Specific code for calculating propensity score matching

library(survival)
library(tableone)
library(MatchIt)
library(vroom)
setwd("C:/Users/songlijun/Desktop")
out<-vroom("C:/Users/songlijun/Desktop/shuju_all.csv",col_names = TRUE)
out$hfnc<-as.factor(out$hfnc)
out$gender<-as.factor(out$gender)
out$race<-as.factor(out$race)
out$first_careunit<-as.factor(out$first_careunit)
str(out)
vars<-c( "gender"," admission_age","race","first_careunit",
               "sofa_score","BMI","pao2fio2ratio")
set.seed(1234)
psm<-matchit(hfnc ~ gender + admission_age + race+first_careunit+
               sofa_score+BMI+pao2fio2ratio,
             data = out,
             method = "nearest",
             ratio = 1,  
             replace=F,  
             distance = "logit",
             caliper = 0.05 )
summary(psm)          
matchdata<-match.data(psm)             
View(matchdata)
plot(psm,type = "hist",interactive = FALSE)
print(matchdata,quote=T,noSpaces=T)
matchdata<-print(matchdata,
                 quote=F,
                 noSpaces=T,
                 printToggle=F) 
write.csv(matchdata,file = "PSMnew.csv",row.names=F)
