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while db/m mice were used as control group. The mice were randomly divided into six groups: db/m group db/m
+ PF group db/db group db/db + PF 25 mg/kg group db/db + PF 50 mg/kg group db/db + PF 100 mg/kg
group. After 12 weeks of PF gavage mouse serum samples were collected to detect the levels of alanine aminotrans—
ferase( ALT) aspartate aminotransferase( AST) total cholesterol( TC) triglyceride( TG) and free fat acid( FFA) .
HE staining oil red O staining and Sirius red staining were used to observe the degree of pathological injury of liv—
er. The expression of F4/80 «-SMA and Col Il protein was detected by immunohistochemistry. The expression of
interleukindB ( IL4B)  interleukin48 ( TL48)  tumor necrosis factor-o ( TNF-w)  NODHike receptor 3
( NLRP3) apotpsis associated spck-ike protein( ASC) and cysteinyl asparate specific proteinase ( Caspase-)
was detected by Western blot. Results Compared with db/m group the levels of serum ALT AST TC TG and
FFA increased in db/db group and these indexes decreased after PF gavage. Compared with db/m group his—
topathological examination of the liver revealed increased hepatic tissue lipid accumulation inflammatory cell infil—
tration and collagen deposition in db/db mice and PF treatment reduced hepatic lipid accumulation inflammatory
cell infiltration and collagen deposition. Meanwhile compared with db/m group the expression of proinflammato—
ry cytokines (IL4B ILH8 and TNF-o) F4/80 o-SMA Col I NLRP3 ASC and Caspase- protein in the
liver of db/db mice increased and the expression of these proteins decreased after gavage with PF. Conclusion
PF inhibited the NLRP3 inflammatory pathway and attenuated liver inflammation and fibrosis in db/db mice.
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hsa04015: Rap1 signaling pathway

R-HSA-9006934: Signaling by Receptor Tyrosine Kinases

WP3932: Focal adhesion: PI3K-Akt-mTOR-signaling pathway
hsa04550: Signaling pathways regulating pluripotency of stem cells
G0:0030199: collagen fibril organization

hsa05166: Human T-cell leukemia virus 1 infection

G0:0010817: regulation of hormone levels

GO:0085029: extracellular matrix assembly
GO0:0031589: cell-substrate adhesion

GO0:0007346: regulation of mitotic cell cycle
G0:1901342: regulation of vasculature development
WP2877: Vitamin D receptor pathway

GO0:0061061: muscle structure development
G0:0098813: nuclear chromosome segregation
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G0:0030856: regulation of epithelial cell differentiation
GO:0050727: regulation of inflammatory response

GO0:0001568: blood vessel development

] G0:0008015: blood circulation
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Screening of genes related to proliferation of gastric

cancer cells based on CRISPR/dCas9-SAM system
Peng Yu'? Gong Qifan® Tai Fumin® Wang Tiantian’ Ge Changhui’ Zheng Xiaofei’ Qin Yide' Fu Hanjiang'
('School of Basic Medicine Anhui Medical University Hefei 230032;°Beijing Key Laboratory
for Radiobiology Institute of Radiation Medicine Academy of Military Medical Science Beijing 100850)

Abstract Objective The CRISPR/dCas9-SAM system was used to explore genes related to the proliferation of
gastric cancer cells AGS and their role in the occurrence and development of gastric cancer was analyzed. Meth—
ods sgRNA was designed for genes with differential expression between gastric cancer and normal gastric tissue
and a lentiviral library was obtained after packaging was constructed. The AGS cells at different time points after
the library was infected with AGS cells were used as the screening pressure and the AGS cells at three time points
on days O 7 and 14 were collected. High-throughput sequencing analyzed sgRNA enrichment in AGS cells at dif-
ferent time points after infection to obtain differential genes related to AGS cell proliferation. Results Bioinformat—
ics showed that compared with the O d group 42 and 45 negative screening differential genes and 59 and 40 posi—
tive screening differential genes were obtained in the 7 d group and 14 d group respectively. Among them the 7 d
group and the 14 d group had 11 genes in the negative screening and the positive screening. Conclusion In this
study 11 genes inhibiting the proliferation of AGS cells were screened of which 5 were protein-coding genes and 6
were long non-eoding RNA ( IncRNA) genes. 11 candidate genes that promoted AGS cell proliferation were
screened of which 3 were protein-coding genes and 8 were IncRNA genes. It laid a foundation for further function—
al verification and comprehensive analysis of the occurrence and development process of gastric cancer.
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