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Abstract
Ophidiomycosis is an emerging infectious disease caused by the fungus Ophidiomyces ophidiicola (Oo). To date, Oo pres-
ence or associated disease condition has been recorded in wild and/or captive snakes from North America, Europe, Asia 
and Australia, but the data is still scarce outside the Nearctic. Although Italy is a country with a high snake biodiversity 
in the European panorama, and animals with clinical signs compatible with Oo infection have been documented, to date 
no investigations have reported the disease in the wild. Therefore, a pilot survey for the Italian territory was performed 
in conjunction with setting up a complete diagnostic workflow including SYBR Green-based real-time PCR assay for the 
detection of Oo genomic and mitochondrial DNA combined with histopathology of scale clips. Oo presence was investi-
gated in 17 wild snake specimens from four different species. Four snakes were sampled in a targeted location where the 
mycosis was suspected via citizen science communications (i.e. North of the Lake Garda), whereas other ophidians were 
collected following opportunistic sampling. Oo genomic and mitochondrial DNA were detected and sequenced from all 
four Lake Garda Natrix tessellata, including three juveniles with macroscopic signs such as discolouration and skin crusts. 
From histopathological examination of scale clips, the three young positive individuals exhibited ulceration, inflammation 
and intralesional hyphae consistent with Oo infection, and two of them also showed the presence of arthroconidial tufts 
and solitary cylindrical arthrospores, allowing “Ophidiomycosis and Oo shedder” categorisation. For the remaining snake 
samples, the real-time PCR tested negative for Oo. This pilot survey permitted to localise for the first time Oo infection 
in free-ranging ophidians from Italy. Ophidiomycosis from Lake Garda highlights the need to increase sampling efforts 
in this area as well as in other northern Italian lakes to assess the occurrence of the pathogen, possible risk factors of the 
infection, its impact on host population fitness and the disease ecology of Oo in European snakes.
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Introduction

Emerging infectious diseases (EIDs) have been defined as 
infectious diseases which have recently appeared in a popu-
lation, and can increase in incidence or with an expanding 
range (Fisher 2018). EIDs can constitute a hazard for animal 
health and biodiversity since they can pose a serious threat 
to organisms and can even cause local and global extinc-
tions (Hoberg and Brooks 2015). With regards to snakes, 
ophidiomycosis, also known as snake fungal disease and 
caused by the keratinophilic fungus Ophidiomyces ophidi-
icola (Oo, formerly O. ophiodiicola), has raised concerns 
in recent years as an EID (see Di Nicola et al. 2022a). Even 
if the severity of its impact on snake populations is still 
unclear (McKenzie et al. 2021; Di Nicola et al. 2022a), Oo 
presence or associated mycosis has currently been recorded 
in wild and/or captive snakes from North America, Europe, 
Asia and Australia (e.g. Sigler et al. 2013; Lorch et al. 2016; 
Franklinos et al. 2017; Sun et al. 2021; Takami et al. 2021).

Field monitoring of ophidiomycosis is complex since 
snakes are usually elusive animals, and are difficult to 
observe. Furthermore, their activity is influenced by cli-
matic-environmental conditions. Trap systems (e.g. pitfall 
and funnel traps) require a considerable field effort by the 
operators, and often prove to be ineffective, especially in 
areas with relatively low densities of individuals or in the 
case of unsuitable climatic conditions (see Turner 1978; 
Ward et al. 2017; Di Nicola et al. 2021). Hence, the low 
detectability and the difficulty of sampling snakes in the 
wild hampers surveillance of Oo at the population level, 
particularly in the short-term. Consequently, the actual 
effect of this disease on snake population trends may be 
challenging to assess.

A recent review has provided a world map of ophidiomy-
cosis on a global scale, reviewing the cases of detection and 
infection of Oo published in the scientific literature up to 
June 2021 (Di Nicola et al. 2022a): Oo has been reported for 
62 snake species and in 11 different countries (in 4 of which 
the fungus was only detected from snakes held in captiv-
ity). Since then, further investigations have been performed, 
and regarding newly reported species and/or countries, Oo 
presence was also confirmed in: captive specimens of Acro-
chordus granulatus imported from Indonesia to a Russian 
zoo (Ovchinnikov et al. 2021); free-ranging Python bivit-
tatus from Hong Kong, China (Grioni et al. 2021); differ-
ent free-ranging European snakes (i.e. Coronella austriaca, 
Hierophis viridiflavus, Natrix maura, N. natrix, Zamenis lon-
gissimus and Vipera nikolskii) in several further states (i.e. 
Austria, France, Germany, Hungary, Poland and Ukraine) 
(Blanvillain et al. 2022). Overall, the presence of Oo has 
been detected mainly in North America, while in Europe, 
Asia and Oceania data is still scant, and reliable information 

is lacking for Central/South America and Africa. The actual 
knowledge on Oo detection and/or infection in European 
free-ranging snakes is still limited. Oo detections have only 
been reported in 9 European countries (i.e. Austria, Czech 
Republic, France, Germany, Hungary, Poland, Switzerland, 
United Kingdom and Ukraine) and in 9 out of 57 European 
snake species (according to Di Nicola et al. 2022b; i.e. Cor-
onella austriaca, Hierophis viridiflavus, Natrix helvetica, N. 
maura, N. natrix, N. tessellata, Zamenis longissimus, Vipera 
berus and V. nikolskii) (see Franklinos et al. 2017; Meier et 
al. 2018; Blanvillain et al. 2022; Schüler et al. 2022). Fur-
thermore, Origgi et al. (2022) found ophidiomycosis in pre-
served museum specimens: Natrix helvetica (dated 2001), 
N. natrix (dated 1963) and N. tessellata (dated 1961) from 
Switzerland and two N. helvetica (dated 1959 and 1967) 
from Italy. The samples generically labelled as Italian do 
not have a more precise geographical indication.

Italy constitutes one of the most herpetological diverse 
countries in Europe (Nania et al. 2022), hosting about 59 
species of reptiles (Sindaco and Razzetti 2021): it includes 
22 species of snakes that represent 39% of the 57 Euro-
pean ophidian species (including allochthonous taxa) so far 
reported (Di Nicola et al. 2022b). Nonetheless, reports of 
screenings in Italy for Oo have been scarce to date, only 
being conducted in two cases; in both instances, Oo was 
not detected (i.e. Cocullo and Pretoro “Serpari” festivals, 
local events involving wild snakes – Marini et al. 2022a, 
b). Moreover, a few observations of snakes with clinical 
signs compatible with ophidiomycosis appeared in a single 
publication (Meier et al. 2018) or in reports from citizen 
scientists in social media, and none of these observations 
were confirmed with testing. Hence, no prospective stud-
ies recording Oo presence/infection in Italian free-ranging 
snakes have been reported so far.

The aim of the present study was to perform a pilot sur-
vey to investigate Oo presence and infection in snake spe-
cies from Italy while obtaining a proof-of-concept intended 
to optimise a complete experimental diagnostic workflow 
with rapid execution time and, in particular, at low cost. 
An additional objective was to collect a range of different 
samples and apply feasible sampling methods to allow Oo 
investigation in the most efficient and versatile manner.

Materials and methods

Study area and sampling

Since 2015, some Natrix tessellata and N. helvetica indi-
viduals with dysecdysis, crusty lesions and swellings have 
come to the attention of the authors through citizen sci-
ence photographs and consecutive personal surveys. These 
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snakes have been spotted on the shores of northern Italian 
lakes such as Maggiore, Como, Annone and, in particular, 
Garda. Considering the relevance of the observations com-
ing from the northern portion of Lake Garda (e.g. N. tessel-
lata in Fig. S1), Riva del Garda municipality was selected as 
the priority area for the pilot study. At the same time, sam-
ples from live snakes and road-killed specimens from other 
species and locations across Italy were tested to increase the 
sample size and to compare Oo screening results.

