
Figure S2. Publicly available data (http://gepia.cancer-pku.cn/). GEPIA was used to 
visualize TCGA data (9736 tumours) and GTEX (9587 normal tissue samples). a) 
Transcripts per Million (TPM) for MGLL gene, each dot represents the expression 
of a Tumour (red) and Normal (green) sample , across different tumour types, 
including pancreatic ductal adenocarcinoma (PAAD). b) MGLL expression in PAAD 
(n=179) and Normal pancreas (n=171) (p-value 0.01). c) MGLL median expression 
in tumour and normal tissue across tumour types. PAAD has the largest mean 
difference between tumour and normal tissue.
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