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3409_16
Mutationen identisch (keine sichere somatische)
MEN1 c.1A>C (ClinVarID: 850884)
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21906_07
Mutationen identisch (GSK3B 
p.G202R möglicherweise 
somatisch)
MEN1 c.445+2_445+5del 
(Splice Site donor exon2)
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3q gain, 16q and 19q loss is described, and 7q 
loss but here 7 gain:
Sulaiman L, Nilsson IL, Juhlin CC, Haglund F, 
Höög A, Larsson C, Hashemi J. Genetic 
characterization of large parathyroid adenomas. 
Endocr Relat Cancer. 2012 May 
24;19(3):389-407. doi: 10.1530/ERC-11-0140. 
PMID: 22454399; PMCID: PMC3359501.
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B04.23595_I
Mutationen identisch (möglicherweise somatische zusätzliche 
passenger-Mutation EPHA5 p.I618K in MT8)
MEN1 c.791T>C; p.L264P
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B22.16738_3B
Mutationen identsich (keine sichere 
somatische)
MEN1 c.1050-3C>G; Splice Site exon 8 
acceptor; ClinVarID: 2500676
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