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Simple Summary: Mosquitoes act as vectors of arboviruses and their correct identification is very
important to understanding the diseases they transmit. To date, this identification is based on
several techniques that are either expensive or time consuming. Wing geometric morphometrics
allow fast and accurate mosquito identification. By analyzing the pattern of wing venation, it is
possible to separate mosquito species. We applied this technique on six Aedes mosquito species
from north-eastern France. Our results show a very good differentiation of these species. The use of
wing geometric morphometrics could increase the efficiency of field entomologists in case of viral
outbreaks. Integrated with existing morphological identification software, it might help relocate
mosquito identification from the lab to the field.

Abstract: Background: In the context of the increasing circulation of arboviruses, a simple, fast and
reliable identification method for mosquitoes is needed. Geometric morphometrics have proven
useful for mosquito classification and have been used around the world on known vectors such
as Aedes albopictus. Morphometrics applied on French indigenous mosquitoes would prove useful
in the case of autochthonous outbreaks of arboviral diseases. Methods: We applied geometric
morphometric analysis on six indigenous and invasive species of the Aedes genus in order to evaluate
its efficiency for mosquito classification. Results: Six species of Aedes mosquitoes (Ae. albopictus,
Ae. cantans, Ae. cinereus, Ae. sticticus, Ae. japonicus and Ae. rusticus) were successfully differentiated
with Canonical Variate Analysis of the Procrustes dataset of superimposed coordinates of 18 wing
landmarks. Conclusions: Geometric morphometrics are effective tools for the rapid, inexpensive and
reliable classification of at least six species of the Aedes genus in France.

Keywords: geometric morphometrics; mosquito wings; Culicidae

1. Introduction

Identification of mosquitoes is a matter of public health. Numerous mosquitoes are
proven vectors of human or zoonotic arboviruses, such as dengue (DENV), chikungunya
(CHIKV), West Nile (WNV) or Usutu (USUV). Recently, Southern Europe suffered au-
tochthonous dengue epidemics [1]. These highlight the need for rapid vector identification,
surveillance and control. Morphological methods, initially used for the description of
original species and their comparisons, are the main means to quickly identify mosquitoes.
They rely upon dichotomic/polytomous keys, illustrated simplified keys and interactive
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keys [2]. The latter, with regard to the European fauna, were firstly developed in 2000 [3]
and were recently updated using the Xper2 software [4], leading to MosKeyTool [5]. This
interactive identification key for mosquitoes of the Mediterranean region requires updates
on fauna composition and morphological data, but also well-preserved specimens analyzed
by expert personnel. While such morphological tools are very helpful, their routine use can
turn out to be time-consuming. With the advent of molecular biology, molecular tools were
developed in order to accurately identify mosquito species. Mostly based on barcoding
techniques (analysis of the cytochrome oxidase I gene) [6], the sequencing and comparison
of sequences with online databases (GenBank, BOLD) provide a reliable identification
method [7,8]. However, some cryptic species like those of the Culex pipiens complex require
further analysis of the ACE2 (acetylcholinesterase) gene and microsatellites to achieve accu-
rate identification [9,10]. In addition to barcoding techniques, more precise molecular tools
were developed in order to identify mosquitoes belonging to the same species complex. For
instance, the multiplex allele-specific PCR technique was used to diagnose similar Aedes
mosquitoes from the Stegomyia subgenus [11] and mosquitoes from the Anopheles gambiae
and Anopheles barbirostris complexes [12,13]. In another area of molecular biology, loop-
mediated isothermal amplification (LAMP) assays were created with possible outcomes
in field surveillance of invasive species [14]. Finally, proteomic approaches have recently
flourished in entomological identification. The MALDI-ToF technique has been successfully
applied for mosquito (both adults and larvae) and blood-meal identification [15–17]. These
approaches appear to be accurate, but are time-consuming, somewhat expensive and need
consequent laboratory equipment to be performed. Barcoding can, however, be of help to
identify collections or damaged specimens.

In the 2000s, the emergence of geometric morphometrics (GM) opened a new field
in mosquito identification and analysis. GM is defined as the statistical analysis of form
based on Cartesian landmark coordinates [18]. This approach is based on the analysis of
point coordinates on the wings. A mathematical transformation can be used to extract
data and then classify mosquito species [19]. GM became widely used after the “revo-
lution in morphometrics” that occurred in the 1990s [20]. This technique shows a broad
range of applications in biology in fields such as medical imaging, anthropology or even
botany [21–23]. In the field of medical entomology, the use of GM made it possible to fur-
ther analyze insect populations. As the emergence of arboviruses is on the rise, populations
of vectors have been of interest for GM studies. Quite naturally, insect families such as
Muscidae, Reduvidae, Ceratopogonidae or Culicidae have been exhaustively studied [24].