The Lake Garda field survey was conducted along a 
1165 m stretch of coast (municipality of Riva del Garda, 
Autonomous Province of Trento; coordinates: 45°52’51"N, 
10°50’58” E; elevation: 62 m a.s.l. - Fig. 1). Specifically, the 
visual encounter survey took place along the rock armour, 
occupying 56% (i.e. 688 m) of the portion of the surveyed 
stretch, otherwise occupied by a sandy beach. This artifi-
cial rocky shore was selected as particularly suitable habi-
tat for the presence of N. tessellata (Scali et al. 2011). The 
survey was performed on the 2nd March 2021, a late win-
ter day with a relatively mild climate (i.e. clear weather; 
T min = 0°C, T max = 16°C; average wind speed = 6 km/h). 
Each captured snake was carefully examined, measured 
and photographed with a focus on investigating any pos-
sible lesions. Dry swabbing was then performed with a 
single sterile cotton-tipped applicator for each individual 
for ten repetitions on the dorsal scales, ventral scales and 
head region in order to cover all the skin surface. Finally, the 
same applicator was also rubbed ten times on each identi-
fied lesion. The entire procedure was repeated three times, 
for a total of three dry swabs per snake. Dry swab tips were 
placed in 1.5 ml tubes, subsequently stored at -20°C. Super-
ficial scale clipping was performed on the skin close to the 

main lesions (if any), while avoiding reaching the subcu-
taneous tissue, using disposable sterile surgical scissors 
(Iris scissors curved 11.5 cm, Peha®-instrument). All tissue 
samples were then fixed in 96% ethanol. Following these 
procedures, each snake was released at the precise location 
where it was found to minimise the effect of sampling on the 
snakes’ behaviour.

Additional individuals from other Italian localities were 
opportunistically sampled to increase the sample size for 
the analysis (Fig. 1). Tissues from road-killed specimens 
preserved in 96% ethanol or frozen, and dry swabs from 
live snakes were collected. In latter cases, swabbing was 
performed as described above, whereas for dead specimens, 
when possible (i.e. clinically affected individuals), tissues 
showing gross lesion(s) were preferred over apparently 
healthy skin.

Molecular analysis and sequencing

Molecular analysis was applied for screening Oo presence 
and confirming the fungal identification using 3 swabs and/
or tissue samples – scale clips or tissues from road-killed 
specimens – collected from each snake (see Table S1).

DNA was extracted from dry swabs and tissues accord-
ing to the method by Hyatt et al. (2007) and Franklinos et 
al. (2017). In brief, 100 µl (for dry swabs) or 50 µl (for 
tissues) of PrepMan Ultra Sample Preparation Reagent 
(ThermoFisher, Carlsbad, CA, USA) and 50 mg of 0.5 mm 
diameter zirconium oxide beads were added to 1.5 ml tubes 
containing the samples. Homogenization for 60 s with Bul-
let Blender Storm 24 (Next Advance, Inc. New York, USA) 
followed by a centrifugation (30 s at 13 000 RPM) was 

Fig. 1 Study area. (A) Samples 
in the European context: orange 
dot represents Lake Garda 
samples; blue dots represent 
additional samples from other 
Italian localities. Inset: Detail of 
Garda’s samples within Italian 
regions’ borders. (B) Focus on 
the interested Lake Garda coast 
with delimited regional bor-
ders. Orange dots represent the 
4 Natrix tessellata from Riva 
del Garda (Province of Trento, 
Italy). Map source: Google Earth 
(modified)
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adding the tolerance (setting the Percentage of Range at 
20) to the average of the negative controls. The number of 
cycles used to calculate the average end-point RFU in the 
setting was 5 (End Cycle to Average). Moreover, threshold 
cycle (Ct) values across real-time PCR runs were evaluated 
to confirm the presence of Oo DNA.

Primers from Franklinos et al. (2017 - Table S2) were 
used to carry out the broad-range panfungal conventional 
PCR targeting genomic D1-D2 region. The latter genomic 
fragment was amplified using the PyroMark PCR kit (Qia-
gen − 12.5 µl of PyroMark PCR Master mix, 1 µl of 25 mM 
MgCl2, 7 µl nuclease-free water and 2.5 µl of CoralLoad 
Concentrate) together with 0.5 µl (500nM) forward primer, 
0.5 µl (500nM) reverse primer, and 1 µl of DNA template, 
for a total 25 µl per reaction incubated at the following con-
ditions: 95°C for 15 min; 40 cycles of 94°C for 30 s, 58°C 
for 30 s, 72°C for 30 s; final extension of 72°C for 10 min. 
Finally, the products were run on agarose gel for visualisa-
tion and size determination.

A subset of amplicons from real-time and conventional 
PCR were separated on agarose gels to be checked for the 
expected size. Then, specific bands were excised from the 
agarose gel and extracted using QIAquick® Gel Extraction 
Kit according to the manufacturer’s instructions. Otherwise, 
after the inspection of DNA fragments, amplification prod-
ucts from the well were directly purified with QIAquick® 
PCR Purification Kit according to the manufacturer’s 
instructions. Purified PCR products were directly Sanger 
sequenced by a commercial service (Macrogen, The Nether-
lands) on both strands using the same primers employed for 
previous amplifications. The resulting sequences were edited 
and assembled using BioEdit software and compared with 
the ones deposited in GenBank using the Basic Local Align-
ment Search Tool (BLAST) software (https://blast.ncbi.
nlm.nih.gov/Blast.cgi). Moreover, some selected obtained 
sequences were submitted to the GenBank database.

Histopathology

Histological examination was carried out in cases for which 
Oo was detected by molecular means to confirm infection, 
when tissue was still available. Tissues stored in 96% etha-
nol were further fixed in 10% neutral buffered formalin for 
24 h, and then routinely processed into paraffin blocks with 
a longitudinal orientation. Sections measuring 5 μm were 
cut, stained with Hematoxylin-Eosin (HE), Periodic acid–
Schiff (PAS) and Grocott’s methenamine silver, and exam-
ined under light microscopy. Additionally, selected slides 
were scanned with Leica Aperio AT2 (magnification: 20X, 
0.75 Numerical Aperture, 2X optical magnifier) and used 
for morphometric measurements or snapshot capture with 
QuPath software (version 0.3.2).

repeated twice. Then, samples were heated 12 min at 95°C 
with a thermoblock, cooled for 5 min and centrifuged again 
(30 s at 13 000 RPM). Twenty to 30 µl of supernatant was 
recovered and DNA concentration (Table S1) and quality 
was evaluated with Nanodrop 2000c spectrophotometer 
(ThermoFisher, Carlsbad, CA, USA). When applicable, an 
aliquot of the extracts was diluted to a concentration of 25 
ng/µl. Successively, original extracts and eventual aliquots 
were stored at -20°C or directly used. If all swab samples 
from an individual resulted negative at the real-time PCR, 
DNA was also extracted from an available scale clip stored 
in 96% ethanol.

The DNA from each swab or tissues was first run in 
triplicate with a real-time PCR for the internal transcribed 
spacer 2 (ITS2) within the ribosomal RNA (rRNA) gene 
complex of Oo. When the samples where positive for ITS2, 
the DNA from a single positive swab was analysed in tripli-
cate to confirm the presence of Oo with (i) a real-time PCR 
targeting mitochondrial Oo NADH dehydrogenase subunit 
1 (nad1) and (ii) a broad-range panfungal conventional PCR 
targeting genomic D1-D2 region of the large subunit of the 
rRNA gene.

Real-time PCRs specific for genomic and mitochondrial 
Oo DNA were performed using primer sets targeting (i) 
ITS2 and (ii) nad1, designed by (i) Bohuski et al. (2015) 
and (ii) Lorch et al. (2021), respectively (Table S2). A real-
time PCR using SYBR Green was carried out for both 
primer sets. Each 10 µl reaction used the following volumes 
of reagents: 5 µl of iQ SYBR Green Supermix (Bio-Rad 
Laboratories Inc. Hercules, CA, USA); 16–100 ng of DNA 
in a volume of 4 µl (original concentrations in Table S1); 
0.7 µl of nuclease-free water, 0.3 µl of 10 µM suspension of 
forward and reverse primers. A CFX384 Touch Real-Time 
PCR Detection System (Bio-Rad Laboratories Inc. Hercu-
les, CA, USA) was used to amplify products of both primer 
sets with the same following cycling conditions (used also 
by Bohuski et al. 2015 in the original TaqMan assay – see 
Fig. S2): 3 min at 95°C, then 40 cycles of 3 s at 95°C, and 
30 s at 60°C.

