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Supplemental Figure S1: Phylogenetic relationships of the honey bee odorant receptors (ORs). The 25
subfamilies (Brand and Ramirez 2017) are labeled throughout the tree. Bootstrap supports are indicated
for each branch. Stars indicate branches and ORs under positive selection. Gene losses, gene gains, and
more complex evolutionary gene family dynamics are highlighted by yellow, green, and grey boxes,

respectively.



