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Supplementary Figure 1. Top IPA interaction network analysis of significant 

DEGs in the pancreas between WT and KO mice treated with caerulein and the 

identification of cell death, chemotaxis, and inflammatory response as the top 

regulated network. (A) The top five networks were analyzed by IPA and merged into 

one figure. Downregulated (green) and upregulated (red) genes were identified in the 

network. Genes in the network without any color were analyzed by IPA to show 

potential connectivity. (B) Cell death networks were analyzed by IPA. (C) Interaction 

networks, including chemotaxis (left) and inflammatory response (right), were 

analyzed by IPA. 

 

Supplementary Figure 2. (A) IPA interaction network analyses of 16 selected 

significant DEGs. 
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