Currently, GM is used in mosquito classification and the survey of the effects of
biotic and abiotic factors on mosquito populations [25–28]. However, this technique is
mostly applied to the three main arbovirus vectors: Aedes, Anopheles and Culex mosquitoes.
GM has proven reliable in the identification of the genus Aedes, such as Ae. aegypti and
Ae. albopictus (the main vectors of dengue fever), and to compare the life and trait variations
among these populations [28,29]. For the Anopheles genus, GM was able to improve reliable
diagnosis for some sympatric Anopheles species in South America, for instance, An. cruzii,
An. homunculus and An. bellator [30]. Within the Culex genera, reliable morphological
discrimination between Cx. pipiens and Cx. torrentium relies on GM to separate females
and observe the genitalia of males [31]. Since vector groups are substantially found in the
GM literature, entomologists began to show interest in species of lesser epidemiological
importance [32]. Nevertheless, as there is a non-negligible possibility of vector competence
of these species, such studies increase preparedness in the case of unexpected arboviruses
emergence. GM studies performed on vectors in metropolitan France have been mostly
applied to the Psychodidae and Ceratopogonidae families, such as the genus Phlebotomus or
Culicoides [33,34]. Mosquito vectors of metropolitan France belong to the genera Aedes and
Culex. French Ae. albopictus has been assessed as an effective vector of DENV, CHIKV and
ZIKV [35–37]. Cx. modestus and Cx. pipiens from southern France have been characterized as
competent for WNV transmission [38]. However, to the best of our knowledge, none of the
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autochthonous or invasive populations of French Aedes mosquitoes have been submitted
to GM analysis.

In the present study, we propose an analysis of wing traits and the classification
of mosquito species endemic to north-eastern France. Our sampling challenges several
arbovirus vectors (Ae. albopictus, Ae. cinereus s.l., Ae. sticticus and Ae. japonicus) [39] and
includes a couple of species without any proven vector status (Ae. cantans and Ae. rusticus).

2. Materials and Methods

Female mosquitoes were captured from 2018 to 2019 in the Grand-Est region, in the
localities of Berru, Châlons-sur-Vesle, Reichstett and Schiltigheim (Figure 1). Females were
collected with BG Sentinel© (Biogents, Regensburg, Germany) traps and by human-landing
techniques (Table 1). Samples were brought back to the laboratory and placed into cages
prior to identification, except for Ae. albopictus and Ae. japonicus, which were stored in 70%
ethanol until dissection and analysis. Mosquitoes were anesthetized by cold, morphologically
identified at the species level using taxonomic keys (Schaffner et al. and Möhrig [3,40]) and
euthanatized. Right wings were dissected under a stereomicroscope, underwent mechanical
treatment to remove scales [41], dehydrated in successive ethanol baths and mounted on
slides with Euparal mounting medium ©) (Carl Roth, Karlsruhe, Germany).

Figure 1. Sampling map.

Table 1. Locations of the mosquito species.

Species Collection Date City Latitude Longitude Number of
Specimens

Aedes albopictus 19 September 2019 Shiltigheim 48.603253 7.734191 31
Aedes cantans 24 April 2018 Châlons/Vesle 49.288187 3.924016 20
Aedes cinereus 29 June 2018 Berru 49.267750 4.133623 25
Aedes sticticus 29 June 2018 Berru 49.267750 4.133623 31
Aedes japonicus 1 October 2019 Reichstett 48.648827 7.757608 8
Aedes rusticus 23 May 2018 Berru 49.267750 4.133623 33

Sequences of the specimens sequenced in the present study are available in GenBank under accession numbers
MW843020 to MW843031.
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Legs were used for molecular identification. Samples were randomly chosen within
each group and went through a molecular barcoding identification. DNA was extracted
with the DNeasy Blood and Tissue extraction kit (Qiagen, Hilden Germany) following the
manufacturer’s instruction. Polymerase Chain Reaction performed on a 648 bp fragment of
the COI gene was set as follows: initial denaturation at 94 ◦C for 30 s, followed by 5 cycles
at 94 ◦C for 30 s, 45 ◦C for 30 s and 72 ◦C for 1 min, then 35 cycles at 94 ◦C for 30 s, 51 ◦C
for 30 s, 72 ◦C for 1 min and a final elongation step at 72 ◦C for 10 min.

The following primers were used: LEPF1 (5′-TTTCTACAAATCATAAAGATATTGG-
3′) and LEPR1 (5′-TAAACTTCTGGATGTCCAAAAAATCA-3′) [42].

Amplicons went through Sanger sequencing (Genewiz, Leipzig, Germany). Sequences
were compared to existing GenBanK sequences with the BLAST algorithm [43] and identi-
fication was considered accurate above a 99% similarity.

Pictures were taken using the Stream Essentials software version 1.7 and a DP-26 video
camera connected to a SZX10 stereomicroscope (Olympus, Tokyo, Japan). All specimens
were captured with a X2 magnification. Pictures were saved in JPEG format, and the work
files were built with TPS Util© version 1.76. In total, 18 landmarks were manually digitized
by one of the authors (JPM) with TPSDig© version 2.31 [44], as shown in Figure 2.

Figure 2. Position of the 18 landmarks (recorded from the 1st to the 18th respectively) on an Aedes cinereus wing (scale bar = 500 µm).

