Description of Additional SupplementaryFiles

Supplementary Data 1. Clinicopathologic and immunohistochemical features, and HRAS, PIK3CA, AKT1
and PIK3R1 mutation status of 43 breast adenomyoepitheliomas included in this study.

Supplementary Data 2: Sequencing statistics, number of somatic mutations identified and validation
rate of mutations in breast adenomyoepitheliomas subjected to whole-exome sequencing or MSK-
IMPACT targeted sequencing.

Supplementary Data 3: List of somatic mutations identified in breast adenomyoepitheliomas and
associated lesions by whole-exome sequencing or MSK-IMPACT massively parallel sequencing.

Supplementary Data 4: Comparison of the number of somatic mutations affecting HRAS, PIK3CA and
AKT1 betweenthe breast adenomyoepitheliomas analyzedin this study and common forms of invasive
breast cancer from The Cancer Genome Atlas (TCGA) and International Cancer Genome Consortium
(ICGC) studies.



