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Fig. S1. Phylogenetic analysis of amoebozoan 18S rDNA. Maximum-likelihood tree places Pelomyxa 
schiedti in monophyletic Pelomyxidae group inside monophyletic Archamoebae. Standard bootstrap sup-
port values shown when   50%.
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Fig. S2. BUSCO analysis of Pelomyxa schiedti transcriptome and predicted proteins. Completeness of 
P. schiedti datasets were assessed using odb9_eukaryota dataset and compared with completeness of pre-
dicted proteins from Mastigamoeba balamuthi.
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Fig. S3. Phylogenetic 
analysis of HSP70 
proteins. Maximum-likeli-
hood tree documents that 
one Pelomyxa schiedti 
HSP70 sequence is related 
to mitochondrial ortho-
logues from other eukary-
otes. Ultrafast bootstrap 
support values shown 
when   75%. ER, endoplas-
mic reticulum.
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Volvox carteri f. nagariensis XP_002957829.1

Mastigamoeba balamuthi m51a1_g7059
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Fig. S6. Phylogenetic analysis of transporters involved in 
sulfate activation pathway. a) Phylogenetic analysis did not 
resolve which one of the sodium/sulfate symporters of Pelomyxa 
schiedti is related to Entamoeba histolytica mitosomal transporter. 
b) Maximum-likelihood phylogenetic tree confirms one P. schiedti 
transporter as PAPS (3’-phosphoadenosine 5’-phosphosulfate) 
transporter, while two others belong to broader family of mito-
chondrial carrier transporters. Experimentally proven mitosomal 
transporters of E. histolytica marked with stars.  Ultrafast bootstrap 
support values shown when   75%.


