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Background: Crimean–Congo haemorrhagic fever 
(CCHF) is a severe illness characterised by fever, 
bleeding and high case-fatality rates. The disease is 
caused by CCHF virus (CCHFV), transmitted by ticks 
and infectious body fluids and tissues. Aim: After CCHF 
was diagnosed in three persons in 2023, we aimed to 
investigate the presence of antibodies against CCHFV 
in healthcare workers (HCW), sheep and goats, and 
of CCHFV in ticks, in an area in North Macedonia and 
characterise virus strains. Methods: In 2023, we col-
lected blood samples from HCWs involved in treat-
ing CCHF patients and sera and ticks from sheep and 
goats in the village in North Macedonia where the 
index case resided. The blood samples were analysed 
by ELISA. Ticks were tested for presence of CCHFV, and 
the virus from a CCHF case was sequenced. Results: 
Samples from four of 52 HCWs and 10 of 17 small rumi-
nants had antibodies against CCHFV. The virus was not 
detected from any of the 24 Rhipicephalus bursa ticks. 
The virus strain from the index case clustered with 
regional strains within the Europe-1 lineage (genotype 
V) group and was closest to strains from Kosovo‡.

Conclusion: This report shows CCHFV is endemic in 
North Macedonia. Raising awareness of the risk fac-
tors and educating people about the measures they 
can take to reduce exposure to the virus is important. 
Healthcare workers need to be aware of the disease. 
Early detection, robust diagnostic methods, surveil-
lance and collaborative efforts are necessary to pre-
vent and control CCHF in the affected regions.

Introduction
Crimean–Congo haemorrhagic fever (CCHF) is a severe 
illness caused by CCHF virus (CCHFV;  Orthonairovirus 
haemorrhagiae), which is usually transmitted by ticks 
but can also be transmitted via contact with infected 
animals or human blood or tissues. The illness is char-
acterised by fever, bleeding and high mortality [1]. The 
disease has been reported across a large geographic 
area, including Africa, the Middle East, Asia and parts 
of southern and southeastern Europe [2]. The World 
Health Organization (WHO) has included CCHF among 
the priority infectious diseases with pandemic poten-
tial [3].
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During the last decades, CCHF outbreaks in humans 
have been reported in eastern and south-eastern 
Europe, especially in Albania [4], Kosovo‡  [5] and 
Bulgaria [6]. Alongside human cases, there have been 
reports of seropositivity among wild animals and 
humans in the region, extending as far north to Hungary 
[7-9] and Romania [10] Although several tick species 
are capable to act as vectors for CCHFV, ticks of the 
genus  Hyalomma  are the primary vectors of concern 
since they are highly adapted for virus maintenance and 
transmission of multiple CCHFV genotypes, acting as 
both a vector and a reservoir [2,11]. As Hyalomma ticks 
are emerging and spreading in Europe, there is a high 
risk of CCHF emergence and re-emergence across 
the continent, influenced by multiple factors such as 
climate or human behaviour [12,13].

In addition to ticks, CCHFV can also be transmitted 
from a patient to another person by direct contact 
with blood or body fluids. Thus, healthcare workers 
(HCWs) taking care of patients with CCHF are at risk of 
virus exposure. Since there are currently no licensed 
vaccines or a specific antiviral treatment, protective 
clothing to prevent tick bites and stringent biosecurity 
measures among HCWs are the best ways to prevent 
transmission. Increasing awareness of the risk and 
continuous surveillance are essential to reduce the risk 
of human infections [14].

In the summer of 2023, CCHF was diagnosed in three 
persons in North Macedonia. The index case died, and 
one case was a HCW taking care of the index case [15].

The documentation of this recent cluster in North 
Macedonia (July–August 2023), along with genomic 

data on CCHFV, is important as the previous reported 
cases of CCHF in North Macedonia occurred in 1970 
[16]. Furthermore, re-emergence of CCHF in North 
Macedonia warrants cross-sectoral assessment under 
a One Health approach, with integration of entomo-
logical, veterinary and clinical data to gain insight into 
the exposure to CCHFV in the affected area in North 
Macedonia where the index case resided and HCWs 
were treating CCHF cases. The nearest cases to the 
North Macedonian cluster were reported in Bulgaria 
[17], Greece [18], Kosovo [5] and Albania [19].

We aimed to extend the investigation of this CCHF clus-
ter in North Macedonia, by detailing its epidemiology, 
laboratory investigations and control measures, while 
emphasising the importance of surveillance, preven-
tion and international collaboration in preventing and 
controlling emerging infectious diseases.

Methods
The most important activities during and after the 
detection of the 2023 CCHF cluster in North Macedonia 
are presented in Figure 1. 

Sampling of humans
Blood samples from the index patient and Patient 2 
were taken as described previously [15]. From Patient 
3, 2 mL of blood was collected on 12 August 2023 
(day 5 after symptom onset) via venepuncture in BD 
Vacutainer spray-coated K2EDTA tubes (BD, Oakville, 
the United States (US)). The blood samples were stored 
at −80°C until further analysis.

In November 2023, we took blood samples from 52 
HCWs of the Clinic for Infectious Diseases in Skopje: 

What did you want to address in this study and why?
Crimean–Congo haemorrhagic fever virus (CCHFV) can cause severe disease with symptoms of fever, 
vomiting and bleeding. The virus is transmitted by tick bites or contact with infected blood or tissue from 
animals or humans. In 2023, CCHFV was detected in three persons in North Macedonia. We wanted to 
identify potential reservoirs and high-risk groups to help inform public health measures for preventing and 
controlling future CCHF outbreaks.

What have we learnt from this study?
Of the 52 healthcare workers, four had been exposed to the virus, and 10 of the 17 tested sheep and goats. 
We did not detect the virus from the 24 ticks collected from the sheep and goats. The virus from a diseased 
person was similar to previously detected viruses from Kosovo‡. In conclusion, CCHFV is circulating in North 
Macedonia.

What are the implications of your findings for public health?
Our findings suggest that further CCHF cases can be expected and that there might have been CCHF cases 
previously not diagnosed. Information on how to prevent tick bites and transmission from diseased persons 
to healthcare workers is necessary. Healthcare workers need to be aware of the disease and test suspected 
cases. Robust diagnostic methods and surveillance of the virus are important.

