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(95%) fully informative samples, 62% yielded a ‘negative’ and 38% SB " cenotyped patient nodules CONCLUSIONS
a‘positive’ test result. The latter included 25 (0.7%) samples positive | with surgical outcome In this large consecutive series of indeterminate cytology nodules, ThyroSeq v3 GC
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mutations/gene fusions, 192 (14.2%) CNA and 64 (4.7%) GEA. cancer probability and risk of recurrence may inform more individualized

management of these patients.
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