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Whole genome sequencing concerning the chemoresistance of bile duct cancer
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Whole-genome sequencing analysis of six cholangiocarcinoma specimens
demonstrated an average of 53,705 somatic mutations, 22,832 somatic structural variations, and copy
number variations in 109 regions. SNVs counted for 85.02% of the somatic mutations, while DELs
comprised 76.50% of the somatic structural variations. Copy number variations showed amplifications
spanning several hundred thousand base pairs in some cases. Gene mutations accumulated at a higher
frequency in samples without vascular invasion compared to those with vascular invasion. Although no

statistically significant differences were obtained, variations in mutation accumulations between
groups were observed in several genes.
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