Illiosentis furcatus (Acanthocephala: Leptorhynchoididae): Morphological study, molecular characterization, and phylogenetic analysis justify reinstatement of Tegorhynchus cetratus
Systematic Parasitology
Kaitlynn M. Stewart, Kristina M. Hill-Spanik, Eric J. McElroy, Isaure de Buron
College of Charleston, Department of Biology, Charleston, SC 29412, USA
Corresponding author: Isaure de Buron, deBuronI@cofc.edu

[image: ]
*Illiosentis cetratus in Amin et al. (2023)
Online Resource 2 Maximum parsimony phylogenetic tree based on an alignment of large subunit ribosomal RNA (LSU rRNA) gene sequences of Illiosentis furcatus Van Cleave and Lincicome, 1939 along with those of related taxa obtained from GenBank (1,388 positions). The numbers at the nodes represent bootstrap support values (1000 replicates). LSU rRNA gene sequences of Floridosentis mugilis and Neoechniorhynchus saginatus were used as the outgroup.
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