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methacrylate and ethylene glycol dimethacrylate copolymer segments as the core and oligoethylene glycol methacry—
late together with segment of 1 4 7 10-etraazacyclododecane-d 4 7riacetic acid as the shell respectively fol—
lowed by the modification of Oct as corona. These polymeric nanoparticles were chelated with gadolinium ions to ob—
tain a novel tumor-targeted branched copolymer nanosized MR contrast agent P( DO3A-Gd) -Oct . The morpholo—
gy of the products was analyzed by nuclear magnetic resonance ( NMR)  dynamic light scattering( DLS) and trans—
mission electron microscope( TEM) . The stability hemolysis rate cytotoxicity and in vivo safety of P( DO3A-Gd) -
OCT were preliminarily tested. Magnetic resonance relaxation rates were measured using a clinical 3. 0T magnetic
resonance imager and in vivo magnetic resonance imaging was performed in H22 hepatoma bearing mice. Results
According to the DLS and TEM results the hydrodynamic diameter of P( DO3A-Gd) -Oct was about 20 nm. After
the exposure to P( DO3A-Gd) -Oct the hemolysis rate was only 0.34 % and no obvious cyto-toxicity was ob—
served. Compared with normal mice without any treatment there was no obvious change of the pathological struc—
tures of major organs or the major blood biochemical indexes after the intravenous ( i. v.) injection of P( DO3A-
Gd) -Oct. The relaxivity of P( DO3A-Gd) -Oct (rl) was 8.33 mM ~'s™'. After 60 min and 120 min of the i.v. in—
jection there were obvious increase of the signal in the tumor region in T1 weighted images of H22 tumor bearing
mice which was attributed to the increased concentration of gadolinium ions in tumor tissues compared with the
non-targeted control. Conclusion P( DO3A-Gd) -Oct exhibits bio-compatibility and excellent MR contrast ability
which can contribute to the enhancement of the sensitivity and accuracy in the diagnosis of malignant tumors such as
liver tumor.
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Study on the impact of HER2 expression on the

metabolism of gastric cancer with gene set enrichment analysis
Liu Hu' Wu Sihan' Bao ChuYang’ et al
('Dept of Oncology West District of Affiliated Hospital of University of Science
and Technology of China Anhui Provincial Cancer Hospital Hefei 230031,
*Dept of Oncology The First Affiliated Hospital of Anhui Medical University Hefei 230022)

Abstract Objective To explore the impact of the status of human epidermal growth factor receptor 2 gene
( HER2) gene on the metabolism of gastric cancer with computational gene sets enrichment analysis( GSEA) .
Methods The expression datasets of gastric cancer were downloaded from the cancer genome atlas( TCGA)  gene
expression omnibus( GEO) and ArrayExpress. Phenotype labels of Her2 high and low expression were made which
were applied in the GSEA. The meaningful metabolic genesets were found at false discovery rate( FDR) q value <
25% and/or nominal P value <0.01. Heatmap was made to compare the meaningful gene sets in different data—
sets. Results Among the 10 datasets including TCGA STAD and GSE66229 peroxisome N-glycan and pyrimidine
metabolisms were significantly affected at FDR ¢ val <25% and nom P val <0.01 glycosylphospatidylinositol GPI
anchor biosynthesis glycerolphosphalipid metabolism and sphingolipid metabolism at P value <0. 01. Conclusion
Multiple metabolic gene sets are affected by Her2 status with evidences in multiple datasets.

Key words gastric cancer; TCGA; GSEA; HER2; KEGG,; metabolism



