Characterization of Sideness-related Differentiated Genetic Alterations in Stage I-IV Colorectal Cancer Patients

by using Whole Exome Sequencing
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« A statistically significant increase in frequencies of estrogen pathway gene mutations on
TMB comparable between CRC locations right-sided tumors, and on PI3K/AKT mutations on rectal tumors, were identified. These
are consistent with prior expression-based findings indicating the association of estrogen
signaling with right-sided tumors, and increased AKT expression with left-sided CRCs.
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