Table S2. Genetic interaction data
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n 24 26 22 22 14 20 38 26 24 30
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n 26 26 26 18
Wild type 100 94 100 0
o Misguidance “ 0 0 0 0
Thin or absent i 0 4 0 100
Wild type 2 100 73 100 0
8 Misguidance 0 12 0 0
Overextension 0 15 0 0
Thin or absent 0 0 0 100
n 26 20 22 26
Wild type 100 100 100 62
o Misguidance “ 0 0 0 8
Thin or absent i 0 0 0 31
Wild type 2 100 100 100 35
8 Misguidance 0 0 0 35
Overextension 0 0 0 0
Thin or absent 0 0 0 31

MB o and B lobe phenotypes were scored in flies with (A) a mutation in Nrg and an additional mutation in either pyd, Sema-1a,
trio and RacT; (B) a mutation in pyd, Sema-1a, trio and Rac1 in an OK107-driven NRG-180 overexpression background; and (C)
a mutation in pyd and an additional mutation in Sema-1a, trio and Rac?. n is the number of brain hemispheres analyzed. The
other numbers are percentages of analyzed hemispheres with the specified phenotype. The Nrg®*/=;,Rac1’''/+ genotype is
lethal.