Error assessment: In order to evaluate the error in landmark digitization, we per-
formed a Pearson correlation test on a subset of 76 randomly chosen pictures digitized
twice by the same operator (JPM).

Landmark analysis: Coordinates of the 18 landmarks were imported in RStudio soft-
ware (version 1.2.5019) [45] and processed within the geomorph package (version 3.2.1) [46].
Coordinates were aligned by performing Procrustes superimposition (Figure 3). The mean
positions of the landmarks per species are shown in Figure 4. Plots exported from R were
made with the generic plot function.

Coordinates in TPS format were imported in MorphoJ software version 1.07a [47].
Multivariate regression over the Procrustes coordinates was performed in order to evaluate
the allometric influence of size over shape. Canonical Variate Analysis (CVA) was applied
on the coordinates and Mahalanobis distances were computed to study the similarity
between species. Pairwise cross-validated species reclassification tests with 1000 permu-
tation runs were conducted. This test aims to quantify the rate of correct reclassification
between samples.

Cross-validation over Mahalanobis distances was performed, and a neighbor-joining
tree, including a population of Culex torrentium (n = 14) as outgroup, was computed over
100 bootstraps using PAST v2.17c [48].
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Figure 3. Landmark positions after Procrustes superimposition.

Figure 4. Mean position of the 18 landmarks by mosquito species.

3. Results
3.1. Mosquito Collection and Identification

Taking into account their wing integrity, a total of 148 females has been selected
(Table 1). Sequences of the specimens sequenced in the present study are available in
Gen-Bank under accession numbers MW843020 to MW843031.

3.2. Error Measurement

The Pearson correlation test on our data subset showed a good repeatability of our
digitization process (correlation coefficient of 0.9999639, 95 percent confidence interval:
0.9999611–0.9999665, p-value < 0.0001).

3.3. Mean Shapes

Procrustes superimposition performed on the raw coordinates made it possible to
align all landmarks positions (Figure 3). For each species, the median position of each
landmark was processed and allowed to draw the following composite and observe the
maximum deviation for landmarks 10 to 18. (Figure 4).

3.4. Allometric Regression

Multivariate regression of the Procrustes coordinates on CS shows an allometric effect
of wing size on wing shape (3.95%, p < 0.0001). We did not choose to remove it as we
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consider, like Wilke et al., that allometric size variation is a part of the process of species
identification [19].

3.5. Canonical Variate Analysis

Canonical Variate Analysis performed on our dataset accounted for 86.73% of the
total variance on the first two canonical variates. The specimens from the six species
studied here belong to four subgenera: Ae. albopictus belongs to the subgenus Stegomyia,
Ae. japonicus to the subgenus Finlaya, Ae. cinereus s.l. to the subgenus Aedes, Ae. cantans,
Ae. rusticus and Ae. sticticus to the subgenus Ochlerotatus. Figure 5 shows a relative
clustering between the Stegomyia and Aedes subgenera. Species appear to be well segregated
with low overlapping. The pairwise cross-validated species reclassification test shows
an accuracy of 98%. The detailed pairwise cross-validated species reclassification test is
available in Table 2. A neighbor-joining tree was performed on Mahalanobis distances
between these species (Figure 6).

Figure 5. Canonical Variate Analysis of the Procrustes coordinates of Aedes mosquitoes.

Table 2. Pairwise cross-validated species reclassification test. Values below the diagonal correspond
to the proportion of Group 1 specimens correctly identified after comparison with Group 2. Values
above the diagonal correspond to the proportion of Group 2 specimens correctly identified after
comparison with Group 1.

Reclassification Test
Group 2

Aedes al-
bopictus

Aedes
cantans

Aedes
cinereus

Aedes
sticticus

Aedes
japonicus

Aedes
rusticus

G
ro

up
1

Aedes albopictus × 100% 100% 100% 75% 100%

Aedes cantans 97% × 100% 94% 100% 100%

Aedes cinereus 100% 95% × 100% 100% 100%

Aedes sticticus 97% 100% 100% × 100% 100%

Aedes japonicus 90% 100% 96% 100% × 100%

Aedes rusticus 100% 100% 100% 97% 100% ×
The pairwise cross-validated reclassification test was efficient to separate the specimens. The lowest values were
obtained between Ae. albopictus and Ae. japonicus (75–90%). The high values shared by the other taxa can be
explained by the disparity of the morphological characters separating the processed species as well as their
respective sizes.



Insects 2021, 12, 341 7 of 10

Figure 6. Neighbor-joining tree performed over Mahalanobis distances and computed over
100 bootstrap replicates.

This tree shows the branching of Ae. cantans, Ae. rusticus and Ae. sticticus, all members
of the subgenus Ochlerotatus, well supported by a bootstrap rate of 100%. The branch
including Ae. albopictus, Ae. cinereus and Ae. japonicus is not supported by bootstrap.

