
Figure S1. Amino acid alignment of human ABCD1 and Drosophila CG2316 shows high levels 
of conservation. Sequences were aligned using COBALT software through NCBI. 
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Figure S2. Amino acid alignments of Drosophila elongase CG2781 and three human elongases 
(ELOVL1,4,and 7).  Sequences were aligned using COBALT software through NCBI. 
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