KEY PUBLIC HEALTH MESSAGE
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HCWs with direct patient contact or contact with patient 
blood (n = 42) and non-medical staff (n = 10). Upon 
signing an informed consent, basic demographic infor-
mation (i.e. sex and age) was collected through face-
to-face interviews immediately prior to venepuncture.

Sampling of farm animals
On 10 August 2023, we visited three farms (one sheep 
farm, one goat farm and one farm with sheep and 
goats) in the affected area in North Macedonia where 
the index case had resided. On these farms, we visu-
ally inspected 17 animals (8 sheep and 9 goats) for the 
presence of ticks, focusing on areas where ticks are 
predisposed to attach, such as the udders, external 

genitalia, inner thighs, perineum, base of the tail, ears 
and the regions surrounding the eyes.

We collected ticks using fine-tipped forceps and placed 
them in individually labelled vials and transported to 
the Department of Parasitology and Parasitic Diseases 
of the Faculty of Veterinary Medicine-Skopje in a cool 
box (4–8°C). In addition, we took blood samples from 
the same animals.

Detection of Crimean–Congo haemorrhagic 
fever virus
Blood samples from Patients 1–3 were tested for CCHFV 
using the Viasure Crimean-Congo hemorrhagic Fever 
Virus Real Time PCR Detection Kit (Certest, Zaragoza, 
Spain). Ticks were identified morphologically [20], 
pooled into groups of six ticks and processed as 
described by Badji et al. [21]. For quantification of 
CCHFV, we applied real-time quantitative reverse tran-
scription PCR (RT-qPCR) protocol on previously col-
lected blood samples (n = 3), as described by Sas et 
al. [22]. From tick samples, RNA was extracted using 
SaMag 24 (Sacace Biotechnologies, Como, Italy) auto-
matic nucleic acid extractor, while RNA from blood 
samples was extracted using Direct-zol RNA Kit (Zymo 
Research, US).

Antibodies against Crimean–Congo 
haemorrhagic fever virus
Blood samples from the HCWs were tested for IgG 
antibodies against CCHFV using a recombinant ELISA 
kit VectoCrimean-CHF-IgG (VectorBEST, Novosibirsk, 
Russia). The assay is based on the nucleoprotein anti-
gen (rNP) of CCHFV and includes internal positive and 
negative controls. The test results were interpreted 
according to the manufacturer’s instructions.

Blood samples from the animals were tested for CCHFV 
antibodies using ID Screen CCHF Double Antigen Multi-
species ELISA kit (Innovative Diagnostics, Grabels, 
France), following the manufacturer’s protocol. The 
optical densities (OD) were read at 450 nm using the 
Multiskan FC Microplate Photometer (Thermo Fisher 
Scientific, Waltham, US).

Characterisation of Crimean–Congo 
haemorrhagic virus

Nucleic acid extraction and real-time PCR
The nucleic acid extraction was performed in the 
biosafety level (BSL) 4 laboratory of the National 
Laboratory of Virology, Pécs, Hungary. We used 200 μL 
of whole blood sample for the extraction with the 
Direct-zol RNA Kit.

We used Crimean–Congo haemorrhagic fever virus 
specific primers and probes of Atkinson et al. [23]. For 
the quantification, we used the Luna Universal One-
Step RT-qPCR Kit (New England Biolabs, Ipswich, US) 
and for cycling, we used the Mic qPCR platform (Bio 
Molecular Systems, Upper Coomera, Australia). Cycling 

Figure 1
Description of the main activities during and after a 
cluster of Crimean–Congo haemorrhagic fever, North 
Macedonia, 2023

CCHF: Crimean–Congo haemorrhagic fever; CCHFV: Crimean–Congo 
haemorrhagic fever virus.

1. The index case, presenting with fever, rash, musculoskeletal 
pain, headache and vomiting was initially hospitalised for 
suspected rickettsiosis [15].

2. Case 2, a healthcare worker treating the index case [15].

3. An epidemiological study was conducted in the affected area in 
North Macedonia where the index case resided. Ticks and blood 
from farm animals (sheep and goats) were collected. The ticks 
were identified morphologically and analysed for detection of 
CCHFV with real-time quantitative reverse transcription PCR (RT-
qPCR). Blood samples from sheep and goats were screened for 
CCHFV antibodies with ELISA.

4. Sequencing and phylogenetic analysis of the CHHFV from the 
index case.

5. After the outbreak was contained, antibodies against CCHFV 
were analysed with ELISA in sera from healthcare workers of the 
Clinic for Infectious Diseases in Skopje (CIDS).

Figure created with BioRender (https://www.biorender.com/).
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conditions were as follows: 55°C for 11 min, 95°C for 
1 min, followed by 40 cycles of 95°C for 10 s, 55°C 
for 60 s and 72°C for 20 s. Patient samples, in which 
CCHFV RNA was detected, were subjected to further 
sequencing.

Sequencing
Following a viral enrichment protocol on 200 μL whole 
blood sample, using filtering and enzymatic diges-
tion [24], the nucleic acid isolation was performed 
with Zymo Direct-zol-96 RNA Kit (Zymo Research). 
The RNA library was generated using NEBNext Ultra II 
Directional RNA Library Prep for Illumina (New England 
Biolabs). Briefly, 10 ng of the total RNA was used 
as input for fragmentation step and complementary 
DNA (cDNA) generation was performed using random 
primers. Thereafter, the cDNA was end-prepped and 
adapter-ligated, then the library was amplified accord-
ing to the manufacturer’s instructions. The quality of 
the libraries was checked on 4200 TapeStation System 
using D1000 ScreenTape (Agilent Technologies, Santa 
Clara, US), the quantity was measured on Qubit 3.0 
(Thermo Fisher Scientific). Illumina sequencing was 
performed on the NovaSeq 6000 instrument (Illumina, 
San Diego, US) with 2 × 151 run configuration. Raw 
reads were quality controlled with FastQC version 
0.12.1 and error corrected and quality trimmed with 
NanoFilt version 2.8.0 (https://github.com/wdecos-
ter/nanofilt). The genomes and genome parts were de 
novo assembled with SPAdes version 3.15.5 (https://
github.com/ablab/spades) (raw reads as SPAdes has 
a built-in error correction and quality trimming func-
tion) and MEGAHIT version 1.2.9 (https://github.com/
voutcn/megahit) (corrected reads) and mapped to the 
closest match in GenBank (https://www.ncbi.nlm.nih.
gov/genbank/) using Geneious Prime (https://www.
geneious.com/) version 2023.1.1. Illumina reads were 
mapped to the consensus sequences from the former 
step and further corrected in Geneious Prime. For mul-
tiple sequence alignments, sequence and phylogenetic 
analyses Geneious Prime 2023.1.1 and PhyML software 
(https://github.com/stephaneguindon/phyml) version 
3.0 were used.