4. Discussion

In the present paper, we show that morphometric tools are efficient to classify Aedes
mosquitoes from north-eastern France. We focused our sampling on this genus because it
includes most of the vectors of mosquito-borne arboviruses. Ae. albopictus is an efficient
vector of DENV, although less efficient than Ae. aegypti [49]. French populations of
Ae. albopictus are competent for DENV [37] and can also transmit CHIKV and ZIKV [35,36].
In Germany, the Netherlands and Switzerland, Ae. japonicus was shown to be an effective
vector of CHIKV, DENV, USUV and ZIKV [50–53]. The vector competence of Ae. cantans,
Ae. cinereus, Ae. rusticus and Ae. sticticus remains mostly unknown, although Ae. cantans
has been found positive for WNV in some recent screenings [54]. Despite the lack of data
about their vector competence, these species could be locally abundant and responsible for
nuisance (personal observation).

The goal of the neighbor-joining tree built (Figure 6) is not to analyze the evolution
patterns of these species, as both the sampling and the methods used are not appropriate
for this purpose. The tree emphasizes that the three members of the subgenus Ochlerotatus
(Ae. cantans, Ae. rusticus and Ae. sticticus) are clustered together. This means that their
wings share more similarities than with the wings of other species. The origin of these
similarities could be of phylogenetical inheritance providing similar structures (they belong
to the same subgenus) or could be linked to their wing sizes, which are the largest across our
samples (personal observation). Conversely, Ae. albopictus and Ae. japonicus are branched
together, despite the fact that they belong to different subgenera.

Morphometrics have been successfully used in different applications, such as the dis-
crimination and identification of mosquitoes (including sibling species, such as Cx. pipiens
and Cx. torrentium [31], or sympatric Anopheles [30]) and to assess the influence of biotic or
abiotic factors on mosquito wings [26].

GM have proven effective in the entomological field for species differentiation or the
analysis of cryptic complexes. In this study, we successfully applied geometric morpho-
metrics on French indigenous and invasive Aedes wings. This technique allowed a rapid
and effective classification of six species of the Aedes genus: Ae. albopictus, Ae. cantans,
Ae. cinereus s.l., Ae. japonicus, Ae. rusticus and Ae. sticticus. GM has already been used in
Europe to identify female mosquitoes of autochthonous and invasive species [55]. Nev-
ertheless, this technique is still struggling to differentiate between closely related species,
such as Ae. annulipes and Ae. cantans [19,55]. Our results are in accordance with other
studies performed in Europe.
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Due to all the morphometric literature, researchers are steadily building a database of
wing patterns. It would be interesting if all this worldwide data could be merged in order
to create a global catalog of mosquito wing patterns. As some authors have shown, the
landmark disposition of two geographically isolated mosquito populations from the same
species can show pattern variation [28]. Nonetheless, such large databases could be of help
to create worldwide tools for mosquito identification.

GM is a valuable tool to prepare for the emergence of arboviruses. Exhaustive
databases could be built and made available to that end. Integration of GM tools into
identification software (such as MosKeyTool) could help ease the process of identification,
allowing beginner field entomologists to make accurate identifications, and confirmed
entomologists to save valuable time in the case of an epidemic event.

5. Conclusions

Geometric morphometrics are a proven efficient tool in mosquito classification [19].
They allow the rapid and reliable identification of mosquito species, including closely
related species and genera. Six autochthonous and invasive Aedes species from the north-
east of France were successfully segregated in this study, with a correct reclassification rate
of 98%.

As the number of morphological experts decreases, morphometric identification
could be of assistance when molecular identification cannot be performed (i.e., specimens
deposited in curated collections, especially type-specimens stored in museums). Today,
we are witnessing an increasing number of outbreaks of mosquito-borne emerging and
re-emerging diseases. In this context, field studies are mandatory to assess the presence
of known vectors. Morphometrics could reduce the processing time of samples caught in
the field and directly decrease latency between entomological investigation and targeted
vector control operations.

Geometric morphometrics are a developing field of biological studies. The principal
flaw of this technique is that landmarks must be placed manually, meaning human error is
a variable in the rigorous mathematical treatment of this method. Advances in machine
learning and computer vision will hopefully make it possible to automatize the entire
analysis process in the near future.

Author Contributions: Conceptualization, J.-P.M. and J.D.; methodology, J.-P.M.; software, J.-P.M.;
validation, J.-P.M.; formal analysis, J.-P.M.; writing—original draft preparation, J.-P.M., J.D. and H.F.;
writing—review and editing, J.-P.M., H.F., E.K., B.M., P.S. and J.D. All authors have read and agreed
to the published version of the manuscript.

Funding: This research was funded by the project N 2020/01/129 funded by the National Agency
for Sanitary Safety of Food, Environment and Labor (ANSES).

Institutional Review Board Statement: Not applicable.

Data Availability Statement: The pictures are available on request to the authors. COI sequences
are available in GenBank under accession numbers MW843020 to MW843031.