Real-time PCR results and melting curves were analysed 
using Bio-Rad CFX Maestro software to ensure enrichment 
of only one product. The efficiency of the real-time PCR 
assay for the ITS2 Oo gene was tested using a positive con-
trol of DNA extracted from tissue (Fig. S3) kindly provided 
by F.C. Origgi. Negative controls were established using 
nuclease-free water instead of DNA template. The absence 
or presence of Oo DNA for diagnostic purposes was dis-
criminated by analysing the final relative fluorescence units 
(RFUs) for the sample wells via Bio-Rad CFX Maestro 
software. Samples considered positive had an RFU value 
greater than the average RFU value of the negative controls 
plus the cut off value. The cut off value was calculated by 
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road-killed specimens (four preserved in 96% ethanol and 
four frozen), while the other five were alive and sampled 
using dry swabs. These additional snakes came from seven 
Italian regions and belonged to 4 different taxa with an age 
range spanning from juvenile to adult. Four out of these 
13 ophidians were showing gross signs consistent with Oo 
mycosis (Table 1, S3).

Molecular results

Oo genomic (ITS2) and mitochondrial (nad1) DNA was 
detected in all dice snakes from Garda lake (NT1, NT2, 
NT3, NT4). PCR results are shown in Table 1, S3 and S4. 
In all the young dice snakes (NT1, NT2, NT3), 2 out of 3 
swabs (66.6%) were positive in triplicate or duplicate for 
the ITS2 gene, whereas for the adult (NT4) Oo ITS2 was 
detected only from the scale clip and all the 3 swabs tested 
negative. Mitochondrial nad1 and genomic D1-D2 region 
were successfully amplified from one random DNA tem-
plate that was PCR-positive for the ITS2 target; amplicons 

Results

Sampling data and gross findings

On 2nd March 2021, from 11 am onwards, a field survey was 
conducted in the above-mentioned stretch of Lake Garda 
coast and four Natrix tessellata individuals, namely NT1, 
NT2, NT3 and NT4, were encountered and found active on 
such coastal area (Fig. 1B). The first three snakes had a total 
length of 22.1 cm, 21.2 and 21.6 cm, and likely represented 
young individuals born in the previous summer period 
(Scali et al. 2011; Di Nicola et al. 2021 - Fig. 2A, B, C); the 
fourth individual was a 54 cm adult (Fig. 2D). Clinical signs 
consistent with Oo infection (i.e. discolouration, displaced 
scales, skin ulcerations and crusts - Fig. 3) were found in the 
three juveniles (NT1, NT2, NT3), whereas the adult indi-
vidual (NT4) did not show any clinical sign.

Additional samples originating from 13 wild snakes 
found in other Italian localities were included in the analysis 
(Table 1, S3; Fig. 1A). Amongst these ophidians, eight were 

Fig. 2 Natrix tessellata individuals observed on the 2nd of March 2022 and sampled for Oo infection. (A) NT1, juvenile. (B) NT2, juvenile. (C) 
NT3, juvenile. (D) NT4, adult. Photocredits: Matteo R. Di Nicola
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except for D1-D2 locus from NT1 for which we obtained 
a sequence consistent with Cladosporium sp. (98.99% of 
homology with C. sphaerospermum and C. halotolerans; 
Table S5). Representative sequences (one sequence for each 
target region that showed 100% homology with Oo) were 
deposited in the NCBI Nucleotide database under accession 
numbers OQ612704, OQ613488 and OQ607750 (see Table 
S5). The sequence of the probe marked with 6-carboxyfluo-
rescein (FAM) and Black Hole Quencher®-1 (BHQ-1) used 
to detect the Oo ITS2 gene in the original TaqMan real-time 
PCR system by Bohuski et al. (2015) was always present in 
our ITS2 sequences (Table S5).

 ITS2 real-time PCR for the additional samples from out-
side Lake Garda (Table 1, S3) were all negative, hence no 
further analyses were performed.

Histopathological evaluation

Scale clips from NT1, NT2 and NT3, deemed as posi-
tive for Oo based on the molecular screening results, were 
used for histopathological evaluation. The NT4 scale clip 

were of the expected size in all instances. The RFU aver-
ages at the end of the PCR reactions from ITS2 for positive 
samples ranged from 1070 to 1960, while the ones from the 
positive control ranged from 1635 to 2365 (Table S4). For 
the nad1 gene, these values ranged from 496 to 1080 for the 
samples with a range of 1118–1973 for the positive con-
trol (Table S4). The averages of the Ct values in positive 
samples for the ITS2 were equal to or below 29.67 whereas 
positive controls reached the maximum average Ct value of 
24.20. In contrast, the maximum average Ct values of posi-
tive samples for nad1 was 31.66 while the positive control 
average Ct values were 26.65 or 29.63 (Table S4). Aver-
ages of melting temperatures were equal to or lower than 
0.5 or 1°C compared to the ones of positive controls (ITS2: 
84°C; nad1: 73.5°C) (Table S4). The melting curves and 
peaks showed the amplification of only one product and the 
amplicons’ size obtained on agarose gel was consistent with 
the expected product length.

Pairwise genetic distance of the obtained sequences with 
other deposited Oo sequences in GenBank (first Oo sequence 
in GenBank) varied between 96.43% and 100% (Table S5), 

Fig. 3 Main lesions consistent with Oo infection observed in the three 
symptomatic juvenile Natrix tessellata. (A) NT1, Focal yellowish, 
discoloured and erosed ventral scales. (B) NT2, Focal skin ulceration 
with a dark necrotic aspect in the mid region of the body. (C) NT2, 

Dorsal scales close to the head region: focal crust displacing a scale. 
(D) NT3, Crusts taking the place of missing scales in the dorsal side of 
the tail. Photocredits: Matteo R. Di Nicola
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Discussion and conclusions

This study constitutes a pilot survey to detect the presence 
of Oo in Italian snakes, using photographic and citizen sci-
ence evidence that highlighted clinical signs consistent with 
ophidiomycosis, particularly in snakes from northern Italian 
lakes (i.e. Lake Garda).

The use of real-time PCR with specific Oo primers in 
a SYBR Green-based assay yielded positive detections by 
means of RFUs (End-point) and Ct values analysis, which 
we were able to confirm by Sanger sequencing. In particu-
lar, the ITS2 products always contained the identical probe 
sequence designed for the original TaqMan real-time PCR 
by Bohuski et al. 2015 (Table S5). Moreover, we were able 
to successfully amplify both genomic and mitochondrial Oo 
DNA with the same volume of reagents and cycling condi-
tions, and easily discriminate the products by their melting 
temperatures and curves/peaks (Table S4; Fig. S2). Thus, 
after further optimisation, this approach may be developed 
into a multiplex PCR able to simultaneously detect both 
ITS2 and nad1 in a single well. SYBR Green is more than 
60% cheaper than TaqMan, because the reaction volumes 

was used for molecular analysis and further tissue was not 
available for histopathology. In the microscopic evaluation, 
gross lesions were correlated with multifocal inflammatory 
lesions extending from superficial to basal epidermal lay-
ers. The β, meso and α layers were surmounted and often 
effaced by a thick, eosinophilic, acellular, necrotic tissue 
intermingled with eosinophilic fibrin, karyorrhectic degen-
erated heterophils and cell debris (Fig. 4A, C, S3). A myriad 
of PAS/silver stain-positive fungal hyphae (2 to 5 μm in 
diameter) were found dispersed in the necrotic tissue. These 
hyphae were parallel walled, hyaline, pauciseptated and had 
non-dichotomous branching (Fig. 4B, D). The keratinocytes 
of the basal layer were hyperplastic, often showing aniso-
cytosis and disorganisation, being multifocally dysplastic 
and infiltrated by minimal to mild macrophages, pigmented 
macrophages and heterophils (Fig. S4). The air-lesion inter-
face of NT1 and NT2 was populated by arthroconidial tufts 
and solitary cylindrical arthrospores (~ 2 × 4 μm – Fig. 4A, 
C, D inset).

