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Background Conclusion

* Incidence of early-onset gastroesophageal eoGEA has a unique somatic and germline mutation profile compared to aoGEA. Germline mutations were identified in only
adenocarcinoma (eoGEA, ages <50 years) has been _ _ _ _ _ _ o
increasing in the United States since the 1990s 1% of eoCRC, and in <1% aoCRC, suggesting predominant somatic and/or epigenetic origin.

* The etiology of which is still unclear, and limited data

exists on molecular drivers. Resu |tS
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