Acknowledgments: The authors thank Denis Augot for introducing them to the GM analysis and
Fano José Randrianambinintsoa for his valuable help.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References
1. Lazzarini, L.; Barzon, L.; Foglia, F.; Manfrin, V.; Pacenti, M.; Pavan, G.; Rassu, M.; Capelli, G.; Montarsi, F.; Martini, S.; et al. First

autochthonous dengue outbreak in Italy, August 2020. Eurosurveill. Bull. Eur. Sur Les Mal. Transm. Eur. Commun. Dis. Bull. 2020,
25, 2–5. [CrossRef]

2. Schaffner, F.; Mathieu, B. Identifier un moustique: Morphologie classique et nouvelles techniques moléculaires associées pour
une taxonomie intégrée. Rev. Francoph. Des. Lab. 2020, 2020, 24–33. [CrossRef]

http://doi.org/10.2807/1560-7917.ES.2020.25.36.2001606
http://doi.org/10.1016/s1773-035x(20)30228-8


Insects 2021, 12, 341 9 of 10

3. Schaffner, E.A.G.; Bernard, G.; Jean-Paul, H.; Rhaiem, A.; Jacques, B. The Mosquitoes of Europe: An Identification and Training
Programme; IRD, EID, Eds.; IRD: Paris, France, 2001; ISBN 2-7099-1485-9.

4. Ung, V.; Dubus, G.; Zaragueta-Bagils, R.; Vignes-Lebbe, R. Xper2: Introducing e-taxonomy. Bioinformatics 2010, 26, 703–704.
[CrossRef]

5. Gunay, F.P.M.; Robert, V. MosKeyTool, an Interactive Identification Key for Mosquitoes of Euro-Mediterranean, Version 2.1. 2018.
Available online: https://www.medilabsecure.com/moskeytool (accessed on 12 April 2021).

6. Hebert, P.D.; Cywinska, A.; Ball, S.L.; de Waard, J.R. Biological identifications through DNA barcodes. Proc. Biol. Sci. 2003, 270,
313–321. [CrossRef]

7. Cywinska, A.; Hunter, F.F.; Hebert, P.D. Identifying Canadian mosquito species through DNA barcodes. Med. Vet. Entomol. 2006,
20, 413–424. [CrossRef] [PubMed]

8. Ratnasingham, S.; Hebert, P.D. BOLD: The Barcode of Life Data System. Mol. Ecol. Notes 2007, 7, 355–364. [CrossRef] [PubMed]
9. Bahnck, C.M.; Fonseca, D.M. Rapid assay to identify the two genetic forms of Culex (Culex) pipiens L. (Diptera: Culicidae) and

hybrid populations. Am. J. Trop. Med. Hyg. 2006, 75, 251–255. [CrossRef] [PubMed]
10. Smith, J.L.; Fonseca, D.M. Rapid assays for identification of members of the Culex (Culex) pipiens complex, their hybrids, and

other sibling species (Diptera: Culicidae). Am. J. Trop. Med. Hyg. 2004, 70, 339–345. [CrossRef] [PubMed]
11. Higa, Y.T.T.; Tsuda, Y.; Miyagi, I. A multiplex PCR-based molecular identification of five morphologically related, medically

important subgenus Stegomyia mosquitoes from the genus Aedes (Diptera: Culicidae) found in the Ryukyu Archipelago, Japan.
Jpn. J. Infect. Dis. 2010, 63, 312–316. [PubMed]

12. Brosseau, L.; Udom, C.; Sukkanon, C.; Chareonviriyaphap, T.; Bangs, M.J.; Saeung, A.; Manguin, S. A multiplex PCR assay for the
identification of five species of the Anopheles barbirostris complex in Thailand. Parasites Vectors 2019, 12, 223. [CrossRef] [PubMed]

13. Bass, C.; Williamson, M.S.; Field, L.M. Development of a multiplex real-time PCR assay for identification of members of the
Anopheles gambiae species complex. Acta Trop. 2008, 107, 50–53. [CrossRef] [PubMed]

14. Schenkel, C.D.; Kamber, T.; Schaffner, F.; Mathis, A.; Silaghi, C. Loop-mediated isothermal amplification (LAMP) for the
identification of invasive Aedes mosquito species. Med. Vet. Entomol. 2019, 33, 345–351. [CrossRef] [PubMed]

15. Vega-Rua, A.; Pages, N.; Fontaine, A.; Nuccio, C.; Hery, L.; Goindin, D.; Gustave, J.; Almeras, L. Improvement of mosquito
identification by MALDI-TOF MS biotyping using protein signatures from two body parts. Parasites Vectors 2018, 11, 574.
[CrossRef]

16. Yssouf, A.; Parola, P.; Lindstrom, A.; Lilja, T.; L’Ambert, G.; Bondesson, U.; Berenger, J.M.; Raoult, D.; Almeras, L. Identification of
European mosquito species by MALDI-TOF MS. Parasitol. Res. 2014, 113, 2375–2378. [CrossRef] [PubMed]

17. Niare, S.; Berenger, J.M.; Dieme, C.; Doumbo, O.; Raoult, D.; Parola, P.; Almeras, L. Identification of blood meal sources in the
main African malaria mosquito vector by MALDI-TOF MS. Malar. J. 2016, 15, 87. [CrossRef] [PubMed]

