mushrooms.
https://pubmed.ncbi.nIm.nih.gov/37824406/

Kumari P, Mamud A, Jha A.

0-10-2023

Curr Drug Targets.
https://pubmed.ncbi.nIm.nih.gov/37823567/

Leishmaniasis is one of the Neglected Tropical Diseases
(NTDs), a zoonotic disease of vector-borne nature that is
caused by a protozoan parasite Leishmania. This parasite
is transmitted by the vector sandfly into the human via a
bite. Visceral leishmaniasis (VL), also called kala-azar, is the
most fatal among the types of leishmaniasis, with high
mortality mostly spread in the East Africa and South Asia
regions. WHO report stated that approximately 3.3 million
disabilities occur every year due to the disease along with
approximately 50,000 annual deaths. The real matter of
concern is that there is no particular effective
medicine/vaccine available against leishmaniasis to date
except a few approved drugs and chemotherapy for the
infected patient. The current selection of small
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compounds was constrained, and their growing drug
resistance had been a major worry. Additionally, the
serious side effects on humans of the available therapy or
drugs have made it essential to discover efficient and low-
cost methods to speed up the development of new drugs
against leishmaniasis. Ideally, the vaccine could be a low
risk and effective alternative for both CL and VL and elicit
long-lasting immunity against the disease. There are a
number of vaccine candidates at various stages of clinical
development and preclinical stage. However, none has
successfully passed all clinical trials. But, the successful
development and approval of commercially available
vaccines for dogs against canine leishmaniasis (Canl)
provides evidence that it can be possible for humans in
distant future. In the present article, the approaches used
for the development of vaccines for leishmaniasis are
discussed and the progress being made is briefly reviewed.

Villanueva-Saz S, Lebrero ME, Solsona A, Ramos JJ, de
Arcaute MR, Ruiz H, Pérez MD, Bello JM, Verde M, Ortin
A, Marteles D, Fernandez A, Gomez A, Trotta M, Lacasta
D.

11-10-2023

Vet Res Commun.
https://pubmed.ncbi.nlm.nih.gov/37819486/

Sandflies are the primary transmission vector for
Leishmania spp parasite in endemic regions. The role of
other animals, different from the dog, is under discussion
in the leishmaniosis endemic countries. A limited number
of reports have been published on the possible role of
livestock in European countries for Leishmania
maintenance and diffusion. The aim of the present study
was to perform a serosurvey on sheep in areas of Spain
that are endemic for zoonotic leishmaniosis and establish
the possible role of sheep regarding Leishmania infantum
infection in endemic areas. Three hundred and two serum
samples were obtained from sheep and were evaluated
for serological survey to detect L. infantum by using the in-
house ELISA technique. Twenty-eight out of the 302
samples included in this study, were positive for L.
infantum antibodies (9.27%). In the present study, a
significant association was found between adult age and
seropositivity (p = 0.006) and female gender and
seropositivity (p = 0.02). This association has not been
previously described in other European studies related to
L. infantum infection in sheep. Our study reveals that
domestic sheep in a European Mediterranean country are
exposed to L. infantum. To our knowledge, this study
demonstrates the presence of seropositive sheep in
different regions of Spain for the first time. Further
epidemiological studies focus on evaluating the rural cycle
of this parasite to know if livestock could act as a potential
reservoir are needed.


https://pubmed.ncbi.nlm.nih.gov/37824406/
https://pubmed.ncbi.nlm.nih.gov/37823567/
https://pubmed.ncbi.nlm.nih.gov/37819486/

Pasquier G, Andreotti Q, Ravel C, Sterkers Y.
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Microbiol Spectr.
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Prevalence of asymptomatic Leishmania
infection and knowledge, perceptions,
and practices in blood donors in
mainland Portugal.

Rocha R, Gongalves L, Conceigao C, Andrade P, Cristovao
JM, Condego J, Delgado B, Caeiro C, Kuzmenko T,
Vasconcelos E, Escoval MA, Rey C, Guz M, Norte C, Aldeia
C, Cruz D, Maia C.

10-10-2023

Parasit Vectors.
https://pubmed.ncbi.nlm.nih.gov/37817278/

Regulatory T cells control
Staphylococcus aureus and disease
severity of cutaneous leishmaniasis.

Singh TP, Farias Amorim C, Lovins VM, Bradley CW,
Carvalho LP, Carvalho EM, Grice EA, Scott P.

04-12-2023

J Exp Med.

https://pubmed.ncbi.nlm.nih.gov/37812390/

Cutaneous leishmaniasis causes alterations in the skin
microbiota, leading to pathologic immune responses and
delayed healing. However, it is not known how these
microbiota-driven immune responses are regulated. Here,
we report that depletion of Foxp3+ regulatory T cells
(Tregs) in Staphylococcus aureus-colonized mice resulted
in less IL-17 and an IFN-y-dependent skin inflammation
with impaired S. aureus immunity. Similarly, reducing
Tregs in S. aureus-colonized and Leishmania braziliensis-
infected mice increased IFN-y, S. aureus, and disease
severity. Importantly, analysis of lesions from L.
braziliensis patients revealed that low FOXP3 gene
expression is associated with high IFNG expression, S.
aureus burden, and delayed lesion resolution compared to
patients with high FOXP3 expression. Thus, we found a
critical role for Tregs in regulating the balance between IL-
17 and IFN-y in the skin, which influences both bacterial
burden and disease. These results have clinical
ramifications for cutaneous leishmaniasis and other skin
diseases associated with a dysregulated microbiome when
Tregs are limited or dysfunctional.

A Late Diagnosis of  Visceral
Leishmaniasis Using Tru-Cut Biopsy of
the Spleen and Malaria Co-Infection - A
Diagnostic Challenge: A Case Report in
Somalia.

Hassan MA, Omar AA, Mohamed IA, Garba B, Fuje MMA,
Salad SO.

02-10-2023

Infect Drug Resist.
https://pubmed.ncbi.nlm.nih.gov/37809037/

Assessment of the diagnostic
performance of serological tests in areas

where Leishmania infantum and
Leishmania tarentolae occur in
sympatry.
https://pubmed.ncbi.nlm.nih.gov/37807047/

latta R, Carbonara M, Morea A, Trerotoli P, Benelli G,
Nachum-Biala Y, Mendoza-Roldan JA, Cavalera MA,
Baneth G, Bandi C, Zatelli A, Otranto D.

08-10-2023

Parasit Vectors.

Background: Visceral leishmaniosis caused by infection
with the zoonotic protozoan Leishmania infantum is a life-
threatening disease affecting dogs and humans. The
sympatric occurrence of L. infantum and Leishmania
tarentolae in an area of southern Italy endemic for canine
leishmaniosis, where dogs are also exposed to the latter
species, suggests the persistence of herpetophilic L.
tarentolae in a non-permissive host, therefore raising
questions about the performance of serological diagnostic
tests routinely employed. Methods: The diagnostic
performance of serological tests such as the
immunofluorescence  antibody test  (IFAT), two
commercial immunoenzymatic assays (i.e. NovaTec
VetLine Leishmania ELISA® and rk39 ICT®) and an in-house
enzyme-linked immunosorbent assay (ELISA) was
evaluated in healthy dogs seropositive to L. infantum,
whereas the only IFAT available was used to detect
antibodies to L. tarentolae. Results: With the IFAT, out of a
total of 104 dogs tested, 15 were seronegative for L.
infantum of which three were L. tarentolae seropositive'
and 89 were L. infantum seropositive. Of the latter 89
dogs, representing the highest proportion of seropositive
animals (85.6%) detected by IFAT' 66 were also
seropositive for L. tarentolae. Cohen's kappa (k)
agreement coefficient between the IFAT results and those
of all the other tests was very low, and the IFAT results
were significantly different from those of all the other
serological tests as calculated by Cochran's Q-test. Analysis
using the Bayesian latent class (Bayes-LCA) showed that
the in-house ELISA and IFAT contributed the most towards
identifying infected and non-infected dogs, respectively.
The IFAT test showed low positive predictive value
(59.5%), but high negative predictive value (100%).
Conclusions: These results demonstrate that the IFAT for
L. infantum, although highly sensitive, may not be
considered a useful diagnostic test due to its low
specificity. Therefore, an accurate serological tool with
high specificity is mandatory for avoiding cross-reaction in
epidemiological contexts where the two species of
Leishmania occur in sympatry.

Functional GPCR  expression in
eukaryotic LEXSY system.

Luginina A, Maslov I, Khorn P, Volkov O, Khnykin A,
Kuzmichev P, Shevtsov M, Belousov A, Kapranov |,
Dashevskii D, Kornilov D, Bestsennaia E, Hofkens J,
Hendrix J, Gensch T, Cherezov V, Ivanovich V, Mishin A,
Borshchevskiy V.

06-10-2023

J Mol Biol.

https://pubmed.ncbi.nIm.nih.gov/37806553/
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G protein-coupled receptors (GPCRs) form the largest
superfamily of membrane proteins in the human genome,
and represent one of the most important classes of drug
targets. Their structural studies facilitate rational drug
discovery. However, atomic structures of only about 20%
of human GPCRs have been solved to date. Recombinant
production of GPCRs for structural studies at a large scale
is challenging due to their low expression levels and
stability. Therefore, in this study, we explored the efficacy
of the eukaryotic system LEXSY (Leishmania tarentolae) for
GPCR production. We selected the human A, adenosine
receptor (A2aAR), as a model protein, expressed it in LEXSY,
purified it, and compared with the same receptor
produced in insect cells, which is the most popular
expression system for structural studies of GPCRs. The
AuAR purified from both expression systems showed
similar purity, stability, ligand-induced conformational
changes and structural dynamics, with a remarkably higher
protein yield in the case of LEXSY expression. Overall, our
results suggest that LEXSY is a promising platform for
large-scale production of GPCRs for structural studies.

Cellular mediators in human
leishmaniasis: critical determinants in
parasite Killing or disease progression.

Divenuto F, Marascio N, Quirino A, Giancotti A, Filice S,
Gigliotti S, Campolo MP, Campolo M, Barreca GS,
Lamberti AG, Castelli G, Bruno F, Matera G.

05-10-2023

Acta Trop.

https://pubmed.ncbi.nlm.nih.gov/37805040/

An unusual case of non-resolving
lymphadenopathy due to new world
leishmaniasis.

