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1.1 Supplementary Figures 
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Supplementary Figure 1. Transcripts per million (TPM) of S100s mRNA in PAAD using GEPIA. Red color represents tumor tissue and green color represents normal tissue. PAAD marked in red indicates statistical difference, while PAAD marked in black indicates no difference. 
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Supplementary Figure 2. Ten canonical oncogenic signaling pathways of the S100s in PAAD. Frequency of altered genes were indicated. Color intensity reflected the frequency of the alteration.
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