18. Mitteroecker, P.; Gunz, P. Advances in geometric morphometrics. Evol. Biol. 2009, 36, 235–247. [CrossRef]
19. Wilke, A.B.; Christe Rde, O.; Multini, L.C.; Vidal, P.O.; Wilk-da-Silva, R.; de Carvalho, G.C.; Marrelli, M.T. Morphometric wing

characters as a tool for mosquito identification. PLoS ONE 2016, 11, e0161643. [CrossRef]
20. Adams, D.C.; Rohlf, F.J.; Slice, D.E. Geometric morphometrics: Ten years of progress following the ‘revolution’. Ital. J. Zool. 2004,

71, 5–16. [CrossRef]
21. Utkualp, N.; Ercan, I. Anthropometric Measurements Usage in Medical Sciences. Biomed. Res. Int. 2015, 2015, 404261. [CrossRef]
22. Van der Niet, T.; Zollikofer, C.P.; Leon, M.S.; Johnson, S.D.; Linder, H.P. Three-dimensional geometric morphometrics for studying

floral shape variation. Trends. Plant. Sci. 2010, 15, 423–426. [CrossRef]
23. Gharaibeh, W.S.; Rohlf, F.J.; Slice, D.E.; DeLisi, L.E. A geometric morphometric assessment of change in midline brain structural

shape following a first episode of schizophrenia. Biol. Psychiatry 2000, 48, 398–405. [CrossRef]
24. Dujardin, J.-P. Morphometrics applied to medical entomology. Infect. Genet. Evol. J. Mol. Epidemiol. Evol. Genet. Infect. Dis. 2008, 8,

875–890. [CrossRef]
25. Lorenz, C.; Marques, T.C.; Sallum, M.A.; Suesdek, L. Altitudinal population structure and microevolution of the malaria vector

Anopheles cruzii (Diptera: Culicidae). Parasites Vectors 2014, 7, 581. [CrossRef] [PubMed]
26. Hidalgo, K.; Dujardin, J.P.; Mouline, K.; Dabire, R.K.; Renault, D.; Simard, F. Seasonal variation in wing size and shape between

geographic populations of the malaria vector, Anopheles coluzzii in Burkina Faso (West Africa). Acta Trop. 2015, 143, 79–88.
[CrossRef]

27. Chaiphongpachara, T.; Juijayen, N.; Chansukh, K.K. Wing geometry analysis of Aedes aegypti (Diptera, Culicidae), a Dengue virus
vector, from multiple geographical locations of samut songkhram, Thailand. J. Arthropod. Borne Dis. 2018, 12, 351–360. [PubMed]

28. Wilk-da-Silva, R.; de Souza Leal Diniz, M.M.C.; Marrelli, M.T.; Wilke, A.B.B. Wing morphometric variability in Aedes aegypti
(Diptera: Culicidae) from different urban built environments. Parasites Vectors 2018, 11, 561. [CrossRef]

29. Phanitchat, T.; Apiwathnasorn, C.; Sungvornyothin, S.; Samung, Y.; Dujardin, S.; Dujardin, J.P.; Sumruayphol, S. Geometric
morphometric analysis of the effect of temperature on wing size and shape in Aedes albopictus. Med. Vet. Entomol. 2019, 33,
476–484. [CrossRef]

30. Lorenz, C.; Marques, T.C.; Sallum, M.A.; Suesdek, L. Morphometrical diagnosis of the malaria vectors Anopheles cruzii, An.
homunculus and An. bellator. Parasites Vectors 2012, 5, 257. [CrossRef] [PubMed]

31. Borstler, J.; Luhken, R.; Rudolf, M.; Steinke, S.; Melaun, C.; Becker, S.; Garms, R.; Kruger, A. The use of morphometric wing
characters to discriminate female Culex pipiens and Culex torrentium. J. Vector Ecol. J. Soc. Vector Ecol. 2014, 39, 204–212. [CrossRef]