Phylogenetic analyses
We performed a separate phylogenetic analysis for the 
complete coding sequence of the three viral segments. 
The trees were constructed with the Geneious Tree 

Builder feature implemented in Geneious Prime ver-
sion 2023.2.1 software. During the analyses, we used 
the neighbour-joining tree build method with Tamura-
Nej model [25] with the Bootstrap resampling method 
option with 1,000 replicates. The constructed trees 
were visualised and edited in iTOL online tool [26].

Results

Detection of Crimean–Congo haemorrhagic 
fever virus
During routine diagnostic process in Skopje, viral RNA 
via commercial PCR was detected in blood of all three 
cases [27,28]. When the same blood samples were 
tested retrospectively via RT-qPCR analysis, CCHFV RNA 
was detected only in the sample of the index case. We 
found 24 ticks from seven sheep (2–5 ticks per animal) 
on one sheep farm. No ticks were seen on the other 
two farms, but the animals had been treated with iver-
mectin 1 day before the veterinary visit. The collected 
ticks were non-engorged  Rhipicephalus bursa  nymphs 
(n = 9) and female adults (n = 15). We did not detect 
CCHFV from the tick pools.

Antibodies against Crimean–Congo 
haemorrhagic fever virus
Anti-CCHFV IgG antibodies were detected from sam-
ples of four of 52 HCWs (Table). Notably, none of the 
HCWs had a previous history of illnesses with symp-
toms compatible with haemorrhagic fever. One of the 
seropositive HCWs was a medical nurse who had been 
caring for the index patient.

We detected anti-CCHFV antibodies from animals 
(10/17) on all three farms (Figure 2). On the farm with 
sheep and goats, all five animals had antibodies, four 
of five animals on the sheep farm and one animal on 
the goat farm had antibodies. 

Characterisation of Crimean–Congo 
haemorrhagic fever virus
We were able to detect viral RNA via RT-qPCR only 
from the sample of the index patient. After sequenc-
ing on Illumina platform, we obtained the whole coding 
sequence of all three CCHFV genome segments from 
the blood sample (coverage: 54.0 ± 17.6 × (segment S), 
86.0 ± 84.2 × (segment M) and 65.5 ± 43.2 × (segment 
L); mapped reads: 596 (segment S), 3,035 (segment M) 

Table
Serological response against Crimean–Congo haemorrhagic fever virus in healthcare workers, North Macedonia, November 
2023 (n = 52)

Occupation
Male (n = 19) Female (n = 33)

Total
Positive Negative Positive Negative

HCW with direct patient contact or contact with patient 
blood 1 14 2 25 42

Non-medical staff 1 3 0 6 10

HCW: healthcare worker.
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Figure 2
Location of small ruminant farms tested for Crimean–Congo haemorrhagic fever virus, 2023 (n = 3) and human cases of 
Crimean–Congo haemorrhagic fever 2001–2023 (n = 239), North Macedonia and neighbouring countriesa

a Albania, Bulgaria, Greece, Kosovo‡, Serbia.

Municipalities with reported human cases of Crimean–Congo haemorrhagic fever are marked in red [4,19,32,46-54].

Farms in in the affected area in North Macedonia where the index case resided, and farm animals were tested for antibodies against Crimean–
Congo haemorrhagic fever virus and ticks for Crimean–Congo haemorrhagic fever virus are marked in yellow.

A shapefile of countries for mapping at district and municipality levels is available in the GADM database of Global Administrative Areas 
(version 3.6, April 2020, https://gadm.org/). The map was generated by using QGIS version 3.12 (QGIS Development Team, 2020).
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and 5,290 (segment L)). Sequences of segments S, M 
and L have been deposited in the GenBank database 
under accession numbers PP729064, PP729065 and 
PP729066, respectively.

Based on the phylogenetic analysis, the strain clus-
tered with regional strains within the Europe-1 line-
age (genotype V) group. The homology (98.58% at the 
amino acid level for M segment) and phylogenetic posi-
tion (clustering with Kosovo Hoti strains) confirmed 
the similarity to the CCHFV Hoti strain. The diversity 
of CCHFV in Kosovo was previously reported with a 
maximum of 1.9% difference at the amino acid level 
homology of the M segment [29], and our sequences 
are within this range. However, we observed a slightly 
different position from the Kosovo cluster as this novel 
sequence is positioned on a separate node.  Figure 
3  shows the phylogenetic position of our sequence 
data.

Discussion
The CCHF cluster in 2023 is the first one in North 
Macedonia since the summer of 1970 when 13 indi-
viduals diseased in Chiflik (Zhelino municipality) and 
two died [16]. The current cluster occurred in regions 
in eastern Macedonia ca 70 and 100 km from the loca-
tion of the 1970 outbreak. Although  Hyalomma  ticks 
are known to have been present in North Macedonia 
for more than a century [30], there are no continuous 
CCHFV monitoring programmes (i.e. tick analysis and 
serosurvey in sentinel farm animals or individuals 
at-risk). Until this recent cluster, information on the 
CCHFV circulation in North Macedonia was scarce [31], 
although the country is neighbouring the CCHF endemic 
and hyperendemic regions of Kosovo [5] and Bulgaria, 
where all CCHFV isolated from humans so far belong to 
genotype V (Europe 1) [32,33].