Finkelstain A, Schwartz E, Lachish T.
06-10-2023

J Travel Med.
https://pubmed.ncbi.nIm.nih.gov/37802881/

An unusual case of leishmania braziliensis in a traveler with
persistence of prominent lymphadenopathy for three
years despite appropriate treatment and complete
resolution of the primary lesion. The case is accompanied
by an ultrasonographic description of leishmania.

Exploring the leishmanicidal potential of
terpenoids: a comprehensive review on
mechanisms of cell death.

Rodrigues ACJ, Carloto ACM, Gongalves MD, Concato
VM, Detoni MB, Dos Santos YM, Cruz EMS, Madureira
MB, Nunes AP, Pires MFMK, Santos NC, Marques REDS,
Bidoia DL, Borges Figueiredo F, Pavanelli WR.
19-09-2023

Front Cell Infect Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37799331/

SHIP1 inhibition via 3-alpha-amino-
cholestane enhances protection against
Leishmania infection.
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Chowdhury BP, Das S, Bodhale N, Prakash Pandey S,
Sudan R, Srivastava N, Chisholm JD, Kerr WG, Majumdar
S, Saha B.

Nov-2023

Cytokine.

https://pubmed.ncbi.nlm.nih.gov/37776719/

Biochemical and structural
characterization of the RT domain of
Leishmania sp. telomerase reverse
transcriptase.

da Silva VL, de Paiva SC, de Oliveira HC, Fernandes CAH,
Salvador GHM, Fontes MRM, Cano MIN.

Nov-2023

Biochim Biophys Acta Gen Subj.
https://pubmed.ncbi.nlm.nih.gov/37751810/

Background: The Leishmania genus comprises parasites
that cause leishmaniasis, a neglected disease spread
worldwide. Leishmania sp. telomeres are composed of
TTAGGG repeats maintained by telomerase. In most
eukaryotes, the enzyme minimal complex contains the TER
(telomerase RNA) and the TERT (telomerase reverse
transcriptase) components. The TERT holds the enzyme
catalytic core and is formed by four structural and
functional domains (TEN, Telomerase Essential N-
terminal; TRBD, Telomerase RNA Binding Domain; RT, the
reverse transcriptase domain and CTE, C-Terminal
Extension domain). Methods and results: Amino acid
sequence alignments, protein structure prediction
analysis, and protein: nucleic acid interaction assays were
used to show that the Leishmania major RT domain
preserves the canonical structural elements found in
higher eukaryotes, including the canonical motifs and the
aspartic acid residues that stabilize the Mg2* ion cofactor.
Furthermore, amino acid substitutions specific to the
Leishmania genus and partial conservation of the residues
involved with nucleic acid interactions are shown. The
purified recombinant Leishmania RT protein s
biochemically active and interacts with the G-rich
telomeric strand and the TER template sequence.
Conclusion: Our results highlight that the telomerase
catalysis mechanism is conserved in a pathogen of medical
importance despite the structural peculiarities present in
the parasite's RT domain.

Leépre

Field-friendly anti-PGL-I serosurvey in
children to monitor Mycobacterium
leprae transmission in Bihar, India.

Pierneef L, Malaviya P, van Hooij A, Sundar S, Singh AK,
Kumar R, de Jong D, Meuldijk M, Kumar A, Zhou Z, Cloots
K, Corstjens P, Hasker E, Geluk A.

27-09-2023

Front Med (Lausanne).
https://pubmed.ncbi.nlm.nih.gov/37828950/

Background: It has been amply described that levels of IgM
antibodies against Mycobacterium leprae (M. leprae)
phenolic glycolipid | (PGL-I) correlate strongly with the
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bacterial load in an infected individual. These findings have
generated the concept of using seropositivity for
antibodies against M. leprae PGL-l as an indicator of the
proportion of the population that has been infected.
Although anti-PGL-I IgM levels provide information on
whether an individual has ever been infected, their
presence cannot discriminate between recent and past
infections. Since infection in (young) children by definition
indicates recent transmission, we piloted the feasibility of
assessment of anti-PGL-I IgM seroprevalence among
children in a leprosy endemic area in India as a proxy for
recent M. leprae transmission. Material and methods: A
serosurvey for anti-PGL-l IgM antibodies among children
in highly leprosy endemic villages in Bihar, India, was
performed, applying the quantitative anti-PGL-I UCP-LFA
cassette combined with low-invasive, small-volume
fingerstick blood (FSB). Results: Local staff obtained FSB of
1,857 children (age 3-11 years) living in 12 leprosy
endemic villages in Bihar; of these, 215 children (11.58%)
were seropositive for anti-PGL-I IgM. Conclusion: The anti-
PGL-I seroprevalence level of 11.58% among children
corresponds with the seroprevalence levels described in
studies in other leprosy endemic areas over the past
decades where no prophylactic interventions have taken
place. The anti-PGL-I UCP-LFA was found to be a low-
complexity tool that could be practically combined with
serosurveys and was well-accepted by both healthcare
staff and the population. On route to leprosy elimination,
guantitative anti-PGL-I serology in young children holds
promise as a strategy to monitor recent M. leprae
transmission in an area.

Role of pharmacist in the management of
Hansen's Disease: A scoping review.

de Oliveira Duarte EC, Santiago NR, Visacri MB, de
Mendonga Lima T.

01-10-2023

Explor Res Clin Soc Pharm.
https://pubmed.ncbi.nlm.nih.gov/37823010/

SWATH-MS analysis of plasma proteins
among Indian HIV-1 infected patients.

Barik SK, Tripathy SP, Bisht D, Singh P, Chakraborty R,
Patil SA, Singh TP, Varshney D, Jena S, Mohanty KK.
30-08-2023
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New insights at the interface between
leprosy and immune-mediated
rheumatic diseases.

Cruz VA, de Albuquerque CP, Guimaraes MFBR, Dionello
CDF, Ribeiro SLE, de Souza VA, Gomes CM, da Mota LMH.
25-09-2023

Front Med (Lausanne).
https://pubmed.ncbi.nIm.nih.gov/37822467/

Leprosy is an infectious and contagious disease of slow
evolution, triggered by Mycobacterium leprae. Arthritis is
its third most common manifestation, after cutaneous and
peripheral nerve involvement. Since musculoskeletal
symptoms may be the initial presentation of the disease,
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it is important for health professionals to recognize its
rheumatic manifestations for early diagnosis and
appropriate treatment, especially in endemic areas. In
addition, cases of leprosy have increased globally, notably
in patients undergoing treatment with TNF-a blockers and
due to the increase in migration and travel of people from
developing countries to developed countries. This review
proposes to discuss the main scenarios of mimicry of
different rheumatic diseases by leprosy, as well as the role
of immunosuppressive drugs used in rheumatology
practice in the treatment of reactional states and in the
risk of developing the infection.

A Comparative Study of the Efficacy of
Methotrexate versus Methotrexate with
Apremilast in Moderate to Severe
Chronic Plaque Psoriasis.

Srivastava D, Krishna A, David A.

Juil-Ao(t 2023

Indian J Dermatol.
https://pubmed.ncbi.nlm.nih.gov/37822410/

Intralesional Measles, Mumps and
Rubella Vaccine versus Formic Acid
Puncture in the Treatment of Common
Warts: A Prospective Randomised Study.

D'Souza MJ, Hundi GK, Dandekeri S, Jayaraman J.
Juil-Aodt 2023

Indian J Dermatol.
https://pubmed.ncbi.nlm.nih.gov/37822387/

Context: Many therapeutic modalities have been reported
for the treatment of warts: a common bothersome
condition; however, no single treatment is completely
effective. Aims: This study aimed to evaluate the efficacy
and safety of intralesional injection of measles, mumps
and rubella (MMR) vaccine and to compare its efficacy
with 85% formic acid puncture for common warts. Settings
and design: This was a prospective comparative study.
Methods and material: A total of 60 patients, divided into
two groups, were included in the study. Group A received
an intralesional MMR vaccine of 0.3 ml per lesion, and
group B received 85% formic acid puncture into each
lesion with a maximum of 10 warts treated in each case.
Five sessions were conducted every 2 weeks in each case
with a follow-up period of 3 months to check for
recurrence. Statistical analysis used: The Chi-square test,
Fisher's test and t-test were used for statistical analysis. A
P-value <0.05 was considered statistically significant.
Results: In group A, the complete response was observed
in 62.5%, partial response in 8% and no response in 4.1%
of patients. In group B, the complete response was
observed in 31.8%, partial response in 63.6% and no
response in 4.5% of patients. The difference in cure rates
was found to be statistically significant with a P value of
0.031. No recurrence was observed in both groups in the
follow-up period. Conclusions: Immunotherapy by
intralesional MMR vaccine is a simple, well-tolerated,
effective and cost-benefit modality for the treatment of
warts and showed a statistically significant cure rate than
formic acid therapy.
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A Study of NLRC4 in Patients with
Leprosy.

Batta SM, Far NNE, Soliman NA, Nassar SO.
Juil-AoGt 2023

Indian J Dermatol.
https://pubmed.ncbi.nIm.nih.gov/37822385/

Background: Activation of the NLRC4 inflammasome
appears to start many signalling processes inside the host,
including caspase-1, the principal protease responsible for
converting prolL-1P and IL-18 to active, secreted IL-1f and
IL-18, resulting in pyroptosis. Aims: To evaluate NLRC4
level in patient's blood serum to highlight its role in the
pathogenesis of leprosy. Materials and methods: This
prospective study was conducted on 40 patients with
leprosy and 30 healthy individuals of matched ages and
sexes. All patients were subjected to complete history
taking, general and dermatological examination,
laboratory investigations, slit skin smear with bacillary
index, and clinical classification of the studied leprosy
group patients regarding disability according to disability
grading. And finally, measurement of serum NLRC4 level
by ELISA. Results: In the paucibacillary (PB) group, NLRC4
serum level ranged from 0.9 to 1.8 ng/ml with 1.43 + 0.28
ng/ml, while in the multibacillary (MB) group, it ranged
from 1.2 t0 5.7 ng/ml with 2.83 £ 1.11 ng/ml. NLRC4 serum
level had increased significantly in MB patients compared
to PB patients (P < 0.05). There was a significant difference
among the three studied groups, regarding the serum
level of NLRC4 (P < 0.05). In leprosy patients, significant
positive correlations were found between serum levels of
NLRC4 and bacillary index and duration of leprosy.

