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[Abstract] Objective To analyze the molecular characteristics of papillary thyroid carcinoma tis-
sue samples and explore the correlation between gene mutation spectrum and clinical features. Methods
A total of 79 fresh tumor tissue samples were collected from 71 patients with thyroid papillary carcinoma
who underwent surgery in the Second Affiliated Hospital of Soochow University from July 2020 to May
2021. Fisher’ s precision probability test was used to analyze its correlation with clinicopathological fea-
tures. Results Different pathological mutations or fusions were detected in 95% of fresh tumor tissue sam-
ples, and at least two different pathological gene co-mutations or fusions were found in 15% of fresh tumor
tissue samples. Among patients with papillary thyroid carcinoma, the rate of central lymph node metastasis
in patients with pathological mutation or fusion was significantly higher than that in patients without patho-
logical mutation or fusion (62.7% to 0, P <0.05). Conclusion Thyroid papillary carcinoma patients
with pathological gene mutation or fusion are more prone to the central lymph node metastasis, hereby we
think preoperative tumor tissues for next-generation sequencing analysis is helpful to accurately judge the
central lymph node metastasis and convenient making precise surgical plan.
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