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+ Larvicides

12 Labbéet al. 2011 Reiter2007



fllgejelv elh
Current vector control againsAedesnosquitoes

Mechanical suppression Insecticide
+ Larvicides Spraying
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Mass. Sterilization Release Population
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of males
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Current sexingmethodsexploit the sizedimorphismat the pupalstage
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Comparisonof the sexingmethodsdevelopedduringthe last 15years

Wolume 35, Issue 8, August 2019, Pages 649-662

Trends in Parasitology Lﬂ

Beview

Sex Sorting for Pest Control: It’s Raining Men!

Célia Lutrat I % 2 David Giesbrecht *, Eric Marois °, Steve Whyard #, Thierry Baldet 1+ 2, Jérémy Bouyer 1+ 2 2,
=
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/ criteria for a good sexing method

Sorting stage
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Sorting stage Male recovery
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Sorting stage Male recovery Female contamination
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Sorting stage Male recovery Female contamination

Sorting speed
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Sorting stage Male recovery Female contamination

Sorting speed Initial investment Consumable cost
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Sorting stage Male recovery Female contamination

Sorting speed Initial investment Consumable cost

Acceptability
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3 strategiesdentified

Conditionalfemaledeath/
conditionalmasculinization
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3 strategiesdentified

Conditionalfemaledeath/ Convertingfemalesnto
conditionalmasculinization males byRNAI
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3 strategiesdentified

Conditionalfemaledeath/ Convertingfemalesnto Sexspecificexpression of a
conditionalmasculinization males byRNAI fluorescence marker
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Thisapproachhasalreadybeendevelopedn Anophelesiosquitoes
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DevelopingGenetic SexingStrainscarryinga sexspecificfluorescent markers
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DevelopingGenetic SexingStrainscarryinga sexspecificfluorescent markers
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DevelopingGenetic SexingStrainscarryinga sexspecificfluorescent markers
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CRISPRCas9allowstargetedgenomeediting
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piggyBaallowsnontargetedgenomeediting

piggyBac piggyBac
transposase Transgene transposase

Sticky end break

50 Fraser et al. 1995: Fraser et al. 19



piggyBaallowsnontargetedgenomeediting
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Developmentof transgenidines

Design Cloning Microinjection Crossing, Screening, Repeat Sequencing / PCR
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