
                                                                                                                 

Result 
R-code: 
library(boot) 
library(ROCR) 
library(LUR) 
data <- read.delim(file.choose("211008-P71-Input-data.txt")) 
#check the data 
summary(data) 
str(data) 
typeof(data) 
hist(data$hsa.let.7b.5p) 
hist(data$hsa.miR.184) 
hist(data$hsa.miR.22.3p) 
##LOOCV using the LUR package 
loocv.data <- 
loocv(data,dependent="outcome",c("hsa.let.7b.5p","hsa.miR.184","hsa.miR.22.3p"),export_coefficients=TRUE) 
write.table(loocv.data,"211012-P71-LOOCV-output.txt",sep=" ") 
 
Supplemental table 4. Leave-one-out cross validation analysis 
The three predictors three predictor microRNAs (let-7b-5p, miR-184, miR-22-3p) were examined for the binary 

outcome cancer-free versus confirmed cases. 35 regression models were generated, and each time one 

sample was left out to build the model. The sample that was left out was classified using the model generated 

from the remaining 34 samples. We then compared in how many instances the prediction agreed with the 

actual outcome and observed an 80% match between the prediction and the outcome. The related R-code is 

shown below the table  


