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mg/kg) and young rats were used as Control group ( Control) . The levels of heart rate ( HR) left ventricular e—
jection fraction ( LVEF) and fractional shortening ( FS) were detected by echocardiography. The levels of creatine
kinase MB ( CK-MB) myohemoglobin ( Mb) cardiac troponin [ ( ¢Tnl) superoxide dismutase ( SOD) malon—
dialdehyde ( MDA) and lactate dehydrogenase ( LDH) were detected by ELISA. The pathological morphology of
heart tissue was observed by HE staining. The apoptosis of myocardial cells was observed by TUNEL staining.

Western blot detected the protein expression of cysteine aspartic protease 9 ( Caspase 9) cleaved cysteine aspartic
protease 9 ( cleaved Caspase 9) cysteine aspartic protease 3 ( Caspase 3) cleaved cysteine aspartic protease 3
( cleaved Caspase 3) nuclear factor E2 related factor 2 ( Nrf2)  phosphorylation nuclear factor E2 related factor 2
( pNif2)  quinone oxidoreductase 1 ( NQO1) heme oxygenase 1 ( HOd) . Results Compared with the elderly
model group HR LVEF FS increased CK-MB Mb ¢Tnl levels decreased MDA LDH content decreased

SOD activity increased cleaved Caspase 9/Caspase 9 cleaved Caspase 3 /Caspase 3 expression decreased The ex—
pressions of Nrf2 NQOI and HO- were increased and the pathological morphology of cardiac tissue and myocar—
dial apoptosis were improved in Cor groups. Conclusion Cor can improve cardiac function of elderly rats relieve
oxidative stress response inhibit myocardial cell apoptosis and have a certain protective effect on cardiac tissue in—
jury in rats and the mechanism may be related to the promotion of Nrf2/HO- pathway related protein expression.
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Abstract Objective A prognostic risk model for lung adenocarcinoma patients was established based on the
cancer genome atlas( TCGA) database to explore the prognostic performance of autophagy related gene risk model for
lung adenocarcinoma patients and its correlation with immune microenvironment. Methods Clinical information
and transcriptome data of lung adenocarcinoma patients were downloaded and extracted from TCGA database and
232 autophagy—related genes were screened from the human autophagy database. cox regression analysis was used to
screen out four autophagy genes independently associated with prognosis. The prognostic prediction model of lung
adenocarcinoma was constructed by risk score and the performance of prediction model was evaluated by ROC
curve. The relationship between risk scores and tumor immune microenvironment was explored using ESTIMATE
( estimation of stromal and immune cells in malignant tumour tissues using expression data) and CIBERSORT algo—
rithms. Results  Thirty differentially expressed autophagy-related genes were identified in lung adenocarcinoma
of which four autophagy genes ( BIRC5 ERO1A ITGB4 NLRC4) could predict the prognosis of the patients.
Grouped by risk score the Kaplan-Meier analysis demonstrated that the survival rate of high—isk group was signifi—
cantly lower than that of low—isk group( P <0.000 1) . The ROC curve proved the accuracy of the model in predic—
ting the prognosis of lung adenocarcinoma ( AUC =0.757) . The ESTIMATE and CIBERSORT analyses revealed
that the risk scoring model was associated with multiple immune cells and immune infiltrates in the tumor microenvi—
ronment. Conclusion Compared with clinical data the autophagy gene prognostic risk model can better predict
the prognosis of patients with lung adenocarcinoma. In the high—isk group CD4" memory quiescent cells can im—
prove prognosis in lung adenocarcinoma patients.
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