We demonstrated serological response in small rumi-
nants in the affected area in North Macedonia where 
the index case resided, as has been seen in sheep in 
the endemic regions in Bulgaria [34]. Sheep are able 
to sufficiently replicate CCHFV and can be consid-
ered as sentinels for monitoring of CCHFV circulation 
[35,36]. As we tested a small number of samples and 
did not use another serological test, we cannot define 
the role of sheep and goats in CCHFV maintenance and 
transmission. Therefore, further studies are warranted 
to identify the frequency of CCHFV exposure in small 
ruminants and to determine if other farm animals (e.g. 
cattle, horses) can be used as sentinels for CCHFV 
circulation.

The phylogenetic analysis revealed that the CCHFV 
from the index case was close (i.e. positioned on the 
same phylogenetic clade) to the strains from the near-
est known CCHFV hotspot in Kosovo. Although we only 
sequenced one strain, we consider the CCHF outbreak 
was caused by an endemic strain rather than by a 
newly introduced virus from neighbouring countries 
endemic for CCHF [4,17,18].

Crimean–Congo haemorrhagic fever may be under-
diagnosed in the North Macedonian population as 
the infection can be asymptomatic or present with 
mild symptoms [37]. Of the 52 tested HCWs, four had 
antibodies against CCHFV, suggesting previous virus 
exposure. Similar and higher proportions of seroposi-
tivity have been noted in neighbouring Bulgaria [6] and 
associated with wide distribution of low pathogenic 
CCHFV lineage Europe 2 in addition to the high patho-
genic lineage Europe 1 [38]. Since 2009, CCHF has been 
detected in new areas in Bulgaria close to the border of 
North Macedonia [39]. Taken together, all these find-
ings show that CCHFV is endemic in North Macedonia 
and further CCHF cases might be expected.

These events led to the establishment of a new associ-
ation dedicated to vector-borne diseases on the Balkan 
Peninsula – Balkan Association for Vector-Borne 
Diseases (https://www.bavbd.org/), which held its 
first assembly in December 2023. During this inaugu-
ral assembly, plans were formulated to enhance future 
international collaboration and strengthen national 
diagnostic and treatment capacities, while also imple-
menting prevention strategies.

As subclinical infections of CCHFV may be more com-
mon than appreciated [1] and a continuous surveillance 
of CCHFV virus in North Macedonia is lacking, it is diffi-
cult to perform a comprehensive risk assessment. The 
current CCHF surveillance in North Macedonia does not 
allow us to assess the prevalence of CCHFV in the pop-
ulation of the affected areas where CCHF cases have 
emerged. In this study, we relied on a single serological 
assay for testing both humans and animals. Although 
the assay is internally validated, no additional sero-
logical methods were employed for confirmation. 
Prevalence studies in humans and animals should be 
prioritised alongside the collection of environmental 
data. Factors affecting the presence of an autochtho-
nous strain of CCHFV in North Macedonia and its trans-
mission are not fully elucidated. Key contributors likely 
include climate change affecting tick ecology and virus 
incubation in vectors, as well as movement of animals 
and the spread of ticks through livestock trade and 
wildlife migration, all of which affect the transmis-
sion dynamics. As the annual average temperatures in 
North Macedonia are increasing [40], repercussion on 
tick activity and host parasitic load is expected [41,42], 
thus promoting CCHFV circulation and increasing the 
chance for susceptible individuals to be exposed to a 
bite of an infected tick.

Our study highlights the importance of clinical vigi-
lance in the region and calls for international action 
to fully understand the regional risk of CCHFV infec-
tion and uncover the natural transmission patterns of 
the virus in the whole Balkan region. The recent clus-
ter underlines the necessity of increasing awareness 
among medical professionals by conducting nation-
wide training programmes focused on early diagnosis, 
case management and preventive measures. Increasing 
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Figure 3
Neighbour-joining phylogenetic trees of three viral genomic segments of Crimean–Congo haemorrhagic fever virus from 
one patient, North Macedonia, 2023 and sequences from Genbank (n = 3)

'OR964930.1'_isolate CCHF/NIHPAK-10/2023_Pakistan_2023
'OR964931.1'_isolate CCHF/NIHPAK-11/2023_Pakistan_2023
'OR964929.1'_isolate CCHF/NIHPAK-9/2023_Pakistan_2023
'OR964928.1'_isolate CCHF/NIHPAK-8/2023_Pakistan_2023

'DQ211619.1'_strain Oman_Oman_1997
'KY362514.1'_isolate Oman_812956_Oman_1998

'MN930405.1'_isolate 19-H-2856_India_2019
'MN930409.1'_isolate 19-T-2059_India_2019
'MH396673.1'_strain NIV1733666_Insia_2017

'MW298535.1'_isolate MCL-19-H-3154_India_2019
'MK299340.1'_strain Malko Tarnovo-BG2012-T1302_Bulgaria_2012
'MK299346.1'_strain Malko Tarnovo-BG2012-T1362_Bulgaria_2012
'MK299343.1'_strain Malko Tarnovo-BG2012-T1303_Bulgaria_2012
'MG516213.1'_isolate Pentalofos-Greece-2015_Greece_2015
'MN811031.1'_isolate CAP12_Turkey_2017

'MW452935.1'_isolate CW-024_Uganda_2019
'MW464952.1'_isolate 201706463_Uganda_2018

'HQ378183.1'_strain Sudan AB1-2009_Sudan_2009
'MF287638.1'_isolate 201643792_Spain_2016
'MF547417.1'_strain Caceres 2014_Spain_2014
'OQ441062.1'_isolate TK-12/Ghana/2020

'OL774849.1'_strain Dakar8692_Senegal_1975
'KY484034.1'_isolate UCCR4401_IbAr10200_Nigeria_1996
'MH483989.1'_strain 10200_USA_2018
'DQ211613.1'_strain ArD8194_Senegal_1969
'DQ211614.1'_strain ArD15786_Senegal_1972

'HQ378180.1'_strain Sudan Al-Fulah 3-2008_Sudan_2008
'HQ378182.1'_strain Sudan Al-Fulah 9-2008_Sudan_2008
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public awareness in the country through targeted edu-
cational campaigns and dissemination of information 
are crucial, with primary care physicians and public 
health authorities serving as the frontline in educat-
ing communities about preventive measures. Ensuring 
nationwide access to robust diagnostic techniques and 
strengthening diagnostic capacities is also critical for 
timely detection and response to future outbreaks.