Table 1 Snake samples included in the study. See detailed information in Table S3. + means positive. - means negative. N.P. means not performed
ID code Species Date Locality Age class Finding

condition
Gross
signs

Molecu-
lar 
results

His-
tol-
ogy

CG21 Coronella girondica ‘21-10-05 Guzzano
(Emilia-Romagna)

Juvenile Dead Y - N.P.

CG01 Coronella girondica ‘21-11-11 Genova
(Liguria)

Sub-adult Dead N - N.P.

CG02 Coronella girondica ‘21-02-02 Bagno di Romagna (Emilia-Romagna) Adult Live N - N.P.
HV03 Hierophis viridiflavus ‘21-05-10 Giussago

(Lombardy)
Sub-adult Dead N - N.P.

HVGU Hierophis viridiflavus ‘21-09-29 Guidonia Montecelio
(Latium)

Adult Dead Y - N.P.

HVPG Hierophis viridiflavus ‘21-05-13 Marsciano
(Umbria)

Juvenile Live Y - N.P.

BSS Hierophis viridiflavus ‘21-05-19 Sorico
(Lombardy)

Adult Live Y - N.P.

HV02 Hierophis viridiflavus ‘21-02-09 Moglia
(Lombardy)

Adult Dead N - N.P.

HV01 Hierophis viridiflavus ‘21-03-10 Villanterio
(Lombardy)

Adult Dead N - N.P.

NHCE Natrix helvetica cetti ‘21-04-03 Sinnai
(Sardinia)

Adult Live N - N.P.

NH02 Natrix helvetica 
sicula

‘21-09-01 Montevecchia (Lombardy) Sub-adult Dead N - N.P.

NH01 Natrix helvetica 
sicula

‘21-04-25 Caselette
(Piedmont)

Sub-adult Live N - N.P.

NH03 Natrix helvetica 
sicula

‘21-07-01 Giussago
(Lombardy)

Adult Dead N - N.P.

NT1 Natrix tessellata ‘21-03-02 Riva del Garda (Province of Trento) Juvenile Live Y + +
NT2 Natrix tessellata ‘21-03-02 Riva del Garda (Province of Trento) Juvenile Live Y + +
NT3 Natrix tessellata ‘21-03-02 Riva del Garda (Province of Trento) Juvenile Live Y + +
NT4 Natrix tessellata ‘21-03-02 Riva del Garda (Province of Trento) Adult Live N + N.P.
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well as frequent sequencing of PCR products from positive 
samples.

Our study provides a proof-of-concept that Oo SYBR 
Green-based real-time PCR assay can generate reliable 
results, indicating its potential utility as an alternative 
method to the original TaqMan assay for Oo detection. 
However, further accurate validation is necessary to estab-
lish its performance characteristics (e.g. detection limit 
and reproducibility) and determine its level of agreement 
with the TaqMan assay. In addition, flank such tests with 
an implementation via fungal DNA absolute quantification 
(conversion of DNA concentration into number of copies or 
Genomic Equivalence) would allow broader, more frequent 
and affordable Oo screenings.

Amplicons resulting from PCR amplification of the three 
different Oo loci were sequenced. The sequences from all 
PCR positive individuals revealed that one or two regions 
among ITS2, nad1 and D1-D2 were 100% identical to 
existing Oo sequences in GenBank using BLAST (Table 
S5). On the other hand, some ITS2 or nad1 short amplicon 

for the real-time PCR assay can be reduced and for the 
intrinsic cost-effectiveness of the reagents (see Canessa et 
al. 2017). Furthermore, SYBR Green real-time PCR assay 
has already been validated and applied to the diagnosis of 
other emerging fungal pathogens in herpetofauna (Canessa 
et al. 2017; Costa et al. 2021). However, some authors con-
sider that SYBR Green real-time PCR assay should not be 
used for clinical diagnosis of Onygenalean dermatomycoses 
because it does not allow for an acceptable product identifi-
cation (Paré et al. 2020). SYBR Green is often considered to 
be less specific than TaqMan because it lacks a requirement 
for a specific probe to bind. In our case, it may not be an 
issue because the primers seem specific enough and, likely, 
the melting curves different from other non-target ampli-
cons. Until further screen and direct comparison of sensitiv-
ity and specificity between SYBR Green and TaqMan assay 
is done, we suggest overcoming the latter issues with SYBR 
Green-based molecular detection of Oo by conducting care-
ful inspection of melting curves, peaks and temperatures, as 

Fig. 4 Histopathological features of ophidiomycosis in juvenile dice 
snakes. (A) NT1, Longitudinal section of clipped scale showing 
necrosis, fibrin, heterophils and a myriad Oo hyphae dispersed in the 
necrotic tissue, PAS. (B) NT1, Hyaline pauciseptate hyphae showing 
parallel walls, non-dichotomous acute-angle branching and transverse 

septa. PAS. (C) NT2, Longitudinal section of clipped scale with erosed 
epidermis, basophilic bacterial colonies, arthroconidial tufts and 
underlying numerous hyphae, PAS. D, NT1. Hyphae consistent with 
Oo, Grocott. Inset: NT2. Arthroconidiation on the air-tissue interface, 
Grocott
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new location, it is advisable to collect multiple swabs as this 
may be beneficial to avoid false negatives in populations 
with unknown or low prevalence (Harding et al. 2022).

We performed histologic examination of tissues only 
when Oo was detected by molecular means, as this analy-
sis was used as confirmation of disease and not as first line 
diagnosis or assessment for fungal presence. Scale clipping 
permitted us to investigate tissues of live snakes with histo-
logical methods, particularly the pathogen, its morphology 
(hyphae and conidia) and related inflammatory response. 
Histology of scales, belonging to a lesion or close to it, 
evidenced massive mycosis in that interested focal area. 
The morphology of fungal elements was compatible with 
Ophidiomyces ophidiicola. While PAS and Grocott’s methe-
namine silver stain highlighted fungal walls in the sections, 
we observed diaphanous/translucent cylindrical structures 
in the same location on HE slides. These structures were 
indicative of hyphal proliferation, but we were unable to 
confirm the presence of fungi as their walls were unstained. 
Despite the superficial sampling showing minimal or absent 
dermal and subcutaneous tissue in the sections, the fungal 
morphology was clear: a massive presence of characteristic 
hyphal and conidial structures on the superficial layers of 
epidermis. To our knowledge, scale clips have already been 
used for molecular detection of Oo (McKenzie et al. 2019; 
Harding et al. 2022), but not for histopathology. Scale clip-
ping as a sampling method seems very versatile – the tissue 
can be used for molecular detection, histology and fungal 
culture – and minimally invasive when compared to other 
methods used in the field such as punch biopsies. However, 
it compromises the integrity of the integument and probably 
should be avoided in ophidians that are close to an immi-
nent brumation (Di Nicola et al. 2022a). Having to choose 
a single fixative substance for each scale clip (due to the 
limited amount of biological material available), we opted 
for 96% ethanol, being a good compromise for both DNA 
conservation for molecular analysis and fixation for histol-
ogy. Even if we encountered unavoidable artefacts during 
microscopy (e.g. vacuolation, quality loss of external layers 
- see Fig. 4), this fixation allowed for identification of the 
pathogen using histology and permitted us to have an addi-
tional back-up sample to perform a molecular-based assay. 
As a matter of fact, ethanol fixation of museum archival 
specimens allowed for successful Oo detection, both with 
molecular biology and histological methods (Lorch et al. 
2021; Origgi et al. 2022).

Association between skin lesions and Oo molecular/his-
tological presence suggests that clinical signs can be highly 
suggestive of cutaneous ophidiomycosis in dice snakes, as 
already observed in Eastern US snakes during their active 
period (Allender et al. 2016; McKenzie et al. 2019; Fuchs et 
al. 2020; Lind et al. 2022). A late winter day was chosen for 

sequences showed one or two gaps. Indeed, the quality out-
come of Sanger sequencing targeting amplicons < 100 bp 
cannot be guaranteed (Crossley et al. 2020). Although it is 
beyond the aim of the current study, an “outer primer set” – 
amplifying a larger amplicon including the specific segment 
of interest – and/or cloning the amplicon within a vector 
would give longer and qualitatively better sequences and 
allow to further monitor the used real-time PCR assay (see 
Crossley et al. 2020).

