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Figures of the description of the main S&T results/foregrounds
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Fig 1. Calculated distances between intensity patterns of microarray results obtained from hybridization of sample amplicons. Separation of
JEV samples from all other viral species (e.g. WNV) is shown.
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Fig 2. Comparison of virome composition among the samples of the Culex pipiens project. A) Correlation map among samples. B) Hierarchical
clustering tree of samples. C) Singular-value decomposition of variance between samples. D) Nonmetric multidimensional scaling plot of Bray
distance between samples.
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Fig 3. Influence of temperature on infection- and transmission rates. Mosquitoes were allowed to feed on a suspension of cow erythrocytes
containing a high dose (1010.5 TCID50) of virus and were maintained for different number of days post infection (DPI) at either 28°C (A), 20°C
(B) or were first maintained for 7 days at 20°C and subsequently at 28°C for 7, 14 or 21 days (C). Symbols represent virus titres in the bodies
of the mosquitoes after the EIP. Red symbols represent mosquitoes from which virus was isolated from saliva. Titres in saliva were not
determined. Means with SD and the detection limit of the virus isolation assay are indicated. DPI; days post infection. Below each figure, the
infection rates, transmission rates (both in %) and numbers of mosquitoes tested (parentheses) are indicated.
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Fig 4. Influence of virus dose on infection- and transmission rates. Mosquitoes were allowed to feed on a suspension of cow erythrocytes
containing a low dose (LD, 105.3 TCID50), medium dose (MD, 107.3 TCID50) or high dose (HD, 109.3 TCID50) of virus and maintained at 28°C
for 21 days. Symbols represent virus titers in the bodies of the mosquitoes after the EIP. Red symbols represent mosquitoes from which virus
was isolated from saliva. Titers in saliva were not determined. Means with SD and the detection limit of the virus isolation assay are
indicated. DPI; days post infection. Below each figure, the infection rates, transmission rates (both in %) and numbers of mosquitoes tested
(parentheses) are indicated.
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Fig 5. Transmission of RVFV from viraemic lambs to Culex pipiens mosquitoes. Two lambs were inoculated via intravenous route with a dose
of 105 TCID50 of the highly virulent 35/74 strain. Groups of 50 mosquitoes were allowed to feed on the lambs every day after infection.
Lamb 1 was euthanized on DPI 4, whereas lamb 2 succumbed to the infection on DPI 3. After the EIP, bodies and saliva samples were tested
for the presence of virus. (A) Rectal body temperatures of lamb 1 (V) and lamb 2 (¢). (B) Viremia levels in the blood of the lambs. (C, D)
Detection of virus in body- and saliva samples of mosquitoes that fed on lamb 1 (C) or lamb 2 (D). Symbols represent virus titres in the bodies
of the mosquitoes after the EIP. Red symbols represent mosquitoes from which virus was isolated from saliva. Titres in saliva were not
determined. Means with SD and the detection limit of the virus isolation assays are indicated. DPI; days post infection. The infection rates
and transmission rates (in that order, both in %) and numbers of mosquitoes tested (parentheses) are indicated in panels C and D.
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Fig 6. The updated RVF vector suitability map (upper right)
based on the PCA and Iso-clustering method (left); and the
original map based on the NASA model (lower right).

Fig 7. The predicted suitability map for RVF occurrence:
the averaged model (left), and the Mauritania (upper
right) and Senegal (lower right) models.
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Fig 8. Cumulative RVF potential and dry spell events for the wet season 2012 (left) and 2013 (right).
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Fig 9. Scenarios to explain current C. imicola genetic diversity and distribution
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Fig 10. (A) Genetic clustering of C. imicola population samples based on microsatellite markers and (B) source of winds potentially
transporting C. imicola to the trap location in Pyrénées-Orientales by dispersal atmospheric modeling
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Fig 11. Risk map for BTV and SBV, with a crude estimation of the Reproduction ratio for the given conditions. The darker the colour, the
higher the risk. Pink stands for (very) low risk, and the grey area’s represent those areas where the vector abundance could not be predicted
(missing data).
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Fig 12. Environmental suitability map of Cx. pipiens from a

C. imicola PP
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Fig 13. Metrics indicating overlap between high densities of domestic hosts and Culicoides vectors.
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Fig 14. The dry spell and climate-based model scripts in GEE (FAO demo).

Fig 15. Participants at second VECMAP course in Antwerp, Belgium
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