Building this groundwork is essential for establishing 
sustainable surveillance systems which should incor-
porate monitoring of vectors and potential sentinel 
populations. Additionally, using simple early warning 
tools, such as the Epidemic Volatility Index (EVI) can 
provide early warnings and help in the timely mobili-
sation of resources to areas at risk, thereby prevent-
ing further transmission [43,44]. By analysing real-time 
data, outbreaks can be predicted and monitored, 
which is especially crucial for diseases like CCHF, given 
its potential to escalate rapidly and lead to high fatal-
ity rates in certain regions [45], although outbreaks in 
Europe have so far been limited in scale and impact. 
Incorporating advanced predictive tools, including 
Bayesian predictive values and other surveillance 
technologies, into the surveillance systems not only 
enhances our response capabilities but also signifi-
cantly mitigates the impact on public health in North 
Macedonia and other CCHF-endemic states.

Conclusion
In conclusion, implementing a comprehensive One 
Health surveillance programme is essential for moni-
toring CCHFV circulation, which should include regular 
tick collection, serosurveys in sentinel animals and 
systematic data collection on environmental factors. 
Increasing awareness on CCHF among healthcare work-
ers and public is essential to improve diagnosis and 
prevention of cases. Strengthening national diagnos-
tic capacities and fostering international collaboration 
will enhance early detection, facilitate timely interven-
tions and improve public health responses to CCHF 
outbreaks.

‡Note
This designation is without prejudice to positions on status 
and is in line with United Nations Security Council Resolution 
1244/99 and the International Court of Justice Opinion on the 
Kosovo Declaration of Independence.

Ethical statement
This study received approval from the ethical commit-
tee of Medicine Faculty Skopje, University of Ss. Cyril and 
Methodius in Skopje (Ethical approval No. 03–1835/2). The 
report was conducted in compliance with the principles 
outlined in the Declaration of Helsinki and adhered to The 
Patient Rights Law of the Republic of North Macedonia. All 
HCWs of the Clinic for infectious diseases in Skopje, where 
CCHF patients were treated, signed a written informed 
consent.

Funding statement
The work was supported by the National Research, 
Development and Innovation Office, grant number: RRF-
2.3.1-21-2022-00010 National Laboratory of Virology.

Use of artificial intelligence tools
None declared.

Data availability
Sequences of segments S, M and L are deposited in the 
GenBank database under accession numbers PP729064, 
PP729065 and PP729066.

Preprint
This work was published as a preprint article on Research 
Square (Jakimovski D, Banović P, Spavoska K, Rangelov G, 
Cvetanovska M, Cana F, et al. Detection of autochthonous 
virus strain responsible for the recent outbreak of Crimean-
Congo haemorrhagic fever in North Macedonia, July to 
August 2023. Res Sq. 2024 May 7).

Acknowledgements
The research was performed in collaboration with the 
Hungarian Centre for Genomics and Bioinformatics at the 
Szentágothai Research Centre of the University of Pécs.

We would like to express our gratitude to the Institute 
of Public Health of North Macedonia, especially to the 
Laboratory of Virology, for their confirmation of the CCHFV 
infection. We are also deeply thankful to the team responsi-
ble for conducting the initial phase of the field epidemiology 
investigation and contact tracing. Furthermore, we extend 
our gratitude to the Centre of Public Health in Skopje for 
their diligent efforts in carrying out the contact tracing after 
the confirmation of Case 2 and 3. Lastly, our sincere thanks 
go out to the entire team at the Clinic for Infectious Diseases 
and Febrile Conditions in Skopje, as well as the Clinical 
Hospital in Shtip, for their dedicated contributions.

Conflict of interest

None declared.

Authors’ contributions
Dejan Jakimovski: conceptualisation, investigation, meth-
odology, project administration, validation, visualisation, 
writing – original draft, revision; Pavle Banović: conceptuali-
sation, investigation, methodology, project administration, 
validation, visualisation, writing – original draft, revision, 
supervision; Katerina Spasovska: data collection, supervi-
sion; Goran Rangelov: data collection; Marija Cvetanovska: 
data collection, supervision; Fadil Cana: data collection; 
Verica Simin: data analysis; Ivana Bogdan: data analysis; 
Dragana Mijatović: data analysis; Aleksandar Cvetkovikj: 
data collection, data analysis, writing; Igor Djadjovski: 
data collection, data analysis, writing; Iva Christova: writ-
ing – revision; Eleftherios Meletis: data analysis, writing; 
Polychronis Kostoulas: writing – revision; Brigitta Zana: 
data analysis, visualisation, writing; Zsófia Lanszki: data 
analysis, visualisation, writing; Tamás Görföl: data analysis, 

https://crossmark.crossref.org/dialog/?doi=10.2807/1560-7917.ES.2025.30.4.2400286&domain=pdf&date_stamp=2025-01-30


9www.eurosurveillance.org

visualisation, writing; Zsófia Tauber: data analysis, visuali-
sation, writing; Gabor Kemenesi: conceptualisation, inves-
tigation, methodology, project administration, validation, 
visualisation, writing – original draft, revision, supervision.

References
1.	 Hawman DW, Feldmann H. Crimean-Congo haemorrhagic 

fever virus. Nat Rev Microbiol. 2023;21(7):463-77.  https://doi.
org/10.1038/s41579-023-00871-9  PMID: 36918725 

2.	 Nasirian H. Ticks infected with Crimean-Congo hemorrhagic 
fever virus (CCHFV): A decision approach systematic review 
and meta-analysis regarding their role as vectors. Travel 
Med Infect Dis. 2022;47:102309.  https://doi.org/10.1016/j.
tmaid.2022.102309  PMID: 35318129 

3.	 World Health Organization (WHO). Prioritizing diseases for 
research and development in emergency contexts. Geneva: 
WHO. [Accessed: 24 Jan 2025]. Available from: https://www.
who.int/activities/prioritizing-diseases-for-research-and-
development-in-emergency-contexts

