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	Supplementary Name
	File Name
	Description

	Supplementary File 1
	SM_V9_updated_221114.pdf
	Pre-release gene annotation for Schistosoma mansoni compatible with version 9 genome.

	Supplementary File 2
	higher_order_repeat.pdf 
	Manually identified and annotated large repeats that were not appropriately annotated by RepeatMasker. Not a comperehensive list but instead only sites were biser (32) hits previously were identified and subsequently removed.

	Supplementary File 3
	higher_order_repeat.pdf
	Fasta sequence of the higher order repeats of Supplementary File 2. Used with a dotplot to confirm repetitive nature and bounds.

	Supplementary File 4
	OE_calcs.xlsx
	Chi-squared calculations for distribution of biser hits across the S. mansoni genome, assuming a random distribution of hits across chromosomes as the expected variable. 

	Supplementary File 5
	9.5_longest_introns.pdf
	Processed pre-release gene annotation using AGAT (31) to keep only the longest splicing isoform for each gene and add introns to annotations.

	Supplementary File 6
	SD_hits.pdf
	List of sites at which biser (32) identified segmental duplications.

	Supplementary File 7
	loci_genlist_aa.pdf
	Amino acid sequence of the 154 genes which had been identified as having segmental duplication contribution.

	Supplementary File 8
	Cluster_Smp_IDs.xlsx
	Formatted table of clusters of genes and their respective combined label / annotation. 

	Supplementary File 9
	all_RPKMs_wstage.pdf
	RPKM values of genes associated with subtelomeric segmental duplications. Used to generate Figure 3. Data from Buddenborg et al. (2023).

	Supplementary File 10
	scRNA_data.xlsx
	scRNA data used to generate expression values of cell types in Figure 3. Data from Attenborough et al. (2023), Soria et al. (2023) and Wendt et al. (2020)

	Supplementary File 11
	hypothetical_aa.pdf
	Amino acid alignment of hypothethical protein cluster, to generate dendrogram. Aligned using muscle (55) with default parameters.

	Supplementary File 12
	CP391_Annotation.xlsx
	Annotations associated with the hypothetical protein cluster from Supplementary File 1, indicating some similarity to CP391 genes. Additionally, the outputs of the hmmsearch (62) that showed further links to CP391 genes. 

	Supplementary File 13
	SD_gene_locs.pdf
	Annotations of large gene clusters involved in subtelomeric segmental duplications. Used to plot gene models with gggenes (53).

	Supplementary File 14
	all_LFC.pdf
	Log fold change values of annexins, endoglycoceramidases and hypothetical protein clusters in relevant time stages as identified by bulk RNA-seq data in Figure 3.

	Supplementary File 15
	hmmsearch_output.xlsx
	Output of hmmsearch (62) of Supplementary File 11, alignment of hypothetical protein cluster. Used to identify conserved residues and protein domains. 

	Supplementary File 16
	seed_aln_cluster.pdf
	Alignment of hypothethical protein cluster with seed sequences used to generate the hmm for the PSI domain (PF01437 - https://www.ebi.ac.uk/interpro/entry/pfam/PF01437/entry_alignments/?type=seed) . Used to identify putative location of the domain to annotate Figure 4. 



