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Figure S1 - Gene order and synteny of mitochondrial genomes in representative amphisbaenian species and the
limbed outgroup (Lacerta agilis), belonging to Lacertidae, the sister lineage to Amphisbaenia. Protein-coding genes
are shown as colored arrows indicating transcriptional direction (ND genes in green, COX genes in red, ATPase genes
in blue, and CYTB in purple). Ribosomal RNA genes (rrnS and rrnl) are shown in brown, and transfer RNA genes
are depicted as gray arrows. Gene order conservation among genomes is indicated by gray connecting lines. The

phylogenetic relationships among species are shown on the left, and the scale bar represents 2 kb.