4.	 Papa A, Bino S, Llagami A, Brahimaj B, Papadimitriou E, 
Pavlidou V, et al. Crimean-Congo hemorrhagic fever in Albania, 
2001. Eur J Clin Microbiol Infect Dis. 2002;21(8):603-6.  https://
doi.org/10.1007/s10096-002-0770-9  PMID: 12226691 

5.	 Ahmeti S, Berisha L, Halili B, Ahmeti F, von Possel R, Thomé-
Bolduan C, et al. Crimean-Congo hemorrhagic fever, Kosovo, 
2013-2016. Emerg Infect Dis. 2019;25(2):321-4.  https://doi.
org/10.3201/eid2502.171999  PMID: 30666932 

6.	 Christova I, Gladnishka T, Taseva E, Kalvatchev N, Tsergouli K, 
Papa A. Seroprevalence of Crimean-Congo hemorrhagic fever 
virus, Bulgaria. Emerg Infect Dis. 2013;19(1):177-9.  https://doi.
org/10.3201/eid1901.120299  PMID: 23260369 

7.	 Magyar N, Kis Z, Barabás É, Nagy A, Henczkó J, Damjanova I, 
et al. New geographical area on the map of Crimean-Congo 
hemorrhagic fever virus: First serological evidence in the 
Hungarian population. Ticks Tick Borne Dis. 2021;12(1):101555.  
https://doi.org/10.1016/j.ttbdis.2020.101555  PMID: 33022559 

8.	 Földes F, Madai M, Németh V, Zana B, Papp H, Kemenesi G, 
et al. Serologic survey of the Crimean-Congo haemorrhagic 
fever virus infection among wild rodents in Hungary. Ticks 
Tick Borne Dis. 2019;10(6):101258.  https://doi.org/10.1016/j.
ttbdis.2019.07.002  PMID: 31302067 

9.	 Németh V, Oldal M, Egyed L, Gyuranecz M, Erdélyi K, Kvell 
K, et al. Serologic evidence of Crimean-Congo hemorrhagic 
fever virus infection in Hungary. Vector Borne Zoonotic Dis. 
2013;13(4):270-2.  https://doi.org/10.1089/vbz.2012.1011  
PMID: 23421895 

10.	 Ceianu CS, Panculescu-Gatej RI, Coudrier D, Bouloy M. First 
serologic evidence for the circulation of Crimean-Congo 
hemorrhagic fever virus in Romania. Vector Borne Zoonotic 
Dis. 2012;12(9):718-21.  https://doi.org/10.1089/vbz.2011.0768  
PMID: 22897346 

11.	 Rodriguez SE, Hawman DW, Sorvillo TE, O’Neal TJ, Bird 
BH, Rodriguez LL, et al. Immunobiology of Crimean-Congo 
hemorrhagic fever. Antiviral Res. 2022;199:105244.  https://
doi.org/10.1016/j.antiviral.2022.105244  PMID: 35026307 

12.	 Bernard C, Joly Kukla C, Rakotoarivony I, Duhayon M, 
Stachurski F, Huber K, et al. Detection of Crimean-Congo 
haemorrhagic fever virus in Hyalomma marginatum ticks, 
southern France, May 2022 and April 2023. Euro Surveill. 
2024;29(6):2400023.  https://doi.org/10.2807/1560-7917.
ES.2024.29.6.2400023  PMID: 38333936 

13.	 Földvári G, Szabó É, Tóth GE, Lanszki Z, Zana B, Varga Z, et al. 
Emergence of Hyalomma marginatum and Hyalomma rufipes 
adults revealed by citizen science tick monitoring in Hungary. 
Transbound Emerg Dis. 2022;69(5):e2240-8.  https://doi.
org/10.1111/tbed.14563  PMID: 35436033 

14.	 Welch SR, Garrison AR, Bente DA, Burt F, D’Addiego J, Devignot 
S, et al. Third International Conference on Crimean-Congo 
Hemorrhagic Fever in Thessaloniki, Greece, September 
19-21, 2023. Antiviral Res. 2024;225:105844.  https://doi.
org/10.1016/j.antiviral.2024.105844  PMID: 38428749 

15.	 Jakimovski D, Grozdanovski K, Rangelov G, Pavleva V, 
Banović P, Cabezas-Cruz A, et al. Cases of Crimean-Congo 
haemorrhagic fever in North Macedonia, July to August 
2023. Euro Surveill. 2023;28(34):2300409.  https://doi.
org/10.2807/1560-7917.ES.2023.28.34.2300409  PMID: 
37616118 

16.	 Stamatović L, Panev D, Gerovski V, Miladinović T, Grdanoski 
S, Radović S, et al. Epidemija Krimske Hemoragične Groznice. 
Vojnosanit Pregl. 1971;28:237-41.

17.	 The National Center of Infectious and Parasitic Diseases 
(NCIPD). Weekly Report for CCHFV; Week 28, Year 2023. Sofia: 
NCIPD. [Accessed: 24 Jan 2025]. Bulgarian. Available from 

https://www.ncipd.org/index.php?option=com_biuletin&view
=view&year=2023&month=46&lang=bg

18.	 Papa A, Sidira P, Larichev V, Gavrilova L, Kuzmina K, Mousavi-
Jazi M, et al. Crimean-Congo hemorrhagic fever virus, Greece. 
Emerg Infect Dis. 2014;20(2):288-90.  https://doi.org/10.3201/
eid2002.130690  PMID: 24447877 

19.	 Papa A, Bino S, Papadimitriou E, Velo E, Dhimolea M, 
Antoniadis A. Suspected Crimean Congo haemorrhagic fever 
cases in Albania. Scand J Infect Dis. 2008;40(11-12):978-80.  
https://doi.org/10.1080/00365540802144125  PMID: 18609200 

20.	 Ticks of Europe and North Africa. A Guide to Species 
Identification. Estrada-Peña A, Mihalca AD, Petney T (editors). 
Dordrecht: Springer; 2018. p. 404.

