Additional file 3: Figure S1. Examples of KEGG pathways that displayed mostly up regulated genes related to DNA synthesis and maintenance in Culex quinquefasciatus larvae from a Lysinibacillus sphaericus resistant colony compared to a susceptible one. a. Nucleotide excision repair (cqu03420). b. Mismatch repair (cqu03430). c. Homologous recombination (cqu03440). d. Non-homologous end-joining (cqu03450). 
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