
Example： Analysis of SRS3173555 1000SEGs 
Preparation： 

 Documents: cluster.txt SRS3173555_clusters.txt SRS3173555.mat 
 Programs：ex_bo.bat bootstrap_random.exe   extract_file.exe 

 Three programs should be placed in one folder 
 
 
Double click to open ex_bo.bat 
   
 
 

 Follow the instruction and input the last cluster in cluster.txt that exceeds 100 

 

 Input 6 in this case 

 
 Input the full path of SRS3173555_clusters.txt 

 
 Input the full path of SRS3173555.mat 

 
 A folder named “out” will be produced after 3 steps 

 
 
Create a new folder named "1000SEGs” and copy all the files ended with bin. txt to the 
"1000SEGs" folder 

 Open R and run the following code 
dir <- "the full path of 1000SEGs " 
filename <- list.files(dir,full.names = T) 
for (i in 1:length(filename)){ 



  data=read.table(filename[i],sep="\t",header=TRUE) 
  data$gene <- gsub("_EN.*$","",data$gene) 
  data <- data[,-length(data)]#remove the last col 
  data = data[!duplicated(data$gene),] 
  newdata<-data[,-1] 
  row.names(newdata)<-data$gene 
  newdata<-newdata[,]*1000000 
  dim(newdata) 
  newdata<-newdata[,]/colSums(newdata) 
  dim(newdata) 
  newdata<-newdata[which(rowSums(newdata) > 0),] 
  dim(newdata) 
  newdata<-newdata[,]+1 
  newdata<-log(newdata[,],base=2) 
  Mean<-apply(newdata,1,mean) 
  SD<-apply(newdata,1,sd) 
  x<-data.frame(Mean,SD) 
  GESI<-1/(1+x$SD/x$Mean) 
  y<-data.frame(x,GESI) 
  y<-y[order(-y$GESI),] 
  y<-y[c(1:1000),] 
  write.csv(y,"data.csv")  
  data<-read.csv("data.csv",header=T) 
  names(data)[1]<-"GENE"  
  write.table(data,file=paste(dir,"/",i-1,"_cell_1000_SEGs.txt",sep = 
""),sep="\t",quote=F,row.names = F) 
} 

 The final results will be produced in the folder 
 


