XM 008875086.1 Aphanomyces invadans 2-oxoisovalerate dehydrogenase subunit beta mitochendrial mRNA

57
05 XM 009831314.1 Aphanomyces astaci 2-oxoisovalerate dehydrogenase subunit beta mitochondrial mMRNA
CU355634.1 Aphanomyces euteiches cDNA
XM 002673181.1 Naegleria gruberi predicted protein mRNA
MO01522:132:000000000-A4LNU:1:2108:6882:8618
/1

XM 013500137.1 Eimeria mitis branched-chain alpha-keto acid dehydrogenase E1 component beta chain putative partial mRNA

LK023324.1 Lichtheimia ramosa strain JMRC FSU:6197 genome assembly scaffold: SCAF2

S10 Fig. Molecular Phylogenetic analysis by Maximum Likelihood method (BlastN 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 Kimura 2-parameter

model. The bootstrap consensus tree inferred from 1000 replicates.




