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Table S1: Sequencing results for viruses detected from FTA cards. The following information is shown in the columns:  Year= Year of collection; Virus= Virus identified; Query length= Total number of nucleotides in the input sequence; Identity % (GenBank accession) = Maximum similarity with sequences listed in GenBank. The accession numbers are reported in brackets; Submitted sequence= Accession number of the sequences submitted in GenBank and identified in this study.

	Year
	Virus
	Query length
	Identity % (GenBank accession)
	Submitted sequence

	2020
	Dengue virus 2
	161
	96.32% 
(KF704356.1, AJ968413.1, KJ734727.1)
	
-

	2020
	West Nile virus
	157
	98.1%
(GQ480360.1, FJ472945.1)
	PZ275959
(136 bp)

	2020
	West Nile virus  
	162
	95.6%
(GQ480360.1, FJ472945.1)
	
-

	2022
	Insect-specific flavivirus

	144
	97.2% Mosquito flavivirus
(OR531688.1)
97.2% Phlebotomus-associated flavivirus (MN294940.1)
	PZ275962
(121bp)



Figure S1: Time Intervals (Days) between first and second blood draw collected at the beginning and the end of each volunteer’s mission period. The central line represents the mean number of days elapsed between the two draws, while the interquartile range reflects variability of different deployment lengths. Whiskers show the minimum and maximum observed intervals, points represent outlier values.
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