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Analysis of flowchart illustrates the exploration procedure for the HNSCC prognosis related autophagy

IncRNAs
Downlod RNA sequencing data and clinical data from TCGA database
Download autophagy-related gene (ATG) From HPA database
Identification of autophagy-related IncRNAs based on
Pearson’s correlational coefficients
Three prognostic autophagy IncRNAs were selected using  Univariate
Cox regression, LASSO and multivariate Cox analysis regression analysis
Confirmation  the accuracy of Univariate and multivariate Cox regression analyses were
prognostic model via caculating used to determine whether our model was an independent
AUC and C index. factor to predict the prognosis of HNSCC patients
Validation of the prognostic Co-expression Evaluation associations Confirmation of the expression of
value of three and function between three IncRNAs three IncRNAs and autophagy
autophagy-related IncRNAs enrichment and  autophagy-related makers and evaluation their
using multi-database analysis pathway correlation




