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The nanopore sequencing data for the Cas9 targeted enrichment of MEIs in this study are available in the SRA repository under BioProject accession PRJNA699027.

GRCh38 (GRCh38+decoy) reference genome obtained from the 1000 Genomes Project (ftp://ftp.1000genomes.ebi.ac.uk/vol1/ftp/technical/reference/
GRCh38_reference_genome/)

https://www.ncbi.nlm.nih.gov/sra/PRJNA699027

Study was not preempted by power analysis. The only consideration of sample size would regard the number of reads and ratios of
enrichment, which is an indeterminate prior performing the sequencing experiments.

No data were excluded.

Replication of MEI enrichment was accomplished across individual flongles and pooled MinION experiments. Each subfamily of MEI in this
study was successfully replicated for Cas9 targeted enrichment and nanopore sequencing at least twice.

Randomization was not relevant to this study as there were no participants/biases/parameters of our enrichment and sequencing
experiments to randomize in a meaningful way that would eliminate variability in the data or introduce rigorousness to the approach.

Blinding was not necessary as there are no participants or biases to blind from the experiments that might otherwise influence the results.




