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Figure 3. Contamination-screening phylogenetic tree. The maximum-likelihood phylogenetic tree 552 
constructed from the Small Subunit ribosomal RNA (SSU), inferred from a curated dataset generated 553 
in the present study, comprises SSU sequences of putative non-Amoebozoan contaminants retrieved 554 
from genomes and transcriptomes available in the P10K database, along with reference sequences 555 
from the PR'  database (indicated by PR'  IDs), identified through BLAST+ similarity searches using the 556 
putative contaminant SSU sequences as queries. Phylogenetic reconstruction was conducted using 557 
IQ-TREE v2.3.6, with ModelFinder identifying the best-fit substitution model (TN+F+I+G4). Node 558 
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support was assessed using both ultrafast bootstrap (UFBoot) and the Shimodaira–Hasegawa 559 
approximate likelihood ratio test (SH-aLRT). Support values are reported as SH-aLRT / UFBoot, with 560 
values ≥80/95 considered indicative of strong support. For clarity, high-support values are omitted in 561 
this figure, as well as support values for nodes above the one indicated by the arrow, which are 562 
represented mostly by flat branches. The complete tree, including all support values, is shown in Figure 563 
S6. The taxonomic identification of Amoebozoa taxa corresponding to the displayed P10K ID codes is 564 
shown in parentheses. 565 
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 583 

Figure 4. Summary of Amoebozoa P10K database sample counts by taxonomic group, focusing 584 
on the key parameters used to evaluate the data. A. presence of SSU or COI. B. BUSCO 585 
completeness score. We considered the BUSCO score of each sample as originally provided in the 586 
P10K database and reported in Gao et al. (2024). C. contamination by another eukaryotic lineage. D. 587 
sample quality assessment. Higher-quality samples are defined as those with SSU (and COI in the 588 
case of Arcellinida), a BUSCO score ≥50%, and no contamination identified based on the SSU. Lower-589 
quality samples are those that require decontamination or further sequencing prior to reliable 590 
downstream analysis. The bars represent the total number of Amoebozoa samples in the P10K 591 
database available for each taxonomic group. The samples considered as higher quality are highlighted 592 
in the Supplementary Information – Table S1. 593 
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