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Figure S7: Latrophillins co-localize with FLOT1 and FLOT2 in punctate 
stainings. Related to Figure 7. 
Immunostaining analysis of HEK293 cells for FLOT1 and FLOT2 in combination with 
LPHN1, LPHN2, or LPHN3. Dependent on the combination of antibodies, different 
degrees of co-localization can be observed.  
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