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# FPKM (fragments per kilobase of exon per million reads mapped)
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> data <- read.table("XXID_RNA_Seq_model_data.txt", header = TRUE)

> matrix_data <- as.matrix(data)
> head(matrix_data)

Disruptant_induction Disruptant Wild_Type_induction

Wild_Type

XXID_07421 0.00000 0 0
0

XXID_07420 0.00000 0 0
0

XXID_11561 0.00000 0 0
0

XXID_07419 0.00000 0 0
0

XXID_07418 0.13609 0 0
0

XXID_11560 0.00000 0 0
0

> heatmap(matrix_data, main = "HeatMap", Rowv = NA, Colv =
TRUE ,distfun = dist, hclustfun = hclust, col = heat.colors(256),
cexCol = 0.5)

cexRow = 0.5,
> heatmap(

IEREBRIY SR Y VT

> data.km<-kmeans(data, 19, iter.max = 20) # V5XFU>T

> Clstr_data <- data.km$cluster #7525 YU VI HERDIEE

> Clstr_data #7 2 X