Conventional broad-range PCR targeting genomic 
D1-D2 region can also be used to further confirm positive 
cases (e.g. Franklinos et al. 2017) and, as revealed in this 
screening, to have longer amplicons to sequence. Nonethe-
less, broad-range PCRs can result in amplification of com-
mon targets from different organisms, having DNA bands 
of the same length at electrophoresis that yield to detection 
of undesired or mixed sequences (overlapping peaks in 
the chromatograms – see Crossley et al. 2020). Therefore, 
this method might generate products not belonging to Oo, 
as observed in our study. As matter of fact, the amplified 
product from NT1 D1-D2 locus resulted in a Cladosporium 
sp. sequence, likely C. spherospermum or C. halotolerans 
(Table S5). We detected both Oo and Cladosporium from 
NT1, as also reported in a Crotalus horridus with concur-
rent ophidiomycosis by McBride and colleagues (2015). 
Cladosporium is a genus of saprophyte ascomycetes, occa-
sionally able to induce infection in mammals (e.g. Huyan 
et al. 2012) or suspected to infect amphibians and reptiles 
(see McBride et al. 2015; Grassi et al. 2023). Nevertheless, 
pigmented hyphae consistent with Cladosporium morphol-
ogy were not found at NT1 histology and this fungus might 
be a skin contaminant not related to the pathological signs.

In all positive cases resulting from swabbing of individu-
als with gross signs, 1 out of 3 replicate swabs did not show 
any ITS2 amplification, i.e. a 33.3% rate of false negative 
results. In the US, false negatives for Oo TaqMan real-time 
PCR after a single swab collection were very high, both 
from snakes with (73%) and without (97%) clinical signs 
(Hileman et al. 2018). Accordingly, Oo DNA was only 
amplified from NT4 tissue, an individual without macro-
scopic signs consistent with Oo infection and whose three 
swabs samples were negative for Oo. These high “failure” 
rates are likely mostly due to differences in swabbing tech-
niques and superficiality of infection (Hileman et al. 2018). 
Unfortunately, we did not record the order of the cotton tip 
applicators used to sample the snakes, hence we cannot dis-
cuss further whether the negative results are due to the Oo 
genetic material being under the limit of detection, PCR 
inhibitors or to the swabbing method. Therefore, for future 
screening the authors recommend following and recording 
the order in which replicate dry swabs are collected. More-
over, especially when conducting initial Oo screening in a 
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the remaining 13 ophidians negative at Oo molecular detec-
tion (with or without gross signs) as “Not detected”. The 
histopathological finding of hyphae in a tissue section (with 
or without conidia) along with PCR positivity to Oo allows 
to state that the snake was affected by disease. On the other 
hand, ophidians with Oo negative molecular results, with 
or without macroscopic signs, are graded as “Not detected” 
instead of “Negative” because no histological absence 
of hyphae is provided. Although there is clear agreement 
among the classifications for Oo molecular positives with 
no gross signs and histological confirmation – such as NT4, 
categorised as “Ophidiomyces present” by Baker et al. 
(2019), “Detected” by Davy et al. (2021), and “Oo pres-
ent” by Di Nicola et al. (2022a) –, our cases play different 
in these grading schemes. Substantial disagreement arises 
regarding the “confirmation” of the disease, which, accord-
ing to Baker et al. (2019), requires the histological assess-
ment of arthroconidia rather than solely hyphae, as in the 
other two systems. Moreover, (i) histological presence of 
hyphae with PCR Oo positivity and (ii) presence of gross 
signs with Oo molecular positivity, overlap within the same 
grade of “Apparent Ophidiomycosis” in the scheme pro-
posed by Baker et al. (2019). The classification by Davy 
and colleagues (2021) is more inclusive, as it provides an 
outcome for each case without excluding negative results, 
which could be useful for prospective population studies 
where all cases need to be categorised. The classification by 
Di Nicola et al. (2022a) is more restrictive, as it excludes all 
cases with Oo negative molecular results. Its criteria were 
formulated to retrospectively review cases published in the 
literature and to avoid the inclusion of potential negative 
outcomes, resulting in a limited study cohort. Thus, this 
classification system seems to be better suited for describ-
ing and ranking the susceptibility or infection status at the 
taxon level rather than diagnosing individual cases. There is 
a need for scientists, veterinarians, and wildlife biologists 
to adopt a consistent approach for addressing cases of clini-
cal ophidiomycosis and reach a clear consensus on grading 
schemes at a global level.

Natrix tessellata seems consistently susceptible to 
Ophidiomyces mycosis. A moult from Czech Republic was 
found positive for Oo (Franklinos et al. 2017), dice snakes 
with apparent ophidiomycosis (i.e. macroscopic lesions and 
molecular positivity) have been reported in Austria, Ger-
many, Switzerland and Hungary (Blanvillain et al. 2022; 
Schüler et al. 2022), and a Swiss specimen labelled in 1961 
was affected by lympho-histiocytic Ophidiomyces derma-
titis (Origgi et al. 2022). Natrix tessellata has the highest 
prevalence of detection amongst the European species eval-
uated for Oo DNA by Blanvillain and colleagues (2022), 
driving hotspots in Switzerland. At the same time, both 
Clade I (European) and II (American) were detected from 

the field survey in Lake Garda since it is a peri-brumation 
period for dice snakes in the considered area, and infected 
snakes are more likely to be actively thermoregulating and 
more easily encountered, while uninfected snakes may still 
be overwintering in hibernacula (Tetzlaff et al. 2017; Dillon 
et al. 2022; Lind et al. 2022).

To evaluate the susceptibility of various ophidian hosts, 
it is crucial to categorise cases of Oo detection and infection 
into specific classes. Following the three proposed diagnos-
tic/classification criteria (i.e. Baker et al. 2019; Davy et al. 
2021; Di Nicola et al. 2022a), the cases in our study may be 
graded in different manner. The classification of each case 
according to the three available criteria is provided in Table 
S3. Based on the classification proposed by Di Nicola et 
al. (2022a), NT1 and NT2 N. tessellata from Lake Garda 
are categorised as “Ophidiomycosis and Oo shedder”, 
NT3 as “Ophidiomycosis”, and NT4 as “Oo present”. This 
is based on the fact that, at microscopic level, propagules 
(i.e. arthroconidia) were detected in NT1 and NT2 sections 
(Fig. 4), meaning that these snakes were potentially able 
to spread and transmit the pathogen. In NT3, only hyphae 
and inflammation were found, which is a typical sign of 
Oo infection but not of the ability to spread the pathogen. 
NT4 scale clip yielded the molecular detection of Oo, but 
no histological analysis was performed to confirm the infec-
tion. Detection of Oo DNA in macroscopically intact tissue 
can be explained with fungal presence in deeper cutane-
ous layers due to a pre-clinical infection stage or residual 
pathogen subsequent to a healing process (Di Nicola et al. 
2022a). Nevertheless, environmental contamination cannot 
be excluded even if skin swabs (limiting the sampling to 
the outermost portion of the tegument) from the same indi-
vidual were negative. Samples from 13 ophidians belonging 
to other Italian areas tested negative at molecular detection 
and thus are excluded from the classification proposed by Di 
Nicola et al. (2022a). Based on the criteria by Baker et al. 
(2019), NT1 and NT2 are categorised as “Confirmed Ophid-
iomycosis”, NT3 as “Apparent Ophidiomycosis”, NT4 as 
“Ophidiomyces present”, and the four snakes with gross 
signs and negative Oo molecular detection as “Possible 
Ophidiomycosis”, whereas the nine snakes without macro-
scopic signs nor Oo molecular positivity are excluded from 
the classification. According to this grading system, NT3 is 
considered to be apparently affected by the disease because 
no arthroconidia were found in histological sections, unlike 
NT1 and NT2 where the propagule was identified confirm-
ing the ophidiomycosis. In case of Oo molecular negativity, 
the presence of gross signs discriminates from the possibil-
ity to be affected by the disease and the exclusion from the 
categorization by Baker and colleagues (2019). Based on 
the criteria by Davy et al. (2021), NT1, NT2 and NT3 are 
categorised as “Ophidiomycosis”, NT4 as “Detected”, and 

1 3

1716



Veterinary Research Communications (2023) 47:1707–1719

Funding Open access funding provided by Uppsala University.

