library(rms)
library(foreign)
library(survival)
train=read.csv('train.csv',header=T)
str(train)
str(train)
train$gender<-factor(train$gender,labels=c("Male","Female"))
train$chrom<-factor(train$chrom,labels = c("abnormal","normal"))
train$TKIdiscontinue<-factor(train$TKIdiscontinue,labels = c("yes","no"))
train$TKIlines12<-factor(train$TKIlines12,labels = c("first","second"))
train$TKIchoice12<-factor(train$TKIchoice12,labels = c("other","dasatinib"))
train$dasaline12<-factor(train$dasaline12,labels = c("one","two"))
train$EMR<-factor(train$EMR,labels = c("yes","no"))
train$M<-factor(train$M,labels = c("yes","no"))
train$MMR<-factor(train$MMR,labels = c("yes","no"))
str(train)
f_age<-cph(Surv(TimetoT315,T315I)~age,x=T,y=T,surv=T,data=train)
print(f_age)
f_gender<-cph(Surv(TimetoT315,T315I)~gender,x=T,y=T,surv=T,data=train)
print(f_gender)
f_chrom<-cph(Surv(TimetoT315,T315I)~chrom,x=T,y=T,surv=T,data=train)
print(f_chrom)
f_spleennum<-cph(Surv(TimetoT315,T315I)~spleennum,x=T,y=T,surv=T,data=train)
print(f_spleennum)
f_WBC<-cph(Surv(TimetoT315,T315I)~WBC,x=T,y=T,surv=T,data=train)
print(f_WBC)
f_HB<-cph(Surv(TimetoT315,T315I)~HB,x=T,y=T,surv=T,data=train)
print(f_HB)
f_PLT<-cph(Surv(TimetoT315,T315I)~PLT,x=T,y=T,surv=T,data=train)
print(f_PLT)
f_eos<-cph(Surv(TimetoT315,T315I)~eos,x=T,y=T,surv=T,data=train)
print(f_eos)
f_bas<-cph(Surv(TimetoT315,T315I)~bas,x=T,y=T,surv=T,data=train)
print(f_bas)
f_bloodblast<-cph(Surv(TimetoT315,T315I)~bloodblast,x=T,y=T,surv=T,data=train)
print(f_bloodblast)
f_TKIdiscontinue<-cph(Surv(TimetoT315,T315I)~TKIdiscontinue,x=T,y=T,surv=T,data=train)
print(f_TKIdiscontinue)
f_timetoTKI<-cph(Surv(TimetoT315,T315I)~timetoTKI,x=T,y=T,surv=T,data=train)
print(f_timetoTKI)
f_TKIlines12<-cph(Surv(TimetoT315,T315I)~TKIlines12,x=T,y=T,surv=T,data=train)
print(f_TKIlines12)
f_TKIchoice12<-cph(Surv(TimetoT315,T315I)~TKIchoice12,x=T,y=T,surv=T,data=train)
print(f_TKIchoice12)
f_dasaline12<-cph(Surv(TimetoT315,T315I)~dasaline12,x=T,y=T,surv=T,data=train)
print(f_dasaline12)
f_dasatime<-cph(Surv(TimetoT315,T315I)~dasatime,x=T,y=T,surv=T,data=train)
print(f_dasatime)
f_EMR<-cph(Surv(TimetoT315,T315I)~EMR,x=T,y=T,surv=T,data=train)
print(f_EMR)
f_M<-cph(Surv(TimetoT315,T315I)~M,x=T,y=T,surv=T,data=train)
print(f_M)
f_MMR<-cph(Surv(TimetoT315,T315I)~MMR,x=T,y=T,surv=T,data=train)
print(f_MMR)
f_cph<-cph(Surv(TimetoT315,T315I)~chrom+bloodblast+TKIchoice12+EMR+M,
           x=T,y=T,surv=T,
           data=train)
print(f_cph)
dd=datadist(train)
options(datadist="dd")
med<-Quantile(f_cph)
surv<-Survival(f_cph)
nom<-nomogram(f_cph, fun=list(function(x)surv(12*5,x),
                              function(x)surv(12*10,x),
                              function(x)surv(12*15,x)),
              funlabel = c("5-year T315I-free survival probability",
                           "10-year T315I-free survival probability",
                           "15-year T315I-free survival probability"),
              lp=T)
plot(nom)
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