Supplementary Figure S1
(a) Modified Baermann apparatus on faecal material collected from the coati enclosure. (b-d) Free-living gravid female and male nematodes examined under field microscopy. Panels (c) and (d) are digitally magnified from image obtained at 400×, as in (b). bo = buccal orifice. 

Supplementary Figure S2. 
Number of reads obtained from ONT long-read sequencing of six single nematode samples, including the median and mean length, N50 and quality score. Scatter plots are from NanoPlot and show the mean read quality vs read length for each of the barcoded samples. 

Supplementary Figure S3.
BlobPlot scatter plot showing read coverage of the genome assembly prior (a) and after (b) removing bacterial and fungal contamination using Kraken2. Only Strongyloides spp. sequences were retained for final genome assembly. (c) The log-transformed histogram of contig lengths in the S. nasua final genome assembly.

Supplementary Figure S4.
(a) KEGG pathway enrichment of orthogroups expanded at the shared S. nasua - S. stercoralis node (b) KEGG pathway enrichment of orthogroups contracted at the shared S. nasua - S. stercoralis node (c) KEGG pathway enrichment of orthogroups expanded in S. nasua (d) KEGG pathway enrichment of orthogroups contracted in S. nasua.

Supplementary Figure S5.
(a) Gene Ontology enrichment of orthogroups expanded in S. stercoralis. (b) Gene Ontology enrichment of orthogroups contracted in S. stercoralis. (c) KEGG pathway enrichment of orthogroups expanded in S. stercoralis. (d) KEGG pathway enrichment of orthogroups contracted in S. stercoralis. Gene ratio represents the proportion of genes with a give GO term. Family count is the number of orthogroups containing genes with a given GO term. 
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