Data Availability Data generated or analysed during this study are par-
tially included in this published article and its supplementary infor-
mation files. Representative sequences were deposited in the NCBI 
Nucleotide database under accession numbers OQ612704, OQ613488 
and OQ607750. Raw data generated during and/or analysed during the 
current study are available from the corresponding author on reason-
able request.

Declarations

Competing interests The authors declare no competing interests.

Ethics approval The study had a favorable opinion given by ISPRA 
(Istituto Superiore per la Protezione e la Ricerca Ambientale/ Higher 
Institute for Environmental Protection and Research) on 12 Octo-
ber 2020 (protocol 46387). The permit was granted by the former 
MATTM/Italian Ministry of Environment (MATTM N° 0083124 of 
16/10/2020), currently MASE (Ministero dell’Ambiente e della Si-
curezza Energetica), that encompassed the legislated approval for 
snake handling, swabbing, marking, scale clipping and collection of 
road-killed specimens

Open Access This article is licensed under a Creative Commons 
Attribution 4.0 International License, which permits use, sharing, 
adaptation, distribution and reproduction in any medium or format, 
as long as you give appropriate credit to the original author(s) and the 
source, provide a link to the Creative Commons licence, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons licence and your intended 
use is not permitted by statutory regulation or exceeds the permitted 
use, you will need to obtain permission directly from the copyright 
holder. To view a copy of this licence, visit http://creativecommons.
org/licenses/by/4.0/.

References

Allender MC, Phillips CA, Baker SJ, Wylie DB, Narotsky A, 
Dreslik MJ (2016) Hematology in an eastern massasauga 
(Sistrurus catenatus) population and the emergence of Ophid-
iomyces in Illinois, USA. J Wildl Dis 52:258–269. https://doi.
org/10.7589/2015-02-049

Baker SJ, Haynes E, Gramhofer M, Stanford K, Bailey S, Christman 
M, Conley K, Frasca S, Ossiboff RJ, Lobato D, Allender MC 
(2019) Case definition and diagnostic testing for snake fungal 
disease. Herpetol Rev 50:279–285

Blanvillain G, Lorch J, Joudrier N, Bury S, Cuenot T, Franzen M, 
Martínez Freiría F, Guiller G, Halpern B, Kolanek A, Kurek K, 
Lourdais O, Michon A, Musilová R, Schweiger S, Szulc B, Ursen-
bacher S, Zinenko O, Hoyt JR (2022) Hotspots for snake fungal 
disease across Europe are maintained by host and pathogen iden-
tity. bioRxiv Preprint. https://doi.org/10.1101/2022.11.10.515990

Bohuski E, Lorch JM, Griffin KM, Blehert DS (2015) TaqMan real-time 
polymerase chain reaction for detection of Ophidiomyces ophio-
diicola, the fungus associated with snake fungal disease. BMC 
Vet Res 11(1):1–10. https://doi.org/10.1186/s12917-015-0407-8

Britton M, Allender MC, Hsiao SH, Baker SJ (2019) Postnatal mor-
tality in neonate rattlesnakes associated with Ophidiomyces 

this species: Blanvillain et al. (2022) found ITS genotypes 
matching both Clade I and II as reported by Ladner and col-
leagues (2022); Origgi et al. 2022 reported a case in which 
Oo ITS, ACT (actin) and TEF (transcription elongation fac-
tor) genotypes were consistent with Clade II. Our findings 
support that the dice snake is particularly susceptible to 
clinical affection, confirming that it sheds the pathogen and 
may be highly infectious.

Although our sample pool is very limited, 3 out of 4 
positive snakes from the Garda area were juveniles. Ophid-
iomycosis in neonate and young individuals seems to be a 
emerging hazard (Britton et al. 2019; Stengle et al. 2019). 
Nevertheless, in the US, this age class presented subtle or 
absent clinical signs (Britton et al. 2019; Harding et al. 
2022), unlike the individuals affected by the disease on 
Lake Garda shores. Further studies should be directed at 
understanding whether Oo is able to provoke “silent death” 
in European snakes of this demographically important age 
class, and, indirectly, local extinction impacting demo-
graphic and population fitness (Di Nicola et al. 2022a).

Additional work can also include culturing of the col-
lected material to obtain fungal isolates which can then be 
used for a complete phylogenetic analysis (e.g. Franklinos 
et al. 2017; Sun et al. 2021; Ladner et al. 2022). Although 
this was beyond the scope of the current study, further in-
depth surveys in Italy should be performed and these would 
support phylogenetic analyses of the pathogen.

In conclusion, this study confirms for the first time the 
presence of Oo and its associated infection in live ophid-
ians from northern Italy. The disease affects N. tessellata 
and is still present in the Italian territories after over a half 
a century, as confirmed in two Natrix helvetica museum 
specimens preserved in Switzerland from unknown Italian 
locations (Origgi et al. 2022). Furthermore, a fast and less 
expensive method for Oo monitoring was shown to have 
potential utility for future surveillance efforts.

Supplementary Information The online version contains 
supplementary material available at https://doi.org/10.1007/s11259-
023-10129-7.

Acknowledgements We want to thank Francesco C. Origgi for pro-
viding us the positive control, Paolo Giovenali and Cecilia Dall’Aglio 
for the slides’ digitization, “Associazione Italiana Guardiani di Zoo” 
for a contribution in support of the field survey, and Melania Angel-
lotti, Gabriele Pozzati, Stefano Capomaccio and Leonardo Ingrao for 
their advice on the manuscript. We are also grateful to the anonymous 
reviewers who helped to improve the quality of the manuscript.

Authors’ Contributions Conceptualization: D.M., M.R.D.N., T.N., 
L.C.; Sample collection: D.M., M.R.D.N., T.N., D.I.; Molecular bi-
ology: D.M., M.D.C., V.B.; Histology: D.M., V.C.; Resources: J.R.; 
Investigation: D.M., M.R.D.N., V.C., M.L.M.; Visualization: D.M., 
M.R.D.N., T.N.; Writing – original draft: D.M., M.R.D.N., V.C.; Writ-
ing – review & editing: D.M., M.R.D.N., V.C., L.C., V.B., J.L.C.M.D., 
J.R., M.L.M. All authors approved the final version of the manuscript.

1 3

1717

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://dx.doi.org/10.7589/2015-02-049
http://dx.doi.org/10.7589/2015-02-049
http://dx.doi.org/10.1101/2022.11.10.515990
http://dx.doi.org/10.1186/s12917-015-0407-8
http://dx.doi.org/10.1007/s11259-023-10129-7
http://dx.doi.org/10.1007/s11259-023-10129-7


Veterinary Research Communications (2023) 47:1707–1719

Hileman ET, Allender MC, Bradke DR, Faust LJ, Moore JA, Ravesi 
MJ, Tetzlaff SJ (2018) Estimation of Ophidiomyces prevalence to 
evaluate snake fungal disease risk. J Wildl Manage 82:173–181. 
https://doi.org/10.1002/jwmg.21345

Hoberg EP, Brooks DR (2015) Evolution in action: climate change, 
biodiversity dynamics and emerging infectious disease. Phi-
los Trans R Soc B Biol Sci 370(1665):20130553. https://doi.
org/10.1098/rstb.2013.0553

Huyan XH, Yang YP, Fan YM, Huang WM, Li W, Zhou Y (2012) 
Cutaneous and systemic pathogenicity of a clinical isolate of 
Cladosporium sphaerospermum in a murine model. J Comp 
Pathol 147(2–3):354–359