Conclusions: Leprosy patients had considerably greater
serum levels of NLRC4 than controls. It was much greater
in MB patients than in PB patients.

Topical Finasteride: A Comprehensive
Review of Androgenetic Alopecia
Management for Men and Women.

Keerti A, Madke B, Keerti A, Lopez MJC, Lirio FS.
09-09-2023

Cureus.
https://pubmed.ncbi.nlm.nih.gov/37818522/

Mycobacterium
infection in

Catheter-associated
intracellulare biofilm
C3HeB/FedJ mice.

Yamamoto K, Tsujimura Y, Ato M.
10-10-2023

Sci Rep.
https://pubmed.ncbi.nIm.nih.gov/37816786/

Are paid tools worth the cost? A
prospective cross-over study to find the
right tool for plagiarism detection.

Anil A, Saravanan A, Singh S, Shamim MA, Tiwari K, Lal
H, Seshatri S, Gomaz SB, Karat TP, Dwivedi P, Varthya SB,
Kaur RJ, Satapathy P, Padhi BK, Gaidhane S, Patil M,
Khatib MN, Barboza JJ, Sah R.

24-08-2023

Heliyon.
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Leprosy Classification, Clinical Features,
Epidemiology, and Host Immunological
Responses: Failure of Eradication in
2023.

Alrehaili J.

06-09-2023

Cureus.
https://pubmed.ncbi.nlm.nih.gov/37809252/

Surgery for ulnar nerve decompression
and drainage of a caseous granuloma in
a neural form of leprosy in children.

Henrique Morais de Souza F, Euripedes Almondes
Santana Lemos L, Rafael Sousa Rosado B, Rafaela Borges
De Oliveira R, Gomes Ferreira de Aratjo M, Silva RPDS,
Sena Almeida N, Rocha Cirne Azevedo-Filho H.
05-10-2023

Clin Case Rep.
https://pubmed.ncbi.nlm.nih.gov/37808577/

Key clinical message: The findings in the literature, as well
as those described in this study, emphasize the need for
systematic and longitudinal care for patients with
neglected diseases during and after treatment, mainly in
low-middle income countries. Abstract: Leprosy is a
chronic, granulomatous, mycobacterial infection caused
by mycobacterium leprae, affecting the skin and
peripheral nervous system. We present a case of a 13-
year-old child with leprosy for more than a year, indicating
decompression of the ulnar nerve. During surgery, an
intraneural large caseous granule was evidenced.

Overview and Current Advances in
Dapsone Hypersensitivity Syndrome.

Wang ZZ, Zeng R, Wu ZW, Wang C, Jiang HQ, Wang HS.
07-10-2023

Curr Allergy Asthma Rep.
https://pubmed.ncbi.nlm.nih.gov/37804376/

Purpose of review: As a sulfone antibacterial agent,
dapsone has been widely used to treat leprosy. Moreover,
dapsone is also used in many immune diseases such as
herpetic dermatitis because of its anti-inflammatory and
immunomodulatory effects. However, dapsone can cause
several adverse effects, the most serious being dapsone
hypersensitivity syndrome. Dapsone hypersensitivity
syndrome is characterized by a triad of eruptions, fever,
and organ involvement, which limits the application of
dapsone to some extent. Recent findings: In this article, we
review current research about the interaction model
between HLA-B*13:01, dapsone, and specific TCR in
dapsone-induced drug hypersensitivity. In addition to the
proposed mechanisms, we also discussed clinical features,
treatment progress, prevalence, and prevention of
dapsone hypersensitivity syndrome. These studies reveal
the pathogenesis, clinical features, and prevalence from
the perspectives of genetic susceptibility and innate and
adaptive immunity in dapsone hypersensitivity syndrome,
thereby guiding clinicians on how to diagnose, prevent,
and treat dapsone hypersensitivity syndrome.
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Implementation of WHO guidelines on
urine lateral flow LAM testing in the high
TB/HIV burden African countries.

Aguiar Soares K, Ehrlich J, Camara M, Chaloub S, Emeka
E, Gando HG, Ismail F, Mvusi L, Jele T, José B, Kgwaadira
B, Kisonga R, Letta T, Liega AO, Lungu PS, Maama L,
Mahoumbou J, Mbendera K, Ogoro J, Tollo DAD, Sandy
C, Saye RG, Sheehama J, Musala S, Tugumisirize D,
Carratala L, Cossa M, Garcia-Basteiro AL.

06-10-2023

Eur Respir J.
https://pubmed.ncbi.nIm.nih.gov/37802630/

The cross-cultural validation of the
Beach Center Family Quality of Life Scale
among persons affected by leprosy or
podoconiosis in Northwest Ethiopia.

Aycheh MW, Van't Noordende AT, Moges NA, Schippers
AP.

06-10-2023

PLoS Negl Trop Dis.
https://pubmed.ncbi.nIm.nih.gov/37801432/

Mycobacteriophage D29 Lysin B exhibits
promising anti-mycobacterial activity
against drug-resistant Mycobacterium
tuberculosis.

Singh AK, Gangakhedkar R, Thakur HS, Raman SK, Patil
SA, Jain V.

06-10-2023

Microbiol Spectr.
https://pubmed.ncbi.nlm.nih.gov/37800970/

Morsures de serpent

Polygonum perfoliatum L. ethanol
extract ameliorates 2.4-
dinitrochlorobenzene-induced atopic

dermatitis-like skin inflammation.

Fan P, Xie S, Zhang Z, Yuan Q, He J, Zhang J, Liu X, Liu X,
Xu L.

10-10-2023

J Ethnopharmacol.
https://pubmed.ncbi.nlm.nih.gov/37827300/

Hyponatremia due to adrenal
insufficiency after a Mamushi bite: a case
report.

Sugimoto R, Kenzaka T, Nishisaki H.
11-10-2023
https://pubmed.ncbi.nlm.nih.gov/37821844/
BMC Endocr Disord.

Background: Mamushi bites are the most common
venomous snake bites in Japan, with known complications
including rhabdomyolysis and acute kidney injury;
however, adrenal insufficiency as a result of snake bites
has not been previously reported. We report a case of
empty sella with transient adrenal insufficiency during
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hospitalization for a Mamushi bite. Case presentation: An
84-year-old man was admitted to our hospital with a
Mamushi bite on the right fifth finger. Serum sodium (Na)
level remained in the normal range. On the ninth day of
admission, he developed hyponatremia, with a serum Na
level of 114 mEq/L and serum cortisol level of 4.0 pg/dL
(reference value 4.5-21.1 ug/dL). His serum Na level was
restored within the normal range after administration of
corticosteroids with 3% NaCl solution. Both rapid
adrenocorticotrophin and corticotropin-releasing
hormone loading tests showed low cortisol response.
Based on the results of the hormone loading tests, a
diagnosis of pituitary adrenal insufficiency was made.
Contrast-enhanced pituitary magnetic resonance imaging
(MRI) showed primary empty sella. After discontinuation
of corticosteroids, the hyponatremia did not recur, and
the patient was discharged on the 24th day of
hospitalization. After discharge, the patient visited an
outpatient clinic, but hyponatremia recurrence was not
observed. Conclusions: This is the first report of
hyponatremia due to pituitary adrenal insufficiency during
hospitalization for a Mamushi bite in a patient with empty
sella. When hyponatremia occurs during hospitalization
for a Mamushi bite, cortisol measurement, hormone
loading test, and head MRI should be performed to search
for pituitary lesions because of the possibility of adrenal
insufficiency caused by snake venom.

Comparative metabolome profiling of
Paris polyphylla var. yunnanensis
cultivars and Paris luquanensis and their
biological activity in zebrafish model.

Gao XM, Wang X, Ma WS, Yang Y, Tang LP, Yang B.
09-10-2023

J Ethnopharmacol.
https://pubmed.ncbi.nlm.nih.gov/37820995/

Ethnopharmacological relevance: Paris polyphylla var.
Yunnanensis (Franch.) Hand.-Mazz., a perennial medicinal
herb commonly known as "Chonglou" in Chinese, is mainly
effective against innominate toxin swelling, insect sting,
snake bite, traumatic injuries and various inflammatory. It
is also recorded with mild toxicity. The rare species Paris
luguanensis H. Li has been also used as folk medicine in
Yunnan province for the same effects. Compared with P.
polyphylla var. Yunnanensis (35-100 cm in height), this
species has variegated leaves, and grows slower and is
therefore shorter (6-23 cm in height). There are a number
of different cultivars based on the shape of the petal and
the height of Paris plant. However, currently,
investigations into the differences of the chemical profiling
of these cultivars are lacking. Aim of the study: This study
aims to: (1) examine metabolites variations in Paris
polyphylla var. Yunnanensis cultivars and Paris
luguanensis; (2) investigate the different metabolite
accumulation patterns between rhizomes and leaves and
provide more useful information for the application of P.
polyphylla var. Yunnanensis leaves; (3) compare in vivo
effects on the recruitment of reactive oxygen species
(ROS) and Neutrophils and toxic effects in zebrafish model
between leaves and rhizomes of P. polyphylla var.
Yunnanensis and P. luguanensis. Materials and methods:
The change patterns of metabolites in the leaves and
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rhizomes of four P. polyphylla var. Yunnanensis cultivars
and one P. luquanensis cultivar were analyzed using an
UPLC-ESI-MS/MS system. The total phenolic acid, total
flavonoid, total saponin components and in vitro
antioxidant activities were determined by
spectrophotometric methods. The in vivo toxicity and their
effects on the recruitment of ROS and neutrophils in
zebrafish model were performed. Results: The widely
targeted metabolomics method detected 695 metabolites
in tested samples and classified as 15 known classes
according to structures of the metabolites. By overall-
comparing the SDMs discerned between leaves and
rhizomes of each samples, 161 metabolites were
substantially altered in all the cultivars. There are 62 and
64 SDMs showing constitutive differential accumulation
between leaves and rhizomes of P. polyphylla var.
Yunnanensis (samples A-D) and P. luquanensis (sample E),
respectively. The levels of TSC, TPC and TFC decreased
significantly in leaves as compared to rhizomes for all
cultivars, with the exception of TPC in cultivar A, which is
almost the same in leave and rhizome. The DPPH
scavenging property and FRAP values of rhizomes are
higher than those of leaves for all cultivars. However, there
is no distinct different between leaves and rhizomes of
different sample extracts for in vivo effects on the
recruitment of ROS and neutrophils in zebrafish model. BL
extracts showed high toxicity to the developing embryos.
Conclusion: As far as we are concerned, this study analyzes
the P. polyphylla var. Yunnanensis and P. luquanensis
variegation from the perspective of the metabolites
pattern for the first time. The results give a valuable insight
into the specie metabolic profiling and in vivo anti-oxidant,
anti-inflammatory and toxic effects of these Paris plants.

