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Table S1: Number of recurrent and non-recurrent lactotroph tumors concerned by deletion, 

gain and copy-neutral LOH for each altered gene. 

Table S2: LRT p-values of univariate and multivariate logistic regressions on the genes 

significantly associated with recurrence in lactotroph tumors. 

 
 

 

 

  



Figure S1 : FISH analysis in 8 tumors harboring gains of the GNAS locus.  

A. Heatmap representation of the CNV in the somatotroph tumors with GNAS locus 

duplication which were analyzed using FISH. 

B. Illustration of the results obtained with FISH analysis  

FISH was performed on interphasic nuclei from frozen tumor-tissue appositions.  

Probes used for FISH studies included 11pter (D11S2071) subtelomere probe (Cytocell, 

Cambridge, UK) in green and BAC RP1-309F20 encompassing GNAS locus in red.  

Independent analyses of more than 20 cells were carried out for each tumor.  

For tumor 1 to 5, at least 3 red dots are observed in each nucleus confirming the GNAS locus 

duplication identified by CGHarray. FISH analysis confirmed chromosome 11 gains in tumor 

2 and tumor 4, as shown using CGHarray. For tumor 6 to 8, FISH analysis confirmed the 

absence of chromosome 20 and chromosome 11 gains. Tumor 6 and 8 harbored GNAS 

mutation while tumor 7 did not. 

 

 
  



 

Figure S2: Heatmap representation of the transcriptomic analysis of 32 lactotroph tumors 

using GSEA with hallmark gene set (100 top genes associated with recurrent tumors in grey 

and non-recurrent in yellow. Upregulated genes are presented in blue, downregulated genes 

are presented in red) 
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