Hyatt AD, Boyle DG, Olsen V, Boyle DB, Berger L, Obendorf D, 
Dalton A, Kriger K, Heros M, Hines H, Phillott R, Campbell R, 
Marantelli G, Gleason F, Coiling A (2007) Diagnostic assays and 
sampling protocols for the detection of Batrachochytrium den-
drobatidis. Dis Aquat Organ 73:175–192. https://doi.org/10.3354/
dao073175

Ladner JT, Palmer JM, Ettinger CL, Stajich JE, Farrell TM, Glorioso 
BM, Lawson B, Price SJ, Stengle AG, Grear DA, Lorch JM 
(2022) The population genetics of the causative agent of snake 
fungal disease indicate recent introductions to the USA. PLoS 
Biol 20:e3001676. https://doi.org/10.1371/journal.pbio.3001676

Lind CM, Agugliaro J, Lorch JM, Farrell TM (2022) Ophidiomyco-
sis is related to seasonal patterns of reproduction, ecdysis, and 
thermoregulatory behavior in a free-living snake species. J Zool 
319:54–62. https://doi.org/10.1111/jzo.13024

Lorch JM, Knowles S, Lankton JS, Michell K, Edwards JL, Kapfer 
JM, Blehert DS (2016) Snake fungal disease: an emerging threat 
to wild snakes. Philos T Roy Soc B 371:20150457. https://doi.
org/10.1098/rstb.2015.0457

Lorch JM, Price SJ, Lankton JS, Drayer AN (2021) Confirmed cases 
of ophidiomycosis in Museum specimens from as early as 1945, 
United States. Emerg Infect Dis 27(7):1986–1989. https://doi.
org/10.3201/eid2707.204864

Marini D, Filippi E, Montinaro G, Olivieri M, Origgi FC (2022a) Lack 
of molecular detection of Ophidiomyces ophidiicola genomic 
DNA in snakes collected for the Cocullo ritual (Abruzzi, Italy). 
Abstract book of XIV Congresso Nazionale della Societas Her-
petologica Italica, pp. 71–73. 13th–17th September 2022, Torino 
(Italy).

Marini D, Oliveri M, Coppari L, Zampetti M, Di Feliciantonio M, Di 
Feliciantonio S, Carafa M, Di Francesco N, Di Tizio L, Origgi 
FC (2022b) No detection of Ophidiomyces ophidiicola in snakes 
from “rito dei serpari” of Pretoro (Abruzzi, Italy) showing gross 
signs of disease. Abstract book of Conservation Medicine and 
Wildlife Health International Seminar, p. 30. 16th–17th June 
2022, Teramo (Italy).

McBride MP, Wojick KB, Georoff TA, Kimbro J, Garner MM, Wang 
X, Wellehan JF (2015) Ophidiomyces ophiodiicola dermatitis 
in eight free-ranging timber rattlesnakes (Crotalus horridus) 
from Massachusetts. J Zoo Wildlife Med 46:86–94. https://doi.
org/10.1638/2012-0248R2.1

McKenzie JM, Price SJ, Fleckenstein JL, Drayer AN, Connette GM, 
Bohuski E, Lorch JM (2019) Field diagnostics and seasonality of 
Ophidiomyces ophiodiicola in wild snake populations. EcoHealth 
16:141–150. https://doi.org/10.1007/s10393-018-1384-8

McKenzie JM, Price SJ, Connette GM, Bonner SJ, Lorch JM (2021) 
Effects of snake fungal disease on short term survival, behavior, 
and movement in free- ranging snakes. Ecol Appl 31:e02251. 
https://doi.org/10.1002/eap.2251

Meier G, Notomista T, Marini D, Ferri V (2018) First case of snake 
fungal disease affecting a free-ranging Natrix natrix (Linnaeus, 
1758) in Ticino Canton, Switzerland. Herpetol Notes 11:885–891

Nania D, Lumbierres M, Ficetola GF, Falaschi M, Pacifici M, Rondi-
nini C (2022) ï»¿ maps of area of habitat for italian amphibians 

ophiodiicola. J Zoo Wildlife Med 50:672–677. https://doi.
org/10.1638/2018-0198

Canessa S, Maggesi M, Salvidio S, Grasselli E (2017) Validation and 
cost-effectiveness of an alternative method to quantify Batracho-
chytrium dendrobatidis infection in amphibian samples using 
real-time PCR. Rend Fis Acc Lincei 28:687–692. https://doi.
org/10.1007/s12210-017-0640-0

Costa A, Dondero L, Allaria G, Morales Sanchez BN, Rosa G, Salvi-
dio S, Grasselli E (2021) Modelling the amphibian chytrid fungus 
spread by connectivity analysis: towards a national monitoring 
network in Italy. Biodivers Conserv 30(10):2807–2825. https://
doi.org/10.1007/s10531-021-02224-5

Crossley BM, Bai J, Glaser A, Maes R, Porter E, Killian ML, …, 
Toohey-Kurth K (2020) Guidelines for Sanger sequencing and 
molecular assay monitoring. J Vet Diagn Invest 32(6):767–775. 
https://doi.org/10.1177/1040638720905833

Davy CM, Shirose L, Campbell D, Dillon R, McKenzie C, Nemeth 
N, Braithwaite T, Cai H, Degazio T, Dobbie T, Egan S, Fotherby 
H, Litzgus JD, Manorome P, Marks S, Paterson JE, Sigler L, 
Slavic D, Slavik E, Urquhart J, Jardine C (2021) Revisiting 
ophidiomycosis (Snake Fungal Disease) after a decade of tar-
geted research. Front Vet Sci 8:665805. https://doi.org/10.3389/
fvets.2021.665805

Di Nicola MR, Cavigioli L, Luiselli L, Andreone F (2021) Anfibi & 
Rettili d’Italia. Edizione aggiornata. Edizioni Belvedere, Latina

Di Nicola MR, Coppari L, Notomista T, Marini D (2022a) Ophidio-
myces ophidiicola detection and infection: a global review on a 
potential threat to the world’s snake populations. Eur J Wildl Res 
68(64). https://doi.org/10.1007/s10344-022-01612-8

Di Nicola MR, Faraone FP, Zabbia T (2022b) An updated dichoto-
mous key to the snakes of Europe. Basic and Applied Herpetol-
ogy 36:47–64. https://doi.org/10.11160/bah.238

Dillon RM, Paterson JE, Manorome P, Ritchie K, Shirose L, Slavik 
E, Davy CM (2022) Seasonal and interspecific variation in the 
prevalence of Ophidiomyces ophidiicola and ophidiomycosis in 
a community of free-ranging snakes. J Wildl Dis 58(4):791–802. 
https://doi.org/10.7589/JWD-D-21-00134

Fisher MC (2018) Epidemiological definitions, terminology and 
classifications with reference to fungal infections of animals. 
In: Seyedmousavi S, De Hoog GS, Guillot J, Verweij PE (eds) 
Emerging and epizootic fungal infections in animals. Springer, 
Cham, pp 17–27

Franklinos LH, Lorch JM, Bohuski E, Fernandez JRR, Wright ON, 
Fitzpatrick L, Petrovan S, Durrant C, Linton C, Baláž V, Cun-
ningham AA, Lawson B (2017) Emerging fungal pathogen 
Ophidiomyces ophiodiicola in wild european snakes. Sci Rep 
7:3844. https://doi.org/10.1038/s41598-017-03352-1

Fuchs LD, Tupper TA, Aguilar R, Lorentz EJ, Bozarth CA, Fernandez 
DJ, Lawlor DM (2020) Detection of Ophidiomyces ophiodiicola 
at two mid-atlantic natural areas in Anne Arundel County, Mary-
land and Fairfax County, Virginia, USA. Amphib Reptile Conse 
14:22–28

Grassi A, Gambini M, Pantoli M, Toscano S, Albertetti A, Del Fra-
ssino DM, Ugochukwu ICI, Romeo O, Otranto D, Cafarchia C 
(2023) A Lethal Case of Disseminated Cladosporium allicinum 
Infection in a Captive African Bullfrog. J Fungi 9:191. https://doi.
org/10.3390/jof9020191

