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R code for performing survival analysis

library(survival)
setwd("Your working directory")
cox.os<-read.csv("CoxData_197samples_L55_lowhigh.csv")

cox.os$SexGroup<-ifelse(cox.os$SexGroup == "a", 'm', 'f') #"a" means male, "b" means female
cox.os$SideGroup<-ifelse(cox.os$SideGroup == "a", 'L', 'R') #"a" means LCC, "b" means RCC
cox.os$Chemo<-ifelse(cox.os$Chemo != "0", '1', '0') # 0 means no chemotherapy history
cox.os$stageGroup<-ifelse(cox.os$stageGroup == "a"|cox.os$stageGroup=="b", 'early', 'late') # "a" means stage I, "b" means stage II, "c" means stage III. stage I and II were further categorized as "early stage", and stage III refers to "late stage".
cox.os$stageGroup<-factor(cox.os$stageGroup)
cox.os$SexGroup<-factor(cox.os$SexGroup)
cox.os$SideGroup<-factor(cox.os$SideGroup)
cox.os$Chemo<-factor(cox.os$Chemo)

Sur1 <- Surv(time = cox.os$OS5.months, event = cox.os$OS5.status)
Sur2 <- Surv(time = cox.os$Recurrence5.months, event = cox.os$RecurrenceStatus)

MultiNames <- c("SexGroup", "SideGroup", "stageGroup", "age","Chemo", "CA", "GCA", "DCA", "LCA", "UDCA", "TDCA", "TLCA", "GDCA","TCA_CA", "TCDCA_CDCA", "GCA_CA", "GCDCA_CDCA", "TDCA_DCA", "TLCA_LCA", "GDCA_DCA", "GLCA_LCA", "GUDCA_UDCA")

#Overall Survival
FML <- as.formula(paste0('Sur1~',paste(MultiNames,collapse = '+')))
MultiMod <- coxph(FML,data = cox.os)
SMultiMod <- summary(MultiMod)
HR <- round(SMultiMod$coefficients[,2],2)
P_Value <- round(SMultiMod$coefficients[,5],3)
LCI <- round(SMultiMod$conf.int[,3],2)
UCI <- round(SMultiMod$conf.int[,4],2)
CI95 <- paste(LCI,'-',UCI)
Multi.OS <- data.frame(Characteristics = MultiNames[1:length(MultiNames)],
                    Hazard_Ratio = HR[1:length(MultiNames)],
                    CI95 = CI95[1:length(MultiNames)],
                    P_Value = P_Value[1:length(MultiNames)])

Multi.OS
#Recurrence-free survival
FML <- as.formula(paste0('Sur2~',paste(MultiNames,collapse = '+')))
MultiMod <- coxph(FML,data = cox.os)
SMultiMod <- summary(MultiMod)
HR <- round(SMultiMod$coefficients[,2],2)
P_Value <- round(SMultiMod$coefficients[,5],3)
LCI <- round(SMultiMod$conf.int[,3],2)
UCI <- round(SMultiMod$conf.int[,4],2)
CI95 <- paste(LCI,'-',UCI)
Multi.RFS <- data.frame(Characteristics = MultiNames[1:length(MultiNames)],
                    Hazard_Ratio = HR[1:length(MultiNames)],
                    CI95 = CI95[1:length(MultiNames)],
                    P_Value = P_Value[1:length(MultiNames)])

Multi.RFS

