S2 Table. Summary of assembly metrics among all available T. cruzi genomes
assembled by long-read sequencing
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All sequences were retrieved from TriTrypDB database (https://tritrypdb.org/tritrypdb/) release-44.

*No scaffolding was applied to these genomes, so no gaps were generated.

**47 are not de novo assembled contigs or scaffolds, but rather pseudomolecules produced by aligning
the core regions of scaffolds to the core regions of CL Brener reference genome. Therefore, although the
genome showed higher N50 and lower L50, it left an extensively high number of gaps behind.

***Genome sequence is not available.



