Supplementary Figure 1: 
Alignment of MLL nucleotide sequences from Pantodon buchholzi specimens examined in this study (first three specimens) with previous sequences for population-diagnostic indels (Lavoué et al. 2011). The alignment shows that all specimens examined share with the Lower Niger population the same two diagnostic indels. Highlighted in red: One 9-base-pair insertion at the positions 350--358 and one 6-base-pair deletion at the positions 592--597. Alignment length: 751 base-pairs (bp) positions.
