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Supplement Figure 1: A: the internal database diagram of the artificial intelligent (AI) model; B: the
miRNA modeling pattern in the AI model. C: two array digital structure of the Al model;
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Supplement Figure 2: IM-Index related pathway flux plot in the three participant
groups.
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Supplement Figure 3: Pathway flux comparison between adenocarcinoma and
squamous carcinoma sub-groups.
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Supplement Figure 4: Pathway flux comparison between host- and tumor-side.
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