http://doi.org/10.1093/bioinformatics/btp715
https://www.medilabsecure.com/moskeytool
http://doi.org/10.1098/rspb.2002.2218
http://doi.org/10.1111/j.1365-2915.2006.00653.x
http://www.ncbi.nlm.nih.gov/pubmed/17199753
http://doi.org/10.1111/j.1471-8286.2007.01678.x
http://www.ncbi.nlm.nih.gov/pubmed/18784790
http://doi.org/10.4269/ajtmh.2006.75.2.0750251
http://www.ncbi.nlm.nih.gov/pubmed/16896127
http://doi.org/10.4269/ajtmh.2004.70.339
http://www.ncbi.nlm.nih.gov/pubmed/15100444
http://www.ncbi.nlm.nih.gov/pubmed/20858995
http://doi.org/10.1186/s13071-019-3494-8
http://www.ncbi.nlm.nih.gov/pubmed/31088534
http://doi.org/10.1016/j.actatropica.2008.04.009
http://www.ncbi.nlm.nih.gov/pubmed/18490000
http://doi.org/10.1111/mve.12366
http://www.ncbi.nlm.nih.gov/pubmed/30734975
http://doi.org/10.1186/s13071-018-3157-1
http://doi.org/10.1007/s00436-014-3876-y
http://www.ncbi.nlm.nih.gov/pubmed/24737398
http://doi.org/10.1186/s12936-016-1152-6
http://www.ncbi.nlm.nih.gov/pubmed/26872451
http://doi.org/10.1007/s11692-009-9055-x
http://doi.org/10.1371/journal.pone.0161643
http://doi.org/10.1080/11250000409356545
http://doi.org/10.1155/2015/404261
http://doi.org/10.1016/j.tplants.2010.05.005
http://doi.org/10.1016/S0006-3223(00)00916-1
http://doi.org/10.1016/j.meegid.2008.07.011
http://doi.org/10.1186/s13071-014-0581-8
http://www.ncbi.nlm.nih.gov/pubmed/25511160
http://doi.org/10.1016/j.actatropica.2014.12.014
http://www.ncbi.nlm.nih.gov/pubmed/30918904
http://doi.org/10.1186/s13071-018-3154-4
http://doi.org/10.1111/mve.12385
http://doi.org/10.1186/1756-3305-5-257
http://www.ncbi.nlm.nih.gov/pubmed/23148743
http://doi.org/10.1111/j.1948-7134.2014.12088.x


Insects 2021, 12, 341 10 of 10

32. De Souza, A.; Multini, L.C.; Marrelli, M.T.; Wilke, A.B.B. Wing geometric morphometrics for identification of mosquito species
(Diptera: Culicidae) of neglected epidemiological importance. Acta Trop. 2020, 211, 105593. [CrossRef]

33. Prudhomme, J.; Cassan, C.; Hide, M.; Toty, C.; Rahola, N.; Vergnes, B.; Dujardin, J.P.; Alten, B.; Sereno, D.; Banuls, A.L. Ecology
and morphological variations in wings of Phlebotomus ariasi (Diptera: Psychodidae) in the region of Roquedur (Gard, France): A
geometric morphometrics approach. Parasites Vectors 2016, 9, 578. [CrossRef]

34. Hajd Henni, L.; Sauvage, F.; Ninio, C.; Depaquit, J.; Augot, D. Wing geometry as a tool for discrimination of obsoletus group
(Diptera: Ceratopogonidae: Culicoides) in France. Infect. Genet. Evol. J. Mol. Epidemiol. Evol. Genet. Infect. Dis. 2014, 21, 110–117.
[CrossRef]

35. Lourenco-de-Oliveira, R.; Mousson, L.; Vazeille, M.; Fuchs, S.; Yebakima, A.; Gustave, J.; Girod, R.; Dusfour, I.; Leparc-Goffart, I.;
Vanlandingham, D.L.; et al. Chikungunya virus transmission potential by local Aedes mosquitoes in the Americas and Europe.
PLoS Negl. Trop. Dis. 2015, 9, e0003780. [CrossRef]

36. Jupille, H.; Seixas, G.; Mousson, L.; Sousa, C.A.; Failloux, A.B. Zika virus, a new threat for Europe? PLoS Negl. Trop. Dis. 2016, 10,
e0004901. [CrossRef] [PubMed]

37. Vega-Rua, A.; Zouache, K.; Caro, V.; Diancourt, L.; Delaunay, P.; Grandadam, M.; Failloux, A.B. High efficiency of temperate
Aedes albopictus to transmit chikungunya and dengue viruses in the Southeast of France. PLoS ONE 2013, 8, e59716. [CrossRef]

38. Balenghien, T.; Vazeille, M.; Grandadam, M.; Schaffner, F.; Zeller, H.; Reiter, P.; Sabatier, P.; Fouque, F.; Bicout, D.J. Vector
competence of some French Culex and Aedes mosquitoes for West Nile virus. Vector Borne Zoonotic Dis. 2008, 8, 589–595. [CrossRef]

39. Martinet, J.P.; Ferté, H.; Failloux, A.B.; Schaffner, F.; Depaquit, J. Mosquitoes of north-western europe as potential vectors of
arboviruses: A review. Viruses 2019, 11. [CrossRef]

40. Möhrig, W. Die culiciden deutschlands. Untersuchungen zur taxonomie. Biologie und ökologie der einheimischen stechmücken.
Int. Rev. Der Gesamten Hydrobiol. Hydrogr. 1970, 55. [CrossRef]

41. Lorenz, C.; Suesdek, L. Evaluation of chemical preparation on insect wing shape for geometric morphometrics. Am. J. Trop. Med.
Hyg. 2013, 89, 928–931. [CrossRef]

42. Hebert, P.D.; Penton, E.H.; Burns, J.M.; Janzen, D.H.; Hallwachs, W. Ten species in one: DNA barcoding reveals cryptic species in
the neotropical skipper butterfly Astraptes fulgerator. Proc. Natl. Acad. Sci. USA 2004, 101, 14812–14817. [CrossRef]

43. Altschul, S.F.; Gish, W.; Miller, W.; Myers, E.W.; Lipman, D.J. Basic local alignment search tool. J. Mol. Biol. 1990, 215, 403–410.
[CrossRef]

44. Rohlf, F. The tps series of software. Hystrix 2017. [CrossRef]
45. Team R. RStudio: Integrated Development Environment for R; RStudio, Inc.: Boston, MA, USA, 2019.
46. Adams, D.C.; Otárola-Castillo, E.; Paradis, E. geomorph: Anrpackage for the collection and analysis of geometric morphometric

shape data. Methods Ecol. Evol. 2013, 4(4), 393–399. [CrossRef]
47. Klingenberg, C.P. MorphoJ: An integrated software package for geometric morphometrics. Mol. Ecol. Resour. 2011, 11, 353–357.

