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Discrimination between primary and metastatic lung tumors by genomic profile

Goto, Taichiro
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The gene mutation profile is considered a clonal marker unique to each

cancer. By examining the differences in gene mutation patterns of individual lesions, it is possible
to discriminate between primary and metastatic disease. In addition, phylogenetic patterns of lymph
node metastases that correlate with postoperative prognosis of lung cancer were identified, and the
significance of genetic staging of lymph node metastases was clarified. On the other hand, even at
the time of recurrence of multiple lung cancers, the primary tumor can be identified by examining
the consistency with genetic mutations in ctDNA. In general, the addition of genetic diagnosis to
the usual pathological diagnosis is shown to be clinically useful, as it enables appropriate
treatment according to the pathological condition.
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Case No. Clinical Diagnosis Pathologic Diagnosis Genomic Diagnosis
1 Lung cancer Lung cancer Met®®

2 Met Met Lung cancer™®
3 Met Met Met

4 Lung cancer Lung cancer Lung cancer

5 Lung cancer Met Lung cancer™®
6 Lung cancer Lung cancer Lung cancer

7 Lung cancer Lung cancer Lung cancer

8 Lung cancer Lung cancer Lung cancer

9 Lung cancer Lung cancer Met>®

10 Lung cancer Met Met”

1 Met Lung cancer Met™®

12 Met Met Met

13 Met Met Met

14 Lung cancer Met Met®

15 Lung cancer Met Met®

16 Met Met Met

17 Met Met Met

18 Lung cancer Met Met®

19 Met Met Met

20 Met Met Met

21 Lung cancer Met Met®

22 Lung cancer Met Met®

23 Lung cancer Met Met®

24 Met Met Met

Note: Cases in which the clinicopathologic and genomic diagnoses or the pathologic and genomic diagnoses were discordant are indicated by b and a,
respectively.
Met, metastasis.
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