Snakebites in Northeastern Brazil:
accessing clinical-epidemiological
profile as a strategy to deal with
Neglected Tropical Diseases.

Aratjo SCM, Camara JT, Guedes TB.
06-10-2023

Rev Soc Bras Med Trop.
https://pubmed.ncbi.nlm.nih.gov/37820102/

The anti-myotoxic effects and
mechanisms of Sinonatrix annularis
serum and a novel plasma
metalloproteinase inhibitor towards
Deinagkistrodon acutus envenomation.

FuK, Cao L, Tang Y, Zhao J, Xiong K, Hong C, Huang C.
05-10-2023

Toxicol Lett.
https://pubmed.ncbi.nlm.nih.gov/37805084/

Non-venomous snakes commonly evolve natural
resistance to venom to escape predators. Sinonatrix
annularis  serum has been shown to inhibit
Deinagkistrodon acutus venom-induced hemorrhage and
upregulation of serum CK, CK-MB, LDH, AST and ALT levels.
Using TMT-labeled proteomics analysis, 168 proteins were
found to be altered significantly in the envenomed
gastrocnemius muscle and categorized into pathways such
as complement and coagulation cascades, leukocyte
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transendothelial migration, and JAK/STAT signaling. These
alterations were mitigated by S. annularis serum.
Subsequently, a novel metalloproteinase inhibitor, SaMPI,
was isolated from S. annularis serum by two-step
chromatography. It showed strong antidotal effects
against D. acutus envenomation, including inhibition of
subcutaneous bleeding caused by crude venom and DaMP
(a metalloproteinase derived from D. acutus) activity in a
1:1 ratio. Histology and immunoblotting analyses
demonstrated that SaMPI mitigated myonecrosis, reduced
neutrophil infiltration and local inflammatory factor
release, and retarded JAK/STAT and MAPK signaling
activation. Analysis of the SaMPI gene cloned by 5'-RACE
revealed a shared sequence identity of 58-79% with other
SVMP inhibitors. These findings demonstrate the
protective effects of SaMPI and indicate its potential value
as a candidate for viper bite adjuvant therapy.

Harm due to the use of pressure bandage
immobilisation in patients bitten by
snakes in Australia.

Little M.

Ao(it-2023

Clin Toxicol (Phila).
https://pubmed.ncbi.nlm.nih.gov/37668172/

Mycétome

Black Grain Mycetoma by a Hyaline
Fungus: It is Possible?

Kumar R, Chatterjee M, Ranjan R.

Juil-AoGt 2023

Indian J Dermatol.
https://pubmed.ncbi.nlm.nih.gov/37822405/

Morphological Diagnosis of
Blastomycosis Clinically Presenting as
Mycetoma in a Young

Immunocompetent Indian Patient; A
Diagnostic Dilemma.

Gupta RK, Agrawal M, Keche A, Ganguly S.
Juil-AoGt 2023

Indian J Dermatol.
https://pubmed.ncbi.nlm.nih.gov/37822386/

Primary cutaneous blastomycosis is very rare in non-
endemic regions like India. Only few cases have been
reported from India. Herein, we are reporting a rare case
of chronic cutaneous blastomycosis in a young
immunocompetent male presenting as mycetoma with
multiple discharging sinuses in the anterior abdominal wall
with no significant travel history.

Invasive Eumycotic mycetoma of the
nasal septum in a post-dialysis patient: A
case report.

Pokala U, Soujanya E, Pokala N, Reddy PA, Swetha
MSSLS.

11-10-2023

Eur Arch Otorhinolaryngol.
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Background: Mycetoma is a slowly progressive chronic
granulomatous disease of the skin, subcutaneous tissue,
and underlying or adjacent cartilage or bone. Most
commonly involves the foot region. Other parts such as
the knee, arm, leg, head, neck, thigh, perineum, chest,
abdominal walls, facial bones, mandible, paranasal
sinuses, eyelid, vulva, orbit, and scrotum are seldom
affected. Methods: This is a rare presentation of Eumycotic
mycetoma involving the nasal septum. Surgical
debridement is done under local anesthesia.
Histopathological examination of debrided specimen
guided in the diagnosis and treatment. Results:
Histopathological examination is the one that confirms the
diagnosis and rules out the other granulomatous
conditions and fungal rhinitis causing septal perforation.
Conclusions: In an immunocompromised state, we know
that mucormycosis and zygomycosis are known to cause
aggressive complications like orbital invasion and palatal
perforation by vascular route. However, other fungal
infections also can lead to septal perforations whenever
there is lessened resistance by the mucosal barrier due to
trauma (nasal intubations).

Rage

A review of human dog-bite injuries in
Kitui South subcounty, Kenya (2017-
2021).

Kung U P, Brodbelt D.

09-10-2023

Vet Rec Open.
https://pubmed.ncbi.nIm.nih.gov/37822591/

Introduction: Dog bites continue to be a serious public
health issue due to their association with the transmission
of rabies virus. In Kenya, there are no studies estimating
dog-bite incidence. Annual mortalities resulting from dog-
mediated rabies are estimated at 523 (95% confidence
interval 134-1100). The main objective of this study was to
assess major risk factors associated with dog bites in Kitui
South subcounty, Kenya, between 2017 and 2021.
Methods: We recruited 387 dog-bite patients (cases) and
387 non-bite patients (controls) for the case-control study
from the Mutomo Mission Hospital and the lkutha Level 4
Hospital records. Multivariable logistic regression analysis
evaluated the association between risk factors and dog-
bite cases. In the final model, pairwise interactions among
variables were evaluated. The model fit was evaluated
using receiver operating characteristics and area under
the curve. Results: The study found that the dog-bite
incidence was highest in Kanziko ward in Kitui South
subcounty. Fifty-one percent (108 bites) of dog-bite
victims were children under 15 years of age, with 53% (N
= 68) being men and 36% (N = 77) being bitten on the
limbs. Dog bites mostly (44%, N = 93) occurred between
October and December (short rainy season). Age group
and season were identified as the most significant
variables for high dog-bite incidence in Kitui South
subcounty. Conclusions: Promotion of responsible dog
ownership and reinforcement of dog control policies may
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prove more effective in reducing dog-bite injuries in Kitui
South subcounty.

Main causes of death of free-ranging bats
in Turin province (North-Western Italy):
gross and histological findings and
emergent virus surveillance.

Colombino E, Lelli D, Canziani S, Quaranta G, Guidetti C,
Leopardi S, Robetto S, De Benedictis P, Orusa R, Mauthe
von Degerfeld M, Capucchio MT.

11-10-2023

BMC Vet Res.
https://pubmed.ncbi.nIm.nih.gov/37821925/

Potential option for rabies post-exposure
prophylaxis: New vaccine with PIKA
adjuvant against diverse Chinese rabies
strains.

Yu P, Liu Y, Tao X, He Y, Liu Q, Wang B, Zheng H, Zhang
N, Bi S, Zhu W, Zhang Y.

09-10-2023

Vaccine.

https://pubmed.ncbi.nlm.nih.gov/37821317/

Rabies is a fatal zoonotic disease caused by the rabies
virus. Despite existing vaccines, failures still persist.
Complete protection relies on improving vaccination for
delayed antibody response and weak cellular immunity. A
more effective and secure vaccine is necessary for rabies
prevention. For this purpose, we employed the use of PIKA
adjuvant, a stabilized double-stranded RNA that interacts
with TLR3, as an enhancer for the rabies immunization.
Testing on mice infected with seven rabies strains
prevalent in China showed over 80% protective efficacy
without immunoglobulin. In contrast, the PIKA rabies
vaccine exhibited a more significant enhancement in
neutralizing antibody levels just 5 days post-vaccination,
surpassing the immune response induced by licensed
rabies vaccines. Furthermore, the administration of the
PIKA rabies vaccine resulted in a significant augmentation
in the population of T cells that produce IFN-y in response
to the antigen. Additionally, elevated levels of IL-1B, IL-6,
CCL-2, and TNF-a were observed at the injection site.
Furthermore, an increase in the levels of chemotactic
proteins and pro-inflammatory molecules in the serum
was observed following administration of the PIKA rabies
vaccine. Confirmation of the mechanism of action of PIKA
was further established by testing it on TLR3-knockout
mice, proving that its adjuvant function is dependent on
the TLR3 pathway. Taken together, these results indicate
that the PIKA vaccine for rabies shows potential as a highly
efficacious approach, resulting in a significant
enhancement of the efficacy of rabies vaccines.

Almajiri health; a scoping review on
disease, health literacy and space for
participatory research.

Muhammad MI, Abdulsalam AH, Petit-Clair F, Acquaye
A, Nobles A, Fleischer B, Konkwo C, Ransome Y, Paintsil
E.
11-10-2023

PLOS Glob Public Health.
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Introduction: Almajirai are male children in Northern
Nigeria and Southern Niger who study Islam in the
almajiranci system. Almajiranci has been associated with
non-participation in formal education, abuse, poverty, and
underdevelopment.  However, the peer-reviewed
literature around health among almajirai remains limited.
We conduct a scoping review around almajiri health to
synthesize evidence for health problems, draw links
between findings, identify research gaps, indicate areas
for intervention, and assess participatory approaches in
this literature. Methods: We searched the academic
literature for articles concerning almajiri heath using a
framework integrating the biopsychosocial and socio-
ecological models of health. We included articles in English
and French published between 2000 and 2022. For each
study we collected information regarding authorship,
study year and location(s), study design and aims, sample
characteristics, findings, and almajiri participation in
research  design, execution, interpretation and
dissemination. Results: Of 1,944 studies, 17 were found
relevant for data extraction. These included 14 cross-
sectional studies, 2 descriptive articles, and one case-
control study. All were conducted in Nigeria, though one
included Nigerien almajirai. No study engaged almajirai in
participatory roles. Domains evaluated included infectious
disease (10 studies), oral health (2 studies), workplace
injury, nutrition, health status, health determinants, and
mental health (1 study each). Almajirai included ranged
from 3 to 28 years old. Included studies found high rates
of malaria, intestinal parasitosis, urinary tract infection, N.
meningitidis, and occupational injury among almajirai.
Studies comparing almajirai to controls found significantly
higher rates of cholera, urinary schistosomiasis, and
psychiatric disorders, lower levels of rabies awareness and
poorer oral hygiene among almajirai (p<0.05). One study,
concerning nutrition, described an intervention to
improve almajiri health, though did not provide health
outcomes for that intervention. Conclusion: We find that
the literature around almajiri health has concerned a
broad range of domains, though the number of studies
within each domain remains limited. We further note
limitations in the geographic scope of this literature,
interventions to improve almajiri health, and the
consideration of demographic features, like age, that may
influence almajiri health. We stress the need for further
study in these areas, and for participatory approaches,
which may be more likely to effectively improve almajiri
health.