21.	 Badji A, Ndiaye M, Gaye A, Dieng I, Ndiaye EH, Dolgova AS, 
et al. Detection of Crimean-Congo haemorrhagic fever virus 
from livestock ticks in northern, central and southern Senegal 
in 2021. Trop Med Infect Dis. 2023;8(6):317.  https://doi.
org/10.3390/tropicalmed8060317  PMID: 37368735 

22.	 Sas MA, Vina-Rodriguez A, Mertens M, Eiden M, Emmerich P, 
Chaintoutis SC, et al. A one-step multiplex real-time RT-PCR 
for the universal detection of all currently known CCHFV 
genotypes. J Virol Methods. 2018;255:38-43.  https://doi.
org/10.1016/j.jviromet.2018.01.013  PMID: 29408661 

23.	 Atkinson B, Chamberlain J, Logue CH, Cook N, Bruce C, 
Dowall SD, et al. Development of a real-time RT-PCR assay 
for the detection of Crimean-Congo hemorrhagic fever virus. 
Vector Borne Zoonotic Dis. 2012;12(9):786-93.  https://doi.
org/10.1089/vbz.2011.0770  PMID: 22217175 

24.	Conceição-Neto N, Zeller M, Lefrère H, De Bruyn P, Beller L, 
Deboutte W, et al. Modular approach to customise sample 
preparation procedures for viral metagenomics: a reproducible 
protocol for virome analysis. Sci Rep. 2015;5(1):16532.  https://
doi.org/10.1038/srep16532  PMID: 26559140 

25.	 Tamura K, Nei M. Estimation of the number of nucleotide 
substitutions in the control region of mitochondrial DNA in 
humans and chimpanzees. Mol Biol Evol. 1993;10(3):512-26. 
PMID: 8336541 

26.	 Letunic I, Bork P. Interactive Tree of Life (iTOL) v6: recent 
updates to the phylogenetic tree display and annotation 
tool. Nucleic Acids Res. 2024;52(W1):W78-82.  https://doi.
org/10.1093/nar/gkae268  PMID: 38613393 

27.	 European Centre for Disease Prevention and Control (ECDC). 
Communicable disease threats report, 30 July–5 August 
2023, week 31. Stockholm: ECDC; 4 Aug 2023. Available 
from: https://www.ecdc.europa.eu/en/publications-data/
communicable-disease-threats-report-30-july-5-august-2023-
week-31

28.	European Centre for Disease Prevention and Control 
(ECDC). Communicable disease threats report, 13-19 August 
2023, week 33. Stockholm: ECDC; 18 Aug 2023. Available 
from: https://www.ecdc.europa.eu/en/publications-data/
communicable-disease-threats-report-13-19-august-2023-
week-33

29.	 Duh D, Nichol ST, Khristova ML, Saksida A, Hafner-Bratkovič 
I, Petrovec M, et al. The complete genome sequence of a 
Crimean-Congo hemorrhagic fever virus isolated from an 
endemic region in Kosovo. Virol J. 2008;5(1):7.  https://doi.
org/10.1186/1743-422X-5-7  PMID: 18197964 

30.	 Apanaskevich DA, Filippova NA, Horak IG. The genus 
Hyalomma Koch, 1844. x. redescription of all parasitic stages 
of H. (Euhyalomma) scupense Schulze, 1919 (= H. detritum 
Schulze) (Acari: Ixodidae) and notes on its biology. Folia 
Parasitol (Praha). 2010;57(1):69-78.  https://doi.org/10.14411/
fp.2010.009  PMID: 20450001 

31.	 Schuster I, Mertens M, Mrenoshki S, Staubach C, Mertens 
C, Brüning F, et al. Sheep and goats as indicator animals for 
the circulation of CCHFV in the environment. Exp Appl Acarol. 
2016;68(3):337-46.  https://doi.org/10.1007/s10493-015-
9996-y  PMID: 26704262 

32.	 Fajs L, Jakupi X, Ahmeti S, Humolli I, Dedushaj I, Avšič-Županc 
T. Molecular epidemiology of Crimean-Congo hemorrhagic 
fever virus in Kosovo. PLoS Negl Trop Dis. 2014;8(1):e2647.  
https://doi.org/10.1371/journal.pntd.0002647  PMID: 
24416468 

33.	 Uyar Y, Christova I, Papa A. Current situation of Crimean Congo 
hemorrhagic fever (CCHF) in Anatolia and Balkan Peninsula. 
Turk Hij Deney Biyol Derg. 2011;68(3):139-51.  https://doi.
org/10.5505/TurkHijyen.2011.60352 

34.	Christova I, Panayotova E, Groschup MH, Trifonova I, 
Tchakarova S, Sas MA. High seroprevalence for Crimean-
Congo haemorrhagic fever virus in ruminants in the absence of 
reported human cases in many regions of Bulgaria. Exp Appl 
Acarol. 2018;75(2):227-34.  https://doi.org/10.1007/s10493-
018-0258-7  PMID: 29713918 

35.	 De Liberato C, Frontoso R, Magliano A, Montemaggiori 
A, Autorino GL, Sala M, et al. Monitoring for the possible 

https://crossmark.crossref.org/dialog/?doi=10.2807/1560-7917.ES.2025.30.4.2400286&domain=pdf&date_stamp=2025-01-30


10 www.eurosurveillance.org

introduction of Crimean-Congo haemorrhagic fever virus in 
Italy based on tick sampling on migratory birds and serological 
survey of sheep flocks. Prev Vet Med. 2018;149:47-52.  https://
doi.org/10.1016/j.prevetmed.2017.10.014  PMID: 29290300 

36.	 Schuster I, Chaintoutis SC, Dovas CI, Groschup MH, Mertens M. 
Detection of Crimean-Congo hemorrhagic fever virus-specific 
IgG antibodies in ruminants residing in Central and Western 
Macedonia, Greece. Ticks Tick Borne Dis. 2017;8(4):494-8.  
https://doi.org/10.1016/j.ttbdis.2017.02.009  PMID: 28286143 

37.	 Papa A, Sidira P, Tsatsaris A. Spatial cluster analysis of 
Crimean-Congo hemorrhagic fever virus seroprevalence in 
humans, Greece. Parasite Epidemiol Control. 2016;1(3):211-8.  
https://doi.org/10.1016/j.parepi.2016.08.002  PMID: 29988220 

38.	Panayotova E, Papa A, Trifonova I, Christova I. Crimean-
Congo hemorrhagic fever virus lineages Europe 1 and Europe 
2 in Bulgarian ticks. Ticks Tick Borne Dis. 2016;7(5):1024-8.  
https://doi.org/10.1016/j.ttbdis.2016.05.010  PMID: 27378409 

