XP 013437400.1 branched-chain alpha-keto acid dehydrogenase E1 component beta chain putative Eimeria necatrix

90
99 XP 013228676.1 branched-chain alpha-keto acid dehydrogenase E1 component beta chain putative Eimeria tenella
CDJ50268.1 branched-chain alpha-keto acid dehydrogenase E1 component beta chain putative Eimeria brunett
63
90 XP 0133555981.1 branched-chain alpha-keto acid dehydrogenase E1 component beta chain putative Eimeria mitis
CEM30924.1 unnamed protein product Vitrella brassicaformis CCMP3155
I MO01522:132:000000000-A4LNU:1:2108:6882:8618
KZT71260.1 Thiamin diphosphate-binding protein Daedalea quercina L-15889
100 OCB86717.1 pyruvate dehydrogenase Sanghuangporus baumii
XP 004368155.1 branched-chain alpha-KETO ACID decarboxylase E1 beta subunit putative Acanthamoeba castellanii str. Neff
XP 020429359.1 RabGAP/TBC domain-containing protein Heterostelium album PN500
96

KYQS1940.1 3-methyl-2-oxobutanoate dehydrogenase Tieghemostelium lacteum

S9 Fig. Molecular Phylogenetic analysis by Maximum Likelihood method (BlastX homology search of M01522:132:000000000-
A4LNU:1:2108:6882:8618). The evolutionary history was inferred by using the Maximum Likelihood method based on the Whelan And
Goldman model. The bootstrap consensus tree inferred from 1000 replicates.



