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Figure S1. Partial FastQC analysis of each raw reads file. The total number of reads
generated and the phred quality plot of each of the three lllumina Novaseq-6000 sequencings
are shown. Files of reads in both senses (left = 5' - 3'; right= 3' - 5') of A) M. vivesi, B) M.

planiceps, and C) M. findleyi are shown.
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Figure S2. Number of reads pre- and post-trimming in each reads file for the three

Myotis species analyzed here.
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Figure S3. Partial FastQC analysis of each post- trimming reads file. The total number
of reads trimmed and the phred quality plot are shown. Files of post-trimming reads in
both senses (left = 5' - 3'; right= 3' - 5') of A) M. vivesi, B) M. planiceps, and C) M. findleyi are

shown.
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Figure S4. The NGx plot provides information on the size of the scaffolds as a
percentage of the total length of the genome assembly. The red, green, and blue lines
represent the scaffold length of the genome assembly of M. findleyi, M. vivesi, and M.

planiceps, respectively.
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Figure S5. The GC content of the three Mexican endemic Myotis species. Scaffolds are
broken into nonoverlapping 100 bp windows. Plot shows number of windows for each GC
percentage. Red, blue, and green lines represent the GC content of M. findleyi, M. planiceps,

and M. vivesi, respectively.
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Figure S6. Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways of
differentially expressed genes. Total amount of annotated genes (X-axis) versus KEGG

categories (Y-axis).
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Figure S7. The cumulative fraction of annotation edit distance (AED) distribution.
Evidence the quality of the annotation in both gene prediction approaches of the three Myotis

genomes sequences.
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Figure S8. Heat map of orthologous genes shared between Myotis species. The number
of genes with homology between Myotis species is shown, where the color intensity reflects a

greater number of shared genes and vice versa.