Wan J, Yang J, Wang Z, Shen R, Zhang C, Wu Y, Zhou M,
Chen H, FuZF,SunH, YiY, Shen H, LiH, Zhao L.
11-10-2023

Emerg Microbes Infect.
https://pubmed.ncbi.nlm.nih.gov/37819147/
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Abdulhameed Odhar H, Hashim AF, Humadi SS, Ahjel
SW.

28-02-2023

Bioinformation.
https://pubmed.ncbi.nlm.nih.gov/37814687/

Rabies virus is a zoonotic pathogen that causes lethal
encephalitis with a case fatality rate of almost 100% in
unvaccinated individuals. The currently available vaccines
against rabies are composed of inactivated viral particles
that only confer a short-term immune response. It is well-
known that the entry of rabies virus into host cells is
mediated by a trimeric glycoprotein presents on the
surface of viral envelope. As the sole viral surface protein,
this trimeric glycoprotein represents a promising
molecular target to design new vaccines and neutralizing
antibodies against rabies virus. Epitope mapping studies
had identified several antigenic sites on the surface of
trimeric pre-fusion glycoprotein of rabies virus. Therefore,
it is of interest to screen the rabies virus glycoprotein by
different web-based immuno-informatics tools to identify
potential B-cells and T-cells linear epitopes. Here, we
present a construct of peptide vaccine that consists of
these predicted linear epitopes of rabies virus glycoprotein
together with appropriate linkers and adjuvant. Various
online prediction tools, molecular docking and dynamics
simulation assume that the vaccine construct may be
stable, safe and effective. However, validation of these in-
silico results is necessary both in vitro and in vivo setting.

Dhakal A, Ghimire RP, Regmi S, Kaphle K.
12-10-2023

Heliyon.
https://pubmed.ncbi.nlm.nih.gov/37809929/

Eliminating dog-mediated human rabies cases by 2030 is a
collective global pledge. Rabies is a vaccine-preventable,
zoonotic, and fatal viral disease tormenting human beings
and animals for at least four thousand years. An average
annual fatality of 59,000 people has been reported from
rabies in more than 150 countries, including Nepal.
Understanding people's knowledge towards rabies is
paramount to preventing this disease. A cross-sectional
study was conducted in three districts, namely, Siraha,
Parsa, and Parasi in Nepal, from October to December
2021 to assess the level of public awareness of rabies.
Information was obtained using a structured
guestionnaire among 308 household heads. Study findings
show that some of the respondents were unfamiliar with
the term 'rabies'. They knew major carriers or sources of
rabies, but the majority of them (87.3%) did not know its
causative agent. They had some idea of how rabies is
transmitted from animals to humans, but they lacked a
clear understanding of the fate of the animals and humans
once affected cases are symptomatic. Only 35.1% of
respondents knew that rabies pathogens attack and
multiply in the brain tissues. Rabies vaccination in pets is
critical for rabies eradication, yet only 26.3% of
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respondents were aware of the vaccination schedule.
Nearly 90% of respondents thought post-exposure
prophylaxis (PEP) to be effective immediately after a
suspected animal bite. The findings show that there was a
significant relationship between independent variables
viz. pet ownership (X2 = 20.273, p < 0.001), level of
education (X2 = 39.215, p < 0.001), household income (X2
= 13.574, p < 0.001), family size (X2 = 15.053, p < 0.001),
main occupation (X2 = 11.618, p = 0.020), age (X? = 6.982,
p = 0.008) with dependent variable i. e., knowledge
category (good and poor knowledge). Education to invoke
awareness among rural people about rabies, its
transmission and prevention, including making anti-rabies
vaccines freely available, should be the priority for
municipalities, public health and veterinary health
authorities in the study districts and throughout the
country.

Liu Z, Liu Q, Wang H, Yao X.

05-10-2023

Clin Microbiol Infect.
https://pubmed.ncbi.nlm.nih.gov/37805032/

Background: Bats have garnered increased attention in the
field of life sciences for their typical biological
characteristics of carrying a variety of zoonotic viruses
without disease, long lifespans, low tumorigenesis rates,
and high metabolism. When it was found that bats can
carry the rabies virus, over 60 years of research revealed
that bats host over 4,100 distinct viruses, including Ebola
virus and SARS-CoV. Objectives: This paper primarily
reviews the profiles of zoonotic viruses carried by bats
across various regions globally. The review aims to provide
a foundation and reference for future research on
monitoring zoonotic viruses in diverse global regions and
bat species, exploring the coevolutionary relationship
between bats and viruses, understanding the tolerance
mechanisms of bat B cells, prevention and treatment of
zoonotic diseases caused by bats. Sources: The search
used "bat", "bats", "rabies virus", "Dengue virus", "West
Nile virus", "Zika virus", "St. Louis encephalitis virus",
"Japanese encephalitis virus", "Hantavirus", "Novel
hantavirus", "Rift Valley fever virus", "Crimean Congo
hemorrhagic fever virus", "Paramyxovirus", "Nipah virus",
"Hendra virus", "Menangle virus", "Tioman virus",
"Marburg Virus", "Bombali virus", "Ebola virus", "Influenza
Avirus", "coronavirus", "Hepatitis B virus" and "Hepatitis E
virus" as text in PubMed. Content: A total of 147
references were obtained. Surveys on severe zoonotic
virus carriage have been limited to only 83 bat species
belonging to nine families, which are distributed all over
the world. We also briefly describe the antibody responses
and B-cell molecules in bats. Implications: Several viruses
have been found in different species of bats. This suggests
that bats may be important hosts for future viral infectious
diseases. Particularly in recent years, the close correlation
between human infection pandemics caused by
coronaviruses and bats highlights the pressing need to
comprehend the species, tolerance, and coevolutionary
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mechanisms of zoonotic viruses carried by different bat
species.

Liu L, Zheng W, Qian H, Zhao Z, Tian L, Song Y, Lei X, Zhao
Z, Xue X, Zheng X.

05-10-2023

Int Immunopharmacol.
https://pubmed.ncbi.nlm.nih.gov/37804656

Hampson K.

03-10-2023

Lancet Infect Dis.
https://pubmed.ncbi.nlm.nih.gov/37802091/

Overduin LA, Koopman JPR, Prins C, Verbeek-Menken
PH, De Pijper CA, Eblé PL, Heerink F, van Genderen PJJ,
Grobusch MP, Visser LG.

03-10-2023

Lancet Infect Dis.
https://pubmed.ncbi.nlm.nih.gov/37802090/

Background: After rabies pre-exposure prophylaxis (PrEP)
vaccination, scarcely available rabies immunoglobulins are
not required for post-exposure prophylaxis (PEP).
However, PrEP is not sufficiently accessible as it is cost-
intensive and time-intensive. This study investigates
whether rabies PrEP schedules can be shortened to one
visit, removing some of these barriers. Methods: In a
block-randomised (2:2:2:1) controlled, multicentre non-
inferiority trial, healthy adult travellers (aged 18-50 years
and >50 years) were randomly assigned to (A) single-visit
intramuscular (1-0 mL); (B) single-visit intradermal (0-2
mL); (C) standard two-visit intramuscular (1-0 mL; day O
and 7) PrEP; or (D) no rabies vaccination. 6 months later,
participants received simulated intramuscular rabies PEP
(1-0 mL; day 0 and 3). Rabies virus neutralising antibody
(RVNA) concentrations were measured repeatedly. The
primary outcome was the fold increase in geometric mean
RVNA concentrations between day 0 and 7 after simulated
PEP for all participants. The two main comparisons of this
primary outcome are between the standard two-visit
schedule and the one-visit intramuscular schedule, and
between the standard two-visit schedule and the one-visit
intradermal schedule. The non-inferiority margin was
0:67. This study is registered with EudraCT, 2017-000089-
31. Findings: Between May 16, 2018, and March 26, 2020,
288 healthy adult travellers were randomly assigned and
214 participants were evaluated for the primary outcome.
Single-visit intramuscular rabies PrEP induced an
anamnestic antibody response non-inferior compared
with the two-visit intramuscular schedule; single-visit
intradermal PreEP did not. The fold increases in the single-
visit intramuscular and the single-visit intradermal
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schedule were 2-32 (95% Cl [1:43-3-77]) and 1-11 (0-66-
1-87) times as high as the fold increase in the standard
schedule, respectively. No vaccine-related serious adverse
events were observed. Adverse events related to
vaccination were mostly mild. Interpretation: Single
intramuscular rabies vaccination can effectively prime
travellers (aged 18-50 vyears), and potentially other
populations, and could replace current standard two-visit
rabies vaccination as PreP.

A rabies-related lyssavirus from a
Nycticeinops schlieffeni bat with
neurological signs, South Africa.

Viljoen N, Ismail A, Weyer J, Markotter W.
06-10-2023

Microbiol Resour Announc.
https://pubmed.ncbi.nIm.nih.gov/37800932/

We report the coding-complete sequence of a lyssavirus,
provisionally designated Phala bat lyssavirus (PBLV),
characterized using a metagenomics approach. PBLV was
identified in a Nycticeinops schlieffeni bat that exhibited
neurological signs and died within 24 hours of admission
to a wildlife rehabilitation center in Phalaborwa, South
Africa.

