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Exploring the Mechanism of Tartary Fagopyrum tataricum on
Pancreatic Cancer Based on Data Mining

CHANG Zihui, Nimayangzong, HUANG Haijiao, Labazhaxi, GAO Xiaoli, TIAN Pengjia, YIN Zhongjiang”
(Institute of Agriculture, Tibet Academy of Agricultural and Animal Husbandry Sciences, Tibet Lhasa 850000, China)

Abstract: To explore the anticancer mechanism of Fagopyrum tataricum flavonoids, based on data mining and molecular docking, the core targets
and action pathways of Fagopyrum tataricum against pancreatic cancer were explored using the Traditional Chinese Medicine Systematic Pharmacol-
ogy Platform (TCMSP) and literature search, and its action mechanism was explored by GO analysis and KEGG enrichment analysis. The results
showed that there were 156 intersection targets betweeen Fagopyrum tataricum chemical components and pancreatic cancer. Fagopyrum tataricum
components, quercetin, kaempferol, rhodopsin, epicatechin, rutin, etc. involved in lipid and atherosclerosis, hepatitis B, human cytomegalovirus infec-
tion, PI3K- Akt signaling pathway to play an antagonistic role in pancreatic cancer, through the regulation of AKT1, TNF, TP53, IL6, VEGFA, IL1B,
CASP3, EGFR and other key targets. Besides, Fagopyrum tataricum components and each key target can be docked, and the docking effect is good.
This study predicts that the antagonistic effect of Fagopyrum tataricum on pancreatic cancer may be through participating in transcription process be-
tween DNA and RNA, inhibiting the expression of inflammatory factors and viral infection in the immune signaling pathway, promoting the apoptosis
of cancer cells, and exerting anti—tumor bioactive functions through this effective targeting.
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