[bookmark: OLE_LINK60]The command of differentially expression genes identified by DESeq 2 R package
library(DESeq2)

database <- CA_vs_CN_count_matrix
database <- as.data.frame(database)
row.names(database) <- database[,1]
database <- database[,-1]
database <- round(as.matrix(database))

condition <- factor(c(rep("CN",3), rep("CA",3)), levels = c("CN", "CA"))
coldata <- data.frame(row.names = colnames(database), condition)
dds <- DESeqDataSetFromMatrix(countData=database, colData=coldata, design=~condition)
dds <- dds[ rowSums(counts(dds)) > 1, ]

dds <- DESeq(dds)
res <- results(dds)

res <- res[order(res$padj),]
diff_gene_all <- subset(res, padj < 0.05 & (log2FoldChange > 1 | log2FoldChange < -1))
diff_gene_list <- row.names(diff_gene_all)
resdata <- merge(as.data.frame(res), as.data.frame(counts(dds)),by="row.names",sort=TRUE)
write.csv(resdata,file = "CA_CN_allgene.csv",row.names = F)
write.csv(diff_gene_list,file = "CA_CN_DEGlist.csv")
write.csv(diff_gene_all,file = "CA_CN_DEG.csv")
