Table S2. Mapping of E-box consensus sequences in putative Mitf target genes.

CATGTG
[bookmark: _GoBack]NM_001014491-dm6 (ref(2)P): 175  (4 genomes)
NM_001298159-dm6 (Atg8a): 166; 597 (4 genomes, 4 genomes)
NM_057352-dm6 (ref(2)P): 175
NM_001170126-dm6 (Vha55): 1358, 2862, 2892 (9 genomes, 4 genomes, 4 genomes)
NM_136626-dm (VhaAC45): 1691, 2935, 3835 (3 genomes, 6 genomes, 5 genomes)
NM_001170126-dm6 (Vha55): 2863, 1359 (4 genomes, 9 genomes) 
NM_001300478-dm6 (Vha13): 1235, 1643 (8 genomes, 7 genomes) 
NM_057453-dm6 (Vha16-1): 3, 1419 (10 genomes, 9 genomes)

CACGTG
NM_001298158-dm6 (Atg8a): 860 (4 genomes) 
NM_001298159-dm6 (Atg8a): 1510 (4 genomes) 
NM_001170126-dm6 (Vha55): 2005 (9 genomes) 
NM_001273581 (VhaSFD): 453 (4 genomes) 
NM_136626-dm (VhaAC45): 224, 1145 (7 genomes, 5 genomes  

TCACGTG
NM_001170126-dm6 (Vha55): 1994 (9 genomes)
NM_001170126-dm6 (Vha55): 2002 (9 genomes) 
NM_057453-dm6 (Vha16-1): 1848 (10 genomes) 

CACATG
NM_001170126-dm6 (Vha55): 919, 2015 (9 genomes, 9 genomes) 
NM_001273581-dm6 (VhaSFD): 437, 3185 (4 genomes, 4 genomes) 
NM_001273581-dm6 (VhaSFD): 437, 1041, 3185 (4 genomes, 5 genomes, 4 genomes)
NM_136626-dm (VhaAC45): 1001, 1940, 2375, 2727, 3575, 3833 (3 genomes, 10 genomes, 10 genomes, 10 genomes, 4 genomes, 6 genomes) 
NM_001170126-dm6 (Vha55): 916, 1199 (9 genomes, 2 genomes) 
NM_001300478-dm6 (Vha13): 808 (7 genomes) 
NM_057453-dm6 (Vha16-1): 482, 1526, 1818 (3 genomes, 8 genomes, 6 genomes 



E-box breakdown for each studied gene. Mitf specific E-boxes identified according to the bHLH rules presented in De Masi et al76 were used to scan genomic regions -2000:+2000 base pairs from the transcription start site of each gene. For each region, we list the start position of each E-box (where 0 is located -2000 base pairs from the transcription start site) and the number of genomes in which such E-box is conserved at the same location (see Materials & Methods). 