Grioni A, To KW, Crow P, Rose-Jeffreys L, Ching KK, Chu LO et al 
(2021) Detection of Ophidiomyces ophidiicola in a wild burmese 
Python (Python bivittatus) in Hong Kong SAR, China. J Herpetol 
Med Surg 31(4):283–291

Harding SF, Becker CG, Yates JR, Crump P, Forstner MR, Mul-
lin SJ, Rodriguez D (2022) Comparative host–pathogen asso-
ciations of Snake Fungal Disease in sympatric species of water 
snakes (Nerodia). Sci Rep 12:12303. https://doi.org/10.1038/
s41598-022-16664-8

1 3

1718

http://dx.doi.org/10.1002/jwmg.21345
http://dx.doi.org/10.1098/rstb.2013.0553
http://dx.doi.org/10.1098/rstb.2013.0553
http://dx.doi.org/10.3354/dao073175
http://dx.doi.org/10.3354/dao073175
http://dx.doi.org/10.1371/journal.pbio.3001676
http://dx.doi.org/10.1111/jzo.13024
http://dx.doi.org/10.1098/rstb.2015.0457
http://dx.doi.org/10.1098/rstb.2015.0457
http://dx.doi.org/10.3201/eid2707.204864
http://dx.doi.org/10.3201/eid2707.204864
http://dx.doi.org/10.1638/2012-0248R2.1
http://dx.doi.org/10.1638/2012-0248R2.1
http://dx.doi.org/10.1007/s10393-018-1384-8
http://dx.doi.org/10.1002/eap.2251
http://dx.doi.org/10.1638/2018-0198
http://dx.doi.org/10.1638/2018-0198
http://dx.doi.org/10.1007/s12210-017-0640-0
http://dx.doi.org/10.1007/s12210-017-0640-0
http://dx.doi.org/10.1007/s10531-021-02224-5
http://dx.doi.org/10.1007/s10531-021-02224-5
http://dx.doi.org/10.1177/1040638720905833
http://dx.doi.org/10.3389/fvets.2021.665805
http://dx.doi.org/10.3389/fvets.2021.665805
http://dx.doi.org/10.1007/s10344-022-01612-8
http://dx.doi.org/10.11160/bah.238
http://dx.doi.org/10.7589/JWD-D-21-00134
http://dx.doi.org/10.1038/s41598-017-03352-1
http://dx.doi.org/10.3390/jof9020191
http://dx.doi.org/10.3390/jof9020191
http://dx.doi.org/10.1038/s41598-022-16664-8
http://dx.doi.org/10.1038/s41598-022-16664-8


Veterinary Research Communications (2023) 47:1707–1719

pathogen Ophidiomyces ophiodiicola. J Wildl Dis 55:961–964. 
https://doi.org/10.7589/2018-10-250

Sun PL, Yang CK, Li WT, Lai WY, Fan YC, Huang HC, Yu PH (2021) 
Infection with Nannizziopsis guarroi and Ophidiomyces ophio-
diicola in reptiles in Taiwan. Transbound Emerg Dis 69(2):764–
775. https://doi.org/10.1111/tbed.14049

Takami Y, Nam KO, Takaki Y, Kadekaru S, Hemmi C, Hosoya T, Une 
Y (2021) First report of ophidiomycosis in Asia caused by Ophid-
iomyces ophiodiicola in captive snakes in Japan. J Vet Med Sci 
83(8):1234–1239. https://doi.org/10.1292/jvms.21-0177

Tetzlaff SJ, Ravesi MJ, Allender MC, Carter ET, DeGregorio BA, Josi-
movich JM, Kingsbury BA (2017) Snake fungal disease affects 
behavior of free-ranging massasauga rattlesnakes (Sistrurus cat-
enatus). Herpetol Conserv Biol 12(3):624–634

Turner FB (1978) The dynamics of populations of squamates, croco-
dilians and rhynchocephalians in Biology of the Reptilia. Vol-
ume 7. Ecology and Behaviour (eds. Gans, C. & Tinkle, D. W.) 
157–264. Academic Press

Ward RJ, Griffiths RA, Wilkinson JW, Cornish N (2017) Optimising 
monitoring efforts for secretive snakes: a comparison of occu-
pancy and N-mixture models for assessment of population status. 
Sci Rep 7:18074. https://doi.org/10.1038/s41598-017-18343-5

Publisher’s Note Springer Nature remains neutral with regard to juris-
dictional claims in published maps and institutional affiliations.

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law. 

and reptiles. Nat Conserv 49:117–129. https://doi.org/10.3897/
natureconservation.49.82931

Origgi FC, Pisano S, Glaizot O, Hertwig ST, Schmitz A, Ursenbacher 
S (2022) Ophiodiomyces ophiodiicola, Etiologic Agent of Snake 
Fungal Disease, in Europe since late 1950s. Emerg Infect Dis 
28(10):2064–2068. https://doi.org/10.3201/eid2810.220564

Ovchinnikov RS, Vasilyev DB, Gaynullina AG, Yuzhakov AG, Kapus-
tin AV, Savinov VA, Gulyukin AM (2021) Detection of Ophidio-
myces ophidiicola in three file snakes (Acrochordus granulatus) 
imported from Indonesia to the Moscow Zoo (Russia). J Zoo 
Wildl Med 52(3):1074–1078. https://doi.org/10.1638/2020-0091

Paré JA, Wellehan J, Perry SM, Scheelings TF, Keller K, Boyer T 
(2020) Onygenalean dermatomycoses (formerly yellow fungus 
disease, snake fungal disease) in reptiles. J Herpetol Med Surg 
30(4):198–209. https://doi.org/10.5818/19-12-221.1

Scali S, Razzetti E, Gentilli A (2011) Natrix tessellata, pp. 562–571. In 
Corti C, Capula M, Luiselli L, Sindaco R, Razzetti E (Eds.) Fauna 
d’Italia, vol. XLV, Reptilia. Calderini, Bologna

Schüler L, Lenz S, Marschang ER (2022) Ophidiomyces ophidiicola 
bei wildlebenden Würfelnattern (Natrix tessellata) in Deutsch-
land im Jahre 2021. Tierarztl Prax Ausg K Kleintiere Heimtiere 
50(02):151. https://doi.org/10.1055/s-0042-1744104

Sigler L, Hambleton S, Paré JA (2013) Molecular characterization of 
reptile pathogens currently known as members of the Chrysospo-
rium anamorph of Nannizziopsis vriesii complex and relationship 
with some human-associated isolates. J Clin Microbiol 51:3338–
3357. https://doi.org/10.1128/JCM.01465-13

Sindaco R, Razzetti E (2021) An updated check-list of italian amphib-
ians and reptiles. Nat hist Sci 8(2):35–46. https://doi.org/10.4081/
nhs.2021.519

Stengle AG, Farrell TM, Freitas KS, Lind CM, Price SJ, Butler BO, 
Tadevosyan T, Isidoro-Ayza M, Taylor DR, Winzeler M, Lorch 
JM (2019) Evidence of vertical transmission of the snake fungal 

1 3

1719

http://dx.doi.org/10.7589/2018-10-250
http://dx.doi.org/10.1111/tbed.14049
http://dx.doi.org/10.1292/jvms.21-0177
http://dx.doi.org/10.1038/s41598-017-18343-5
http://dx.doi.org/10.3897/natureconservation.49.82931
http://dx.doi.org/10.3897/natureconservation.49.82931
http://dx.doi.org/10.3201/eid2810.220564
http://dx.doi.org/10.1638/2020-0091
http://dx.doi.org/10.5818/19-12-221.1
http://dx.doi.org/10.1055/s-0042-1744104
http://dx.doi.org/10.1128/JCM.01465-13
http://dx.doi.org/10.4081/nhs.2021.519
http://dx.doi.org/10.4081/nhs.2021.519

	Pilot survey reveals ophidiomycosis in dice snakes Natrix tessellata from Lake Garda, Italy
	Abstract
	Introduction
	Materials and methods
	Study area and sampling
	Molecular analysis and sequencing
	Histopathology

	Results
	Sampling data and gross findings
	Molecular results
	Histopathological evaluation

	Discussion and conclusions
	References


