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2 KEGG (P<0. 05)
PathwayID PathwayTerm DifGene P
PATH: 04060 Cytokine-cytokine receptor 25 0 TNFSF9 /INHBA /1L6 /CSF3R /CXCR1/CCL8 /NGFR/CCL25 /CX~-
interaction CR4/CXCL2/CNTFR/CXCL1/BMPR1B/CCL3L1 /ILIB/ILI7B/
EDAR/CCR8/0SM/CXCR2/CCR3/CCIALL /CXCL8 /PRLR/EGF
PATH: 04151 PI3K-Akt signaling pathway 19 0.002 MYB/THBS2/TLR2 /116 /COL1 A2 /CSF3R/NGFR/COL4A1/
PPP2R3A/TLR4/SPP1/LPAR4 /THBS4/0OSM/COL11A1/PRLR/
LPAR3/EGF/NGF
PATH: 04080 Neuroactive ligand-receptor 17 0.002 FPR1/GABRG2/HTR2A/NPY4R/CH17-360D5. 1/CTSG/
Interaction AGTR1/GABRA4/LPAR4 /FPR2/CALCRL/PRLR/HTRID/
LPAR3/GABRD/C5AR1/TBXA2R
PATH: 05146 Amoebiasis 15 0.002 TLR2/116/COL1 A2 /SERPINB4 /COL4 A1 /SERPINB2 /CTSG/
TLR4/CXCL1/CD14/IL1B/ARG1/COLI11A1/CXCL8 /SERPINB3
PATH: 04145 Phagosome 14 0 THBS2/DYNCI1I1/TLR2/0OLR1/CLEC7A/CTSL/NCF2/
FCGR3A/TLR4/FCGR3B/CD14 /THBS4 /MSR1 /FCGR2A
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CCL3L1/CCR8/CXCR2/CCR3/CCLAL]1 /CXCLS8
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FCGR3B/CD14/IL1B/ITGAX/FCGR2A
PATH: 05202 Transcriptional misregulation 12 0.008 SIX1/1L6 /CEBPA/NGFR /SIX4 /MEIS1 /SPI1 /HIST1H3C/
in cancer BCL2A1/CD14/NUPR1/CXCL8
PATH: 05132 Salmonella infection 11 0 DYNCII1/IL6 /NLRC4 /CXCL2 /TLR4 /CXCL1/CCL3L1/CD14/
IL1B/CCLAL1 /CXCL8
PATH: 04620 Tollike receptor signaling 10 0.003 TLR2/1L6/TLR4 /IRF7 /SPP1/CCL3L1 /CD14/IL1B/CCIALL/
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Transcriptome analysis of the effect of PRMT1 on

PI3K-AKT pathway gene expression in gastric cancer
Liu Mengmeng Jiang Hao Lou Wenhui et al
( Zhongshan Hospital Affiliated to Fudan University Shanghai 200433)

Abstract Objective To investigate the effect of protein arginine methyltransferase ( PRMT1) on gene expression
of PI3K-AKT pathway in gastric cancer. Methods The differentially expressed genes between 2 cases of gastric
cancer and 2 cases of adjacent tissues were screened by transcriptome sequencing. The key genes affecting the path—
way of gastric cancer were enriched and analyzed by kyoto gene encyclopedia of genome ( KEGG) and verified by
immunohistochemistry. Results 758 differentially expressed genes with length greater than 200 bp were obtained
by high throughput sequencing. KEGG enrichment analysis revealed 25 significant enrichment metabolic pathways
of which PI3K-AKT metabolic pathway was significantly abnormally activated containing 15 genes significantly up—
regulated. cBioportal database correlation analysis showed that PRMT1 was negatively correlated with the expression
of key genes ( PPP2R3A  THBS4) in PI3K-AKT signaling pathway. Immunohistochemical results further showed
that there was a high expression of p-AKT (473Ser) in gastric cancer tissues with low PRMT1 expression moreo—
ver there was a negative correlation between PRMT1 and p-AKT (473Ser) indicating that PRMT1 was negatively
correlated with PI3K-AKT signal activity. Conclusion =~ PRMT1 may affect the activity of PI3K-AKT signaling
pathway in gastric cancer through PPP2R3A and THBS4 which may provide clues for finding diagnostic markers
and therapeutic targets of gastric cancer.
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