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Supplemental Figure S10. CB4856 subtelomeres. (A) The number of unaligned bases of each subtelomere (200 kb) between N2
and CB4856 chromosomes obtained using nucmer. (B-G) Schematic representation of BLAST results of unaligned bases in each
CB4856 subtelomere of Chr IL (B), Chr IR (C), Chr IIR (D), Chr IIIL (E), Chr IVL (F), and Chr XL (G) to the N2 genome. White
blocks represent regions without any homology found using BLAST, and other colored blocks represent aligned regions with
homology detected longer than 600 bp. Each block represents 1 kb of genome length and alignments with less than 600 bp in length
are not included. Arrows indicate directions.


