
Inheritance dynamics of the two transgenes 
SagGDvasa (DsRed) and Lp::Sc2A10 (GFP)

in 8 mosquito populations, tracked by COPAS flow cytometry 
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Population 2  : G0 =
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Population 3 : G0 = ~ 1:3 mix of G10 individuals from Population 1 : WT 
G2 G3 G4 G5 G6 G7 G8 G10 G12

Population 4 :  G0 = ~ 1:2 mix G10 individuals from Population 1 : WT
G2 G3 G4 G5 G6 G7 G8 G10 G12G9



Population 5 : G0 = ♂ ;                             x    ♀ WTSagGDvasa Lp::Sc2A10 
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Population 6 : G0 = ♀ ;                             x ♂ WTSagGDvasa Lp::Sc2A10 
SagGDvasa Lp::Sc2A10 

G2 G3 G4 G5G1

G1 G2 G3 G10

(from G16 of Population 1)



G15

Population 7 : G0 = ♂ ;                             x    ♀ WTSagGDvasa Lp::Sc2A10 
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Population 8 : G0 = ♀ ;                             x   ♂ WTSagGDvasa Lp::Sc2A10 
+ +
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