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Dataset S1: Mosquito species 
 
Female mosquitoes were identified using identification keys of Darsie [70], Carpenter 

[71], and Clark-Gil [72]. Identification of mosquito species was confirmed by barcoding 

based on cytochrome C oxidase I gene using the primers LCO1490 5'-

GGTCAACAAATCATAAAGATATTGG and HCO2198 5'-

TAAACTTCAGGGTGACCAAAAAATCA [73]. Tree-based species determination was 

done with a dataset of 1890 culicid records from GenBank. Alignment was done with 

MAFFT v.6, FFT-NS-1 [74], NJ analysis with bootstrapping under K2P model was 

performed with MEGA 5 [75].   



	
  
	
  

Figure S1. Tree-based species identification of mosquito specimens. COI 
sequences from three specimens were compared with 1890 culicid records from 
GenBank. Alignment was done with MAFFT v.6, parameter set FFT-NS-1 (Katoh & 
Toh 2008), neighbour joining distance analysis (K2P model and 100 bootstrap 
pseudoreplicates) was performed with MEGA5 (Tamura et al 2011). Only that part of 
the tree with the unknown specimens and their closest relatives is shown. 
Monophyletic species clusters were collapsed. Numbers after species names denote 
the number of individual sequences in the tree; numbers above branches are 
bootstrap percentages (only showns when support exceeds 50%). Sequences of the 
three new specimens are identical. Sequence similarity to their nearest neighbour (C. 
nigripalpus) is 98,48%.  
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