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Supplementary results - read mapping and genome coverage
analysis

Figure. Individual scaffold coverage profiles for the 13 longest scaffolds of the Pristimantis
euphronides genome assembly. Panels (A)-(M) correspond to scaffolds 1-13. Black line: read
coverage smoothed over 2 x 10 kb windows. Blue line: long-range smoothed trend (1000 x 10 kb
windows). Blue dashed horizontal line: per-scaffold mean coverage, annotated to the right of each
panel. X-axis: genome position in gigabases (Gb). Y-axis: read depth (), range 0-60x. Scaffold
numbers follow Eleutherodactylus coqui chromosome size order. Read depth computed with mosdepth
v0.3.11 [1] from Minimap2 [2] alignments of high-accuracy (HAC) basecalled Nanopore reads to the
RagTag v2.1.0 [3] scaffolded assembly.
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