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Fig. S1 

Representative DNA sequencing results for BmPBP1-/BmPBP1- and 

wild-type male around the 4-bp deleted region in the BmPBP1 gene of 

Bombyx mori. 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. S2 

Representative electroantennogram (EAG) responses of BmPBP1-

/BmPBP1- and wild-type male antennae to 10% linalool (top) and citral 

(bottom). The stimulus was applied for 200 ms, as indicated by the solid 

line on the trace. 