[CrossRef]
48. Hammer, Ø.; Harper, D.A.; Ryan, P.D. PAST: Paleontological statistics software package for education and data analysis. Palaeontol.

Electron. 2001, 4, 9.
49. Rezza, G. Aedes albopictus and the reemergence of Dengue. BMC Public Health 2012, 12, 72. [CrossRef] [PubMed]
50. Schaffner, F.; Vazeille, M.; Kaufmann, C.; Failloux, A.B.; Mathis, A. Vector competence of Aedes japonicus for chikungunya and

dengue viruses. J. Eur. Mosq. Control. Assoc. 2011, 29, 141–142. [CrossRef]
51. Veronesi, E.; Paslaru, A.; Silaghi, C.; Tobler, K.; Glavinic, U.; Torgerson, P.; Mathis, A. Experimental evaluation of infection,

dissemination, and transmission rates for two West Nile virus strains in European Aedes japonicus under a fluctuating temperature
regime. Parasitol. Res. 2018, 117, 1925–1932. [CrossRef] [PubMed]

52. Jansen, S.; Heitmann, A.; Lühken, R.; Jöst, H.; Helms, M.; Vapalahti, O.; Schmidt-Chanasit, J.; Tannich, E. Experimental
transmission of Zika virus by Aedes japonicus japonicus from southwestern Germany. Emerg. Microbes Infect. 2018, 7, 192.
[CrossRef]

53. Abbo, S.R.; Visser, T.M.; Wang, H.; Goertz, G.P.; Fros, J.J.; Abma-Henkens, M.H.C.; Geertsema, C.; Vogels, C.B.F.; Koopmans,
M.P.G.; Reusken, C.; et al. The invasive Asian bush mosquito Aedes japonicus found in the Netherlands can experimentally
transmit Zika virus and Usutu virus. PLoS Negl. Trop. Dis. 2020, 14, e0008217. [CrossRef]

54. Hubalek, Z.; Halouzka, J. West Nile fever-a reemerging mosquito-borne viral disease in Europe. Emerg. Infect. Dis 1999, 5, 643–650.
[CrossRef] [PubMed]

55. Sauer, F.G.; Jaworski, L.; Erdbeer, L.; Heitmann, A.; Schmidt-Chanasit, J.; Kiel, E.; Luhken, R. Geometric morphometric wing
analysis represents a robust tool to identify female mosquitoes (Diptera: Culicidae) in Germany. Sci. Rep. 2020, 10, 17613.
[CrossRef] [PubMed]

http://doi.org/10.1016/j.actatropica.2020.105593
http://doi.org/10.1186/s13071-016-1872-z
http://doi.org/10.1016/j.meegid.2013.10.008
http://doi.org/10.1371/journal.pntd.0003780
http://doi.org/10.1371/journal.pntd.0004901
http://www.ncbi.nlm.nih.gov/pubmed/27505002
http://doi.org/10.1371/journal.pone.0059716
http://doi.org/10.1089/vbz.2007.0266
http://doi.org/10.3390/v11111059
http://doi.org/10.1002/iroh.19700550334
http://doi.org/10.4269/ajtmh.13-0359
http://doi.org/10.1073/pnas.0406166101
http://doi.org/10.1016/S0022-2836(05)80360-2
http://doi.org/10.4404/hystrix-26.1-11264
http://doi.org/10.1111/2041-210X.12035
http://doi.org/10.1111/j.1755-0998.2010.02924.x
http://doi.org/10.1186/1471-2458-12-72
http://www.ncbi.nlm.nih.gov/pubmed/22272602
http://doi.org/10.5167/uzh-53052
http://doi.org/10.1007/s00436-018-5886-7
http://www.ncbi.nlm.nih.gov/pubmed/29705877
http://doi.org/10.1038/s41426-018-0195-x
http://doi.org/10.1371/journal.pntd.0008217
http://doi.org/10.3201/eid0505.990505
http://www.ncbi.nlm.nih.gov/pubmed/10511520
http://doi.org/10.1038/s41598-020-72873-z
http://www.ncbi.nlm.nih.gov/pubmed/33077803

	Introduction 
	Materials and Methods 
	Results 
	Mosquito Collection and Identification 
	Error Measurement 
	Mean Shapes 
	Allometric Regression 
	Canonical Variate Analysis 

	Discussion 
	Conclusions 
	References

