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Objective

O It 1s currently impossible to get complete de novo assembly of REXTAL Workflow Quality Measurement

Method

segmentally duplicated genome regions using genome-wide short-read
datasets.

d Using REXTAL, it Is possible to extend assembly of single-copy
diploid DNA into adjacent, otherwise Inaccessible subtelomere
segmental duplication regions and other subtelomeric gap regions.

« Align unmasked flanking reference DNA segments with assembled scaffold generated by REXTAL
using NCBI BLAST with high identity matches (> 98%).

* Lengthwise Assembled Fraction (LAF) is defined as the fraction of a targeted reference sequence that Is
accurately assembled by the regional sequence assembly.
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