






 
Fig. 2. Diagrammatic tree of the order Arcellinida and single-marker phylogenetic trees placing 
the P10K941 isolate. A. Diagrammatic tree of the order Arcellinida based on the phylogenomic tree 
from Porfirio-Sousa et al., 2024. Abbreviations: Vonust., Volnustoma; Exc., Excentrotoma. B. 
Phylogenetic tree using SSU, a more conserved marker, showing phylogenetic affinity between the 
P10K941 isolate and .$/0""1%)'("5165&3%. C. Phylogenetic tree using COI, a more variable 
mitochondrial marker, showing phylogenetic affinity between the P10K941 isolate and .$/0""1%  sp. 
Support values are reported as SH-aLRT / UFBoot, with values ≥80/95 considered indicative of strong 
support. For clarity, high-support values are omitted in this figure, except for key nodes related to 
.$/0""1%  or those delimiting the infraorders, which are shown in bold. Support values are also omitted 
for nodes above the one indicated by an arrow, which are mostly represented by flat branches. The 
complete tree, including all support values, is shown in Supplementary Figs. 1 and 2.      
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Fig. 3. Phylogenomic tree of Tubulinea.  Phylogeny of Arcellinida and closely related Tubulinea 
based on 227 genes (68,836 amino acid sites). The tree was initially built using IQ-TREE v. 3.0.1 
under the ELM+C20+G4 model of protein evolution and further used to infer a posterior means site 
frequency model using the ML model ELM+C60+G4+PMSF. Topological support was assessed by 
100 MLRB replicates. The bar plots on the right side of the figure show the percentage completeness 
of the dataset available for each taxon, based on the total number of genes and sites in our 
phylogenomic tree matrix. 
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