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Figure S2 Alignment of six unique insertion events occurring at locus 212075 in the rusty spotted cat (P. rubiginosus), flat-headed cat

(P. planiceps), Asian Leopard cat species (P. bengalensis), the caracal and black-footed cat (F. nigripes) along with synapomorphies

of the African golden cat clade (P. caracal/aurata), and the Bay Cat lineage. The insertions in the Asian Leopard cat species (P.

bengalensis) and flat-headed cat (P. planiceps) are unfixed. Yellow-highlighted regions mark target site duplications and gray-shaded

regions denote the A and B RNA polymerase III recognition sequences.



