
Supplementary Figure 1. Significantly enriched KEGG pathway of lncRNAs in the GIST subgroup
(A–F) KEGG pathway analysis of significantly deregulated lncRNAs in the LR GIST subgroup (A–B), HBS GIST subgroup (C–D), and HBM GIST subgroup (E–F).
Supplementary Figure 2. Hierarchical clustering of co-upregulated lncRNAs in both HBS and HBM GISTs compared with LR GISTs
Supplementary Figure 3. Detailed correlation between DNM3OS and clinical signatures of gastric cancer
Supplementary Figure 4. Two random lncRNAs (CAPN11 and FAM129C) were selected for qPCR 
(A) One randomly selected downregulated coding gene (CAPN11) in the shDNM3OS group was selected for qPCR. The relative expression of coding genes determined using sequencing and qPCR is shown.
(B) One randomly selected upregulated coding gene (FAM129C) in the shDNM3OS group was selected for qPCR. The relative expression of coding genes determined using sequencing and qPCR is shown.
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