Thyroid Nodules : a highly specific molecular
and cytological combined predictor of malignancy
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Context : Thyroid nodules prediction of malignancy is based on ultrasonographic examination and cytological analysis. Up to 30% of thyroid nodules
remain “indeterminate” after cytological examination using Bethesda Classification.

Objective : This monocentric prospective study aimed to identify a molecular signature to improve the accuracy of preoperative diagnosis of nodules,
taking into account the prevalence of the disease and the differential clinical consequences of false-negative and false-positive results.

Material

Method : transcriptomic analysis
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We performed a transcriptomic analysis of 20
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Results : cytology and histology Results : combined predictor performances
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specificity :

* Malignant tumors (46)

Sensitivity : 76,1 % [65.22; 97.83]

papillary thyroid carcinomas (39) anaplastic thyroid cancer (1)
follicular thyroid carcinomas (3) poorly differentiated carcinoma (1)
medullary thyroid carcinomas (2)

Specificity : 95,1 % [85.37; 100.00]

Results : clinical situations and performances
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Conclusion: We present the development of a very specific molecular test that may improve the pre-operative diagnosis of thyroid nodules.

Moreover, its performances optimization according to the prevalence of the disease may avoid a reduction in its performances into clinical practice and
enables an adaptation to the population of use.

1. Durand S, Ferraro-Peyret C, Selmi-Ruby S, Paulin C, El Atifi M, Berger F, Berger-Dutrieux N, Decaussin M, Peix JL, Bournaud C, Orgiazzi J, Borson-Chazot F, Rousset B. Evaluation of gene expression profiles in thyroid nodule biopsy material to diagnose
thyroid cancer. The Journal of clinical endocrinology and metabolism 2008; 93:1195-1202
2. Bongiovanni M, Spitale A, Faquin WC, Mazzucchelli L, Baloch ZW. The Bethesda System for Reporting Thyroid Cytopathology: a meta-analysis. Acta cytologica 2012; 56:333-339

Thyroid Cancer 2 ECE2016 I R ®
. Eroesstggted at: 28 — 31 May 2016 Sy P : p aSter 2 0 '.Com
Héléne LASOLLE 3 essionuniine

ECE 2016




