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[Abstract] Objective To investigate the clinical significance of mutant-allele tumor heterogeneity
(MATH) levels in papillary thyroid carcinoma (PTC). Methods The sequencing data and clinical data of
PTC were downloaded from the public data sets of The Cancer Genome Atlas (TCGA) and preprocessed. The
correlation between MATH and clinicopathological features of PTC was analyzed. Kaplan-Meier survival
analysis was used to verify the prognostic value of MATH in patients with PTC. Results MATH scores
ranged from 2.57 to 93.72 in PTC patients, with an average of 29.45+16.19. The patients with an MATH
score = 29.45 were assigned to a high-MATH group, and those with an MATH score << 29.45 were assigned
to a low-MATH group. There was no significant difference in age, gender, tumor stage and BRAF genotype
between the high-MATH group and low-MATH group (P > 0.05). MATH was not a significant predictor of
overall survival (OS) in patients with PTC (P=0.4595). Whereas in PTC patients with BRAF mutation, the
OS in patients with a high MATH score was significantly worse than that in patients with a low MATH score
(P=0.0252). In PTC patients with wild-type BRAF, the OS was significantly better in patients with a high
MATH score than in those with a low MATH (P=0.0495). Conclusion MATH can predict the prognosis of
PTC patients with wild type or mutant BRAF, which can be used to guide clinical treatment.
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