39.	 Christova I, Di Caro A, Papa A, Castilletti C, Andonova L, 
Kalvatchev N, et al. Crimean-Congo hemorrhagic fever, 
southwestern Bulgaria. Emerg Infect Dis. 2009;15(6):983-5.  
https://doi.org/10.3201/eid1506.081567  PMID: 19523314 

40.	World Bank Group. World Bank Climate Change Knowledge 
Portal. Washington DC: World Bank Group. [Accessed: 24 
Jan 2025]. Available from: https://climateknowledgeportal.
worldbank.org

41.	 Kulichenko AN, Prislegina DA. Climatic prerequisites for 
changing activity in the natural Crimean-Congo hemorrhagic 
fever focus in the South of the Russian Federation. 
Russian. Infektsiia Immun. 2019;9(1):162-72.  https://doi.
org/10.15789/2220-7619-2019-1-162-172 

42.	 Vescio FM, Busani L, Mughini-Gras L, Khoury C, Avellis L, 
Taseva E, et al. Environmental correlates of Crimean-Congo 
haemorrhagic fever incidence in Bulgaria. BMC Public Health. 
2012;12(1):1116.  https://doi.org/10.1186/1471-2458-12-1116  
PMID: 23270399 

43.	 Meletis E, Poulakida I, Perlepe G, Katsea A, Pateras K, 
Boutlas S, et al. Early warning of potential epidemics: A pilot 
application of an early warning tool to data from the pulmonary 
clinic of the university hospital of Thessaly, Greece. J Infect 
Public Health. 2024;17(3):401-5.  https://doi.org/10.1016/j.
jiph.2024.01.008  PMID: 38262075 

44.	Kostoulas P, Meletis E, Pateras K, Eusebi P, Kostoulas T, 
Furuya-Kanamori L, et al. The epidemic volatility index, a novel 
early warning tool for identifying new waves in an epidemic. 
Sci Rep. 2021;11(1):23775.  https://doi.org/10.1038/s41598-
021-02622-3  PMID: 34893634 

45.	 Alhilfi RA, Khaleel HA, Raheem BM, Mahdi SG, Tabche C, Rawaf 
S. Large outbreak of Crimean-Congo haemorrhagic fever in 
Iraq, 2022. IJID Reg. 2023;6:76-9.  https://doi.org/10.1016/j.
ijregi.2023.01.007  PMID: 36818019 

46.	Ndreu A, Tomini E, Qato M, Meta E. Two cases of Crimean-
Congo hemorrhagic fever in Gjinaj, Kukes, Albani. 
Medrech.2018;5(4):305-8.

47.	 Muco E, Como N, Bino S, Harxhi A, Pipero P, Kota M, et al. 
Crimean-Congo hemorrhagic fever with hepatic impairment 
and vaginal hemorrhage: a case report. J Med Case Rep. 
2018;12(1):118.  https://doi.org/10.1186/s13256-018-1665-4  
PMID: 29724249 

48.	Fanelli A, Schnitzler JC, De Nardi M, Donachie A, Capua I, 
Lanave G, et al. Epidemic intelligence data of Crimean-Congo 
haemorrhagic fever, European Region, 2012 to 2022: a new 
opportunity for risk mapping of neglected diseases. Euro 
Surveill. 2023;28(16):2200542.  https://doi.org/10.2807/1560-
7917.ES.2023.28.16.2200542  PMID: 37078883 

49.	 European Centre for Disease Prevention and Control 
(ECDC). Cases of Crimean–Congo haemorrhagic fever 
infected in the EU/EEA, 2013–present. Stockholm: ECDC; 
28 Aug 2024. Available from: https://www.ecdc.europa.
eu/en/crimean-congo-haemorrhagic-fever/surveillance/
cases-eu-since-2013

50.	 AvŠiČ-Županc T. Epidemiology of Crimean-Congo Hemorrhagic 
Fever in the Balkans. In: Ergonul O, Whitehouse CA. (eds). 
Crimean-Congo Hemorrhagic Fever. Dordrecht; Springer 2007. 
p. 75–88. Available from:  https://doi.org/10.1007/978-1-4020-
6106-6_7  https://doi.org/10.1007/978-1-4020-6106-6_7 

51.	 Ahmeti S, Berisha L, Halili B, Ahmeti F, von Possel R, Thomé-
Bolduan C, et al. Crimean-Congo hemorrhagic fever, Kosovo, 
2013-2016. Emerg Infect Dis. 2019;25(2):321-4.  https://doi.
org/10.3201/eid2502.171999  PMID: 30666932 

52.	 Ajazaj-Berisha L, Ahmeti S, Dreshaj S, Namani S, Qehaja-Buqaj 
E, Vishaj A, et al. Nosocomial infection of Crimean-Congo 
hemorrhagic fever in Kosovo. Eur J Intern Med. 2013;24(Suppl 
1):e207.  https://doi.org/10.1016/j.ejim.2013.08.529 

53.	 Ahmeti S, Raka L. Crimean-Congo haemorrhagic fever in 
Kosova : a fatal case report. Virol J. 2006;3(1):85.  https://doi.
org/10.1186/1743-422X-3-85  PMID: 17034648 

54.	 Instituti i Shëndetit P. (ISHP). Pediatric cases of Crimean-Congo 
hemorrhagic fever in Kosovo. Tirana; ISHP. [Accessed: 24 Jan 
2025]. Available from: https://www.ishp.gov.al/pediatric-
cases-of-crimean-congo-hemorrhagic-fever-in-kosovo/

License, supplementary material and copyright
This is an open-access article distributed under the terms of 
the Creative Commons Attribution (CC BY 4.0) Licence. You 
may share and adapt the material, but must give appropriate
credit to the source, provide a link to the licence and indicate 
if changes were made. 

Any supplementary material referenced in the article can be 
found in the online version.

This article is copyright of the authors or their affiliated in-
stitutions, 2025.

https://crossmark.crossref.org/dialog/?doi=10.2807/1560-7917.ES.2025.30.4.2400286&domain=pdf&date_stamp=2025-01-30

