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Figure S2: Putative ORFs and deduced polypeptide sequences for RMEL2. Nucleotide sequence of the longest cDNA sequence and amino acid sequences deduced from all AUG-starting ORFs in the three possible frames (blue, green and pink) using the Tanslation Map tool (http://www.bioinformatics.org/sms2/ ) and the longest amino acid sequence deduced from a non-AUG-starting ORF (red),  detected by Virtual Ribosome tool (http://www.cbs.dtu.dk/services/VirtualRibosome/) . The longest deduced amino acid sequence conserved in the other primates is underlined. Sequences highlighted in yellow correspond to Kozac consensus. 
