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TABLE
Mitochondrial genome information and definitive hosts of Parastrongyloides trichosuri, representative Strongyloididae 

species and outgroup used in this study

Species/strain Accession No. Length (nt) Annotation Definitive hosta Publication

Strongyloides fuelleborni fuelleborni (L) PV564809 24,335 36 genes Non-human primates, human n.a.

Strongyloides fuelleborni fuelleborni (S) OL672152 14,037 36 genes Non-human primates, human n.a.

Strongyloides papillosus NC_028622 13,909 nad4 missing Ruminants n.a.

Strongyloides vituli NC_066507 14,624 36 genes Cattle n.a.

Strongyloides venezuelensis NC_028229 15,956 trnV missing Rodents n.a.

Parastrongyloides trichosuri BK075097 13,809 36 genes Marsupials This study

Strongyloides ratti NC_028623 16,609 trnV missing Rat n.a.

Strongyloides stercoralis NC_028624 13,751 trnD missing Human, dogs n.a.

Strongyloides cebus NC_066659 16,948 trnN duplicate Non-human primates n.a.

Schistosoma mansoni NC_002545 14,415 - Human, other mammalian hosts (1)

Schistosoma japonicum KU196417 14,088 - Human, other mammalian hosts (2)

a: definitive host information was obtained from.(3) n.a.: not available.

Fig. 1: taxonomic profiling of filtered reads by Kraken 2 reveals bacterial contamination dominated by Pseudomonadota.
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Fig. 4: a 75-bp repeat segment identified in the noncoding region. 
Green, purple, and blue indicate three 20-bp repeat units, and orange 
shows an additional 15-bp short repeat sequence.

Fig. 3: circular map of the incomplete mitogenome of Parastrongyloi-
des trichosuri (Pt-i; GenBank: NC_028620).

Fig. 2: circular representation of the mitochondrial genome assembly of Parastrongyloides trichosuri in this study, visualized using Bandage 
v0.8.1. (A) The initial assembly failed to form a circular genome due to the presence of two repeated fragments (indicated by the dotted box). (B) 
A circular mitochondrial genome was successfully reconstructed by manually removing the two repeated fragments.
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