Schistosomiase
Liposomal IL-22 ameliorates liver
fibrosis through miR-let7a/STATS3

signaling in mice.

El-Shorbagy AA, Shafaa MW, Salah Elbeltagy R, El-
Hennamy RE, Nady S.

10-10-2023

Int Immunopharmacol.
https://pubmed.ncbi.nlm.nih.gov/37827055/

Screening for neglected Tropical
Diseases and other infections in African
refugees and asylum seekers in Rome
and Lazio region, Italy.

Marrone R, Mazzi C, Ouattara H, Cammilli M, Pontillo D,
Perandin F, Bisoffi Z.

09-10-2023

Travel Med Infect Dis.
https://pubmed.ncbi.nlm.nih.gov/37820947/

Background: Few reliable data are available on Neglected
Tropical Diseases (NTDs) and other infections among
African refugees and asylum seekers in Italy. We aimed to
estimate the prevalence of NTDs and other infections in a
large cohort of African refugees and asylum seekers living
in reception centers in Lazio, Italy. Material and methods:
This is an observational, prospective prevalence study on
infectious diseases in a large population of African
refugees and asylum seekers consecutively enrolled for
screening purpose at the Infectious and Tropical diseases
outpatient clinic of the National Institute of Migrant and
Poverty (INMP), Rome from August 2019 to December
2020. Results: We found a prevalence of 8.8 % and 31 %
for Strongyloides and schistosoma infection, respectively,
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while the prevalence of human immunodeficiency virus
(HIV) infection was 0.7 %, HCV antibodies. 2.5%, hepatitis
B virus surface antigen 10.8 % and syphilis serological tests
2.9 %. Conclusion: Strongyloidiasis and schistosomiasis are
highly prevalent among African refugees and asylum
seekers in lItaly, in contrast to communicable diseases
(with the exception of hepatitis B). Raising awareness of
NTDs among health professionals and implementing
guidelines seems to be of paramount importance to
prevent these diseases and their sufferers from becoming
even more "neglected".

In vitro and In silico assessment of
antischistosomal activities of ethanolic
extract of Cornulacamonacantha.

Anwar FS, Abdel-Malek AR, Salem SH, Farouk M, Ali MF,
Abdelrady YA, Sayed AM.

09-10-2023

Exp Parasitol.
https://pubmed.ncbi.nlm.nih.gov/37820894

In vitro evaluation of the effect of
galectins on Schistosoma mansoni
motility.

Takeuchi T, Nakamura R, Hamasaki M, Oyama M,
Hamano S, Hatanaka T.

10-10-2023

BMC Res Notes.
https://pubmed.ncbi.nlm.nih.gov/37817269/

Objective: Galectins are sugar-binding proteins that
participate in many biological processes, such as
immunity, by regulating host immune cells and their direct
interaction with pathogens. They are involved in mediating
infection by Schistosoma mansoni, a parasitic trematode
that causes schistosomiasis. However, their direct effects
on schistosomes have not been investigated. Results: We
found that galectin-2  recognizes S. mansoni
glycoconjugates and investigated whether galectin-1, 2,
and 3 can directly affect S. mansoni in vitro. Adult S.
mansoni were treated with recombinant galectin-1, 2, and
3 proteins or praziquantel, a positive control. Treatment
with galectin-1, 2, and 3 had no significant effect on S.
mansoni motility, and no other differences were observed
under a stereoscopic microscope. Hence, galectin-1, 2,
and 3 may have a little direct effect on S. mansoni.
However, they might play a role in the infection in vivo via
the modulation of the host immune response or secretory
molecules from S. mansoni. To the best of our knowledge,
this is the first study to investigate the direct effect of
galectins on S. mansoni and helps in understanding the
roles of galectins in S. mansoni infection in vivo.

Malaria, Urogenital Schistosomiasis,
and Anaemia in Pregnant Ghanaian
Women.

Frempong NA, Ahiabor C, Anyan WK, Mama A, Kusi KA,
Ofori MF, Adu B, Debrah AY, Anang AK, Ndam NT,
Courtin D.

29-09-2023

J Parasitol Res.
https://pubmed.ncbi.nlm.nih.gov/37808169/
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Background: Anaemia is common in sub-Saharan Africa,
and parasitic infections could worsen its burden during
pregnancy. Moreover, women become susceptible to
malaria during pregnancy. We investigated Plasmodium
falciparum (P. falciparum) and Schistosoma haematobium
(S. haematobium) infections and determined their
association with anaemia during pregnancy. Methods: A
cross-sectional study involving 707 pregnant women
attending antenatal care visits (ANC) and 446 at delivery
was conducted in Battor and Adidome hospitals. Pregnant
women were screened by microscopy and gPCR for P.
falciparum and S. haematobium infections. Haemoglobin
(Hb) levels were determined, and most participants
received intermittent preventive treatment during
pregnancy (IPTp) during ANC till delivery. Regression
analyses were performed for associations between
parasite infection and anaemia. Results: P. falciparum
microscopy prevalence at ANC and delivery was 8% and
2%, respectively, and by PCR 24% at ANC and 12% at
delivery. Anaemia prevalence at ANC was 52% and 49% at
delivery. There was an increased risk of anaemia with P.
falciparum infection (aOR =1.92; p=0.04). IPTp (p = 0.003)
and age (p = 0.004) were associated with increased Hb
levels at delivery. S. haematobium prevalence by
microscopy was 4% at ANC and 2% at delivery. No
significant correlation between S. haematobium and Hb
levels was observed (coef. = -0.62 g/dl; p = 0.07).
Conclusion: High anaemia prevalence was observed during
pregnancy, and P. falciparum infection was associated
with anaemia at ANC. Low S. haematobium prevalence
could be attributed to previous praziquantel treatment
during mass drug administration. Routine diagnosis and
treatment of S. haematobium infections in endemic areas
could be initiated to reduce schistosomiasis during
pregnancy.

Defining schistosomiasis hotspots based
on literature and shareholder
interviews.

Lim RM, Arme TM, Pedersen AB, Webster JP, Lamberton
PHL.

06-10-2023

Trends Parasitol.
https://pubmed.ncbi.nIm.nih.gov/37806786/

The World Health Organization (WHO) recently proposed
a new operational definition which designates
communities with >10% prevalence of Schistosoma spp.
infection as a persistent hotspot, when, after at least two
rounds of high-coverage annual preventive
chemotherapy, there is a lack of appropriate reduction.
However, inconsistencies and challenges from both
biological and operational perspectives remain, making
the prescriptive use of this definition difficult. Here, we
present a comprehensive analysis of the use of the term
'hotspot' across schistosomiasis research over time,
including both literature searches and opinions from a
range of stakeholders, to assess the utility and
generalisability of the new WHO definition of a persistent
hotspot. Importantly, we propose an updated definition
based on our analyses.
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A Place-Based Conceptual Model (PBCM)
of Neotricula aperta/Schistosoma
mekongi habitat before and after dam
construction in the Lower Mekong River.

Lanza GR, Upatham S, Chen A.

06-10-2023

PLoS Negl Trop Dis.
https://pubmed.ncbi.nlm.nih.gov/37801463/

Molecular detection of Schistosoma
haematobium in infected Bulinus
truncatus snails associated with immune
response.

Mansour SM, El Einin HMA, Tadrous MM, Ghoname SI.
06-10-2023

Microsc Res Tech.
https://pubmed.ncbi.nlm.nih.gov/37800693/

Alterations in gut microbiome and
metabolite profile of patients with
Schistosoma japonicum infection.

Zhou C, Li J, Guo C, Zhou Z, Yang Z, Zhang Y, Jiang J, Cai
Y, Zhou J, Xia M, Ming Y.

05-10-2023

Parasit Vectors.
https://pubmed.ncbi.nlm.nih.gov/37798771/

Background: Schistosoma infection is a significant public
health issue, affecting over 200 million individuals and
threatening 700 million people worldwide. The species
prevalent in China is Schistosoma japonicum. Recent
studies showed that both gut microbiota and metabolome
are closely related to schistosomiasis caused by S.
japonicum, but clinical study is limited and the underlying
mechanism is largely unclear. This study aimed to explore
alterations as well as function of gut microbiota and
metabolite profile in the patients with S. japonicum
infection. Methods: This study included 20 patients
diagnosed with chronic schistosomiasis caused by S.
japonicum, eight patients with advanced schistosomiasis
caused by S. japonicum and 13 healthy volunteers. The
fresh feces of these participators, clinical examination
results and basic information were collected. 16S
ribosomal RNA gene sequencing was used to investigate
gut  microbiota, while ultraperformance liquid
chromatography-mass spectrometry (UHPLC-MS) was
applied to explore the metabolome of patients in different
stages of schistosomiasis. Results: The study found that
gut microbiota and metabolites were altered in patients
with different stages of S. japonicum infection. Compared
with healthy control group, the gut microbial diversity in
patients with chronic S. japonicum infection was
decreased significantly. However, the diversity of gut
microbiota in patients with chronic schistosomiasis was
similar to that in patients with advanced schistosomiasis.
Compared with uninfected people, patients with
schistosomiasis showed decreased Firmicutes and
increased Proteobacteria. As disease progressed,
Firmicutes was further reduced in patients with advanced
S. japonicum infection, while Proteobacteria was further
increased. In addition, the most altered metabolites in
patients with S. japonicum infection were lipids and lipid-


https://pubmed.ncbi.nlm.nih.gov/37806786/
https://pubmed.ncbi.nlm.nih.gov/37801463/
https://pubmed.ncbi.nlm.nih.gov/37800693/
https://pubmed.ncbi.nlm.nih.gov/37798771/

like molecules as well as organo-heterocyclic compounds,
correlated with the clinical manifestations and disease
progress of schistosomiasis caused by S. japonicum.
Conclusions: This study suggested that the gut microbiota
and metabolome altered in patients in different stages of
schistosomiasis, which was correlated with progression of
schistosomiasis caused by S. japonicum. This inter-omics
analysis may shed light on a better understanding of the
mechanisms of the progression of S. japonicum infection
and contribute to identifying new potential targets for the
diagnosis and prognosis of S. japonicum infection.
However, a large sample size of validation in clinic is
needed, and further study is required to investigate the
underlying mechanism.

When parasites stray from the path: a
curious case of ectopic cutaneous
Schistosoma haematobium.

Siddig EE, Ahmed A.

06-10-2023

am.
https://pubmed.ncbi.nlm.nih.gov/37255318/

Trachome

TargeTron inactivation of plasmid-
regulated Chlamydia trachomatis CT0o84
results in a non-lytic phenotype.

Karanovic U, Lei L, Martens CA, Barbian K, McClarty G,
Caldwell HD, Yang C.

06-10-2023

Pathog Dis.
https://pubmed.ncbi.nlm.nih.gov/37804183/

Chlamydia trachomatis is an obligate intracellular
bacterium that causes blinding trachoma and sexually
transmitted disease. The chlamydial plasmid is a critical
virulence factor in the pathogenesis of these diseases.
Plasmid gene protein 4 (Pgp4) plays a major role in
chlamydial virulence by regulating the expression of both
chromosomal genes and Pgp3. Despite the importance of
Pgp4 in mediating lytic exit from host cells the pathogenic
mechanism by which it functions is unknown. CT084 is a
highly conserved chromosomal gene with homology to
phospholipase D. We showed CT084 expression is
regulated by Pgp4 and expressed late in the chlamydial
developmental cycle. To investigate the function of CT084
in chlamydial lytic exit from infected cells, we made a
CT084 null strain (ct084::bla) by using Targetron. The
ct084::bla strain grew normally in vitro compared to wild
type strain, however, the strain did not lyse infected cells
and produced significantly less and smaller plagues.
Collectively, our finding shows Pgp4-regulated CT084
mediated chlamydia lytic exit from infected host cells.

31

Trématodoses d’origine
alimentaire
(clonorchiase,
opisthorchiase,
fasciolase et
paragonimose

Liver abscess caused by the ingested

foreign body  without sign of
gastrointestinal perforation: A case
report.

Minh LHN, Han LTK, Hau NV, Kiet NA, Phong TT, Duong
NK, Yen PTH, Vinh NX, Nguyen HQ, Le NQK.

06-10-2023

Radiol Case Rep.
https://pubmed.ncbi.nlm.nih.gov/37829164/

The ingested foreign body is a very unusual etiology of liver
abscess. This clinical scenario is infrequently reported in
the literature. A 66-year-old male patient presented to the
hospital because of abdominal pain along with 7 days of
right upper quadrant pain and intermittent low-grade
fever. He was living in an epidemiological area of Fasciola

infection.  Physical  examination  showed  right
hypochondria  tenderness  without guarding or
rebounding. Laboratory results were significant for

leukocytosis, predominant neutrophils, and increased
inflammatory markers. The liver function tests were within
normal limits. Abdominal ultrasonography and CT scan
were consistent with a hepatic abscess spread from
segment 4B to segment 3. The patient was preliminarily
diagnosed with a parasitic hepatic abscess. After
management with fluid infusion and antibiotics, the
patient was discharged in stable condition. Two weeks
later, on the follow-up visit, the patient reported
intermittent low-grade fever had persisted. After
consulting the CT scan, an abnormal high-attenuation
linear structure was identified inside the liver lesion, which
is suspected of being a foreign body. Laparoscopic surgery
was performed, and a fishbone was removed from the
abscess cavity. Perforation was not found in the stomach,
duodenum, or in the bowel. One week later, their
condition was fully resolved. Liver abscess due to a foreign
body should be suspected when a patient has radiology
findings suggestive of an abscess, but the clinical
presentation does not indicate the common etiologies.
Meticulous observation on abdominal CT scans or
ultrasonography can help with diagnosis and guide
treatment.

Microsatellite markers for Opisthorchis
felineus to wunderstand its genetic
diversity and transmission patterns of
opisthorchiosis.

Katokhin AV, Saltykova IV, De Liberato C, Schuster R,
Velavan TP.
13-10-2023
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Parasitol Res.
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Fasciola hepatica antioxidant and
protease-inhibitor cocktail recombinant
vaccines administered five times elicit
potent and sustained immune responses
in sheep but do not confer protection.

Cwiklinski K, McEvoy A, Lopez Corrales J, Jewhurst H,
Calvani NED, De Marco Verissimo C, Dorey AL, Keane
OM, Dalton JP, Lalor R.

08-10-2023

Vet Parasitol.
https://pubmed.ncbi.nIm.nih.gov/37826973/

Our laboratory's vaccine development strategy against the
livestock parasite Fasciola hepatica centres around
disrupting key biological processes by combining groups of
antigens with similar/complementary functional actions
into a single vaccine cocktail. In this study the focus was on
antioxidant protein vaccines and a protease inhibitor
vaccine aimed at disrupting the parasite's ability to defend
against oxidative stress and protease-inhibitor balance,

respectively. Two combinations of recombinantly
expressed antioxidants were assessed, namely
peroxiredoxin  (rFhPrx), thioredoxin  (rFhTrx) and

thioredoxin-glutathione reductase (rFhTGR) (Group 1) and
rFhPrx, rFhTrx, and two superoxide dismutases (rFhSOD1
and rFhSOD3) (Group 2). The protease inhibitor vaccine
cocktail included representatives of each of the key
secreted protease inhibitor families, namely a Kunitz-type
inhibitor (rFhKT1), a serpin (rFhSrp1) and a stefin, (rFhStf1)
(Group 3). The vaccine combinations were formulated in
adjuvant Montanide 61VG administered at five
timepoints; two before experimental challenge with 60 F.
hepatica metacercariae and three after infection. The
vaccine combinations did not reduce the liver fluke
burden, and only Group 2 displayed a marginal reduction
in egg viability (8.2%). Despite previous results showing an
effect of liver fluke vaccines on overall weight gain in
infected animals, no significant (P value >0.05) impact on
weight gain was observed in this study. Antibodies were
elicited against all the vaccine antigens within the cocktails
and were maintained at high levels to the end of the trial,
due to our strategy of continuing vaccine administration
after infection. However, these responses were not
boosted by the challenge F. hepatica infection. A
comparative analysis with previous vaccine data using a
protease inhibitor vaccine found no repeat of the
promising outcomes associated with this vaccine,
indicating that the addition of rFhSrpl to the vaccine
cocktail did not improve vaccine efficacy. Assessment of
liver pathology across the two trials using a modified liver
enzyme score (glutamate dehydrogenase to platelet ratio)
at eight weeks post infection suggests an association with
liver fluke burden above 45 flukes, which could be used to
predict liver pathology in future trials. The results reported
in this study highlight the ambiguousness in liver fluke
vaccine development and the difficulty in obtaining
consistent and repeatable protection. This work stresses
the need for repetition of trials and the use of sufficiently
sized groups to assess vaccine efficacy with adequate
statistical power.
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Parallel detection of multiple zoonotic
parasites using a real-time fluorogenic
loop-mediated isothermal amplification-
based quadruple-sample microfluidic
chip.

Chen YX, Lou YR, Duan LJ, Zhou Q)J, Xu ZJ, Chen FJ, Chen
HX, Xu GZ, Du AF, Chen J.

26-09-2023

Front Microbiol.
https://pubmed.ncbi.nIm.nih.gov/37822745/

Zoonotic parasites pose significant health risks globally. In
the present study, we combined a microfluidic chip with
loop-mediated isothermal amplification (on-chip LAMP) to
detect five zoonotic parasites: Toxoplasma gondii,
Cryptosporidium  parvum,  Cryptosporidium  hominis,
Clonorchis sinensis, and Taenia solium. This method
enabled the simultaneous parallel analysis of five genetic
markers from a maximum of four samples per chip. The
on-chip LAMP assay was conducted in a highly automated
format via the addition (by pipetting) of each sample in a
single operation. The reaction was performed in volumes
as low as 5 plL at a temperature of 65°C for 60 min,
achieving limits of detection ranging from 102 to 103
pg./uL of recombinant plasmid DNA. All the time-to-
positive values were less than 40 min, and almost all the
coefficients of variation were less than 10%, even when
using limit of detection concentrations for multiple
pathogens, indicating robust reproducibility among
replicates. The clinical sensitivity and specificity for
detecting 135 field samples were 98.08 and 97.59%,
respectively, compared with traditional biological
methods, indicating good applicability in the detection of
field samples. This on-chip LAMP assay allows for low
reagent consumption, ease of operation, and multiple
analyses of samples and genetic targets, and is applicable
for on-site detection and the routine monitoring of
multiple zoonotic parasites.

Toxocara canis and Fasciola hepatica Co-
Infection Leading to Hepatic Abscess: A
Case Report.

Kim SW, Jang BK.

09-10-2023

J Korean Med Sci.
https://pubmed.ncbi.nlm.nih.gov/37821089/

First morphometric and molecular
characterization of Fasciola spp. in
Northwest Tunisia.

Hammami |, Ciuca L, Maurelli MP, Romdhane R, Sassi L,
Rjeibi MR, Farhat N, Simo AK, Rinaldi L, Rekik M, Gharbi
M.

Nov-2023

Parasitol Res.
https://pubmed.ncbi.nlm.nih.gov/37642769/
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Trypanosomes
(trypanosomiase et
maladie de Chagas)

Genome-wide chromatin interaction

map for Trypanosoma cruzi.

Diaz-Viraqué F, Chiribao ML, Libisch MG, Robello C.
12-10-2023

Nat Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37828247/

Adipocyte lipolysis protects mice against
Trypanosoma brucei infection.

Machado H, Hofer P, Zechner R, Smith TK, Figueiredo
LM.

12-10-2023

Nat Microbiol.
https://pubmed.ncbi.nlm.nih.gov/37828246/

Trypanosoma brucei causes African trypanosomiasis,
colonizing adipose tissue and inducing weight loss. Here
we investigated the molecular mechanisms responsible
for adipose mass loss and its impact on disease pathology.
We found that lipolysis is activated early in infection. Mice
lacking B and T lymphocytes fail to upregulate adipocyte
lipolysis, resulting in higher fat mass retention. Genetic
ablation of the rate-limiting adipose triglyceride lipase
specifically ~ from  adipocytes  (AdipogCre/*-Atglfi/f)
prevented the stimulation of adipocyte lipolysis during
infection, reducing fat mass loss. Surprisingly, these mice
succumbed earlier and presented a higher parasite burden
in the gonadal adipose tissue, indicating that host lipolysis
limits parasite growth. Consistently, free fatty acids
comparable with those of adipose interstitial fluid induced
loss of parasite viability. Adipocyte lipolysis emerges as a
mechanism controlling local parasite burden and affecting
the loss of fat mass in African trypanosomiasis.

"Lysis and Concentration Technique"
improves the parasitological diagnosis of
Trypanosoma vivax.

Da Silva TR, Bomfim SRM, Cavalcanti FBP, Lopes WDZ,
Utsonomiya YT, Cadioli FA.

27-09-2023

Vet Parasitol.
https://pubmed.ncbi.nlm.nih.gov/37826972/

The developmental hierarchy and
scarcity of replicative slender
trypanosomes in blood challenges their
role in infection maintenance.

Larcombe SD, Briggs EM, Savill N, Szoor B, Matthews KR.
17-10-2023

Proc Natl Acad Sci U S A.
https://pubmed.ncbi.nlm.nih.gov/37824530/

Antiparasitic Activity of Compounds
Isolated from Ganoderma tuberculosum
(Agaricomycetes) from Mexico.
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Espinosa-Garcia V, Fernandez JJ, Nicolas-Hernandez DS,
Arberas-Jiménez |, Rodriguez-Expdsito RL, Souto ML,
Pifiero JE, Mendoza G, Lorenzo-Morales J, Trigos A.
2023

Int J Med Mushrooms.
https://pubmed.ncbi.nIm.nih.gov/37824406/

Parasitic Protozoans: Exploring the
Potential of N,N'-Bis[2-(5-bromo-7-
azabenzimidazol-1-yl)-2-
oxoethyl]ethylene-1,3-Diamine and Its
Cyclohexyl-1,2-diamine Analogue as
TryR and Pf~-DHODH Inhibitors.

Oluwafemi KA, Oyeneyin OE, Babatunde DD, Agbaffa EB,
Aigbogun JA, Odeja 00, Emmanuel AV.

11-10-2023
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https://pubmed.ncbi.nlm.nih.gov/37821729/

Purpose: Major human parasitic protozoans, such as
Plasmodium falciparum and Trypanosoma brucei, cause
malaria and trypanosomiasis also known as sleeping
sickness. In anti-parasitic drug discovery research,
trypanothione reductase (TryR) and P. falciparum
dihydroorotate dehydrogenase (Pf-DHODH) enzymes are
key drug targets in T. brucei and P. falciparum,
respectively. The possibility of co-infection of single host
by T. brucei and P. falciparum is because both parasites
exist in sub-Saharan Africa and the problem of parasite
drug resistance necessitates the discovery of new
scaffolds, which are strange to the organisms causing
these infectious diseases-new scaffolds may help
overcome established resistance mechanisms of the
organisms. Method: In this study, N,N'-bis[2-(5-bromo-7-
azabenzimidazol-1-yl)-2-oxoethyl]ethylene-1,3-diamine
and its cyclohexyl-1,2-diamine analogue were explored for
their inhibitory potential against TryR and Pf-DHODH by
engaging density functional study, molecular dynamic
simulations, drug-likeness, in silico and in vitro studies
RESULTS/CONCLUSION:  Results obtained indicated
excellent binding potential of the ligands to the receptors
and good ADMET (adsorption, desorption, metabolism,
excretion, and toxicity) properties.

Acute Chagas Disease Presenting as
Preseptal Cellulitis.

Muir D, Vargas G, Torres JR, Avila-Agiiero ML.
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Overview of Chagas disease surveillance
in an endemic region in Southeastern
Brazil.

Rafael AF, Ferreira RA, Mota AF, Damasceno RF,
Menezes ASDS, Lopes BT, Paulo GL, Sabino EC, Ribeiro
ALP, Quintino ND, Vieira TM.
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The long slender bloodstream form Trypanosoma brucei
maintains its essential mitochondrial membrane potential
(AWm) through the proton-pumping activity of the FoF1-
ATP synthase operating in the reverse mode. The ATP that
drives this hydrolytic reaction has long been thought to be
generated by glycolysis and imported from the cytosol via
an ATP/ADP carrier (AAC). Indeed, we demonstrate that
AAC is the only carrier that can import ATP into the
mitochondrial matrix to power the hydrolytic activity of
the FoF1-ATP  synthase. However, contrary to
expectations, the deletion of AAC has no effect on parasite
growth, virulence or levels of AWm. This suggests that ATP
is produced by substrate-level phosphorylation pathways
in the mitochondrion. Therefore, we knocked out the
succinyl-CoA synthetase (SCS) gene, a key mitochondrial
enzyme that produces ATP through substrate-level
phosphorylation in this parasite. Its absence resulted in
changes to the metabolic landscape of the parasite,
lowered virulence, and reduced mitochondrial ATP
content. Strikingly, these SCS mutant parasites become
more dependent on AAC as demonstrated by a 25-fold
increase in their sensitivity to the AAC inhibitor,
carboxyatractyloside. Since the parasites were able to
adapt to the loss of SCS in culture, we also analyzed the
more immediate phenotypes that manifest when SCS
expression is rapidly suppressed by RNAi. Importantly,
when performed under nutrient-limited conditions
mimicking various host environments, SCS depletion
strongly affected parasite growth and levels of AWm. In
totality, the data establish that the long slender
bloodstream form mitochondrion is capable of generating
ATP via substrate-level phosphorylation pathways.

Pardo-Rodriguez D, Lasso P, Santamaria-Torres M, Cala
MP, Puerta CJ, Méndez Arteaga JJ, Robles J, Cuervo C.
25-09-2023

Front Mol Biosci.
https://pubmed.ncbi.nlm.nih.gov/37818099/

Chagas disease (ChD), caused by Trypanosoma cruzi, is
endemic in American countries and an estimated 8 million
people worldwide are chronically infected. Currently, only
two drugs are available for therapeutic use against T. cruzi
and their use is controversial due to several disadvantages
associated with side effects and low compliance with
treatment. Therefore, there is a need to search for new
tripanocidal agents. Natural products have been
considered a potential innovative source of effective and
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selective agents for drug development to treat T. cruzi
infection. Recently, our research group showed that
hexanic extract from Clethra fimbriata (CFHEX) exhibits
anti-parasitic activity against all stages of T. cruzi parasite,
being apoptosis the main cell death mechanism in both
epimastigotes and trypomastigotes stages. With the aim
of deepening the understanding of the mechanisms of
death induced by CFHEX, the metabolic alterations elicited
after treatment using a multiplatform metabolomics
analysis (RP/HILIC-LC-QTOF-MS and GC-QTOF-MS) were
performed. A total of 154 altered compounds were found
significant in the treated parasites corresponding to amino
acids (Arginine, threonine, cysteine, methionine, glycine,
valine, proline, isoleucine, alanine, leucine, glutamic acid,
and serine), fatty acids (stearic acid), glycerophospholipids
(phosphatidylcholine, phosphatidylethanolamine and
phosphatidylserine), sulfur compounds (trypanothione)
and carboxylic acids (pyruvate and phosphoenolpyruvate).
The most affected metabolic pathways were mainly
related to energy metabolism, which was found to be
decrease during the evaluated treatment time. Further,
exogenous compounds of the triterpene type (betulinic,
ursolic and pomolic acid) previously described in C
fimbriata were found inside the treated parasites. Our
findings suggest that triterpene-type compounds may
contribute to the activity of CFHEX by altering essential
processes in the parasite.

Pavan TBS, Dias DP, Cangussu MM, Dutra VPP, Sampaio
DD, Santos FLN.

22-09-2023

Front Public Health.
https://pubmed.ncbi.nlm.nih.gov/37808995/

Introduction: In Brazil, an estimated 1.1 million people are
infected with Trypanosoma cruzi, the causative agent of
Chagas disease (CD). Despite the high number of cases, the
estimated prevalence of infection per 100 inhabitants is
low (0.03). However, the actual number of chronically
infected individuals is still unknown. Therefore, we sought
to determine the prevalence of chronic CD in at-risk
individuals in Caraibas (Bahia, Brazil) through active case
finding. Methods: A total of 572 individuals living in rural
or urban areas of Caraibas were eligible for the study. A
serum sample was collected from 226 individuals, and the
diagnosis performed according to international guidelines.
Results: The overall prevalence of anti-T. cruzi IgG was
4.42%. The median age of anti-T. cruzi 1gG-positive
individuals was 54.5 years, and the female-to-male ratio
was 1.5:1. The prevalence of anti-T. cruzi 1gG was similar in
rural (4.29%) and urban areas (4.65%). Discussion:
Compared with national estimates, we concluded that
Caraibas had a high prevalence for chronic CD and a high
risk for persistent transmission. Through our study, it was
possible to monitor individuals who were unaware of their
clinical condition, thus improving their quality of life.
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Ulceére de Buruli

Mycobacterium ulcerans not detected by
PCR on human skin in Buruli ulcer
endemic areas of south eastern
Australia.

Velink A, Porter JL, Stinear TP, Johnson PDR.
12-10-2023

PLoS Negl Trop Dis.
https://pubmed.ncbi.nlm.nih.gov/37824578/

Introduction: Mycobacterium ulcerans (MU) causes Buruli
ulcer (Buruli), a geographically restricted infection that can
result in skin loss, contracture and permanent scarring.
Lesion-location maps compiled from more than 640 cases
in south eastern Australia suggest biting insects are likely
involved in transmission, but it is unclear whether MU is
brought by insects to humans or if MU is already on the
skin and inoculation is an opportunistic event that need
not be insect dependent. Methods: We validated a PCR
swab detection assay and defined its dynamic range using
laboratory cultured M. ulcerans and fresh pigskin. We
invited volunteers in Buruli-endemic and non-endemic
areas to sample their skin surfaces with self-collected skin
swabs tested by 1S2404 quantitative PCR. Results: Pigskin
validation experiments established a limit-of-detection of
0.06 CFU/cm?2 at a gPCR cycle threshold (Ct) of 35. Fifty-
seven volunteers returned their self-collected kits of 4
swabs (bilateral ankles, calves, wrists, forearms), 10 from
control areas and 47 from endemic areas. Collection was
timed to coincide with the known peak-transmission
period of Buruli. All swabs from human volunteers tested
negative (Ct >35). Conclusions: M. ulcerans was not
detected on the skin of humans from highly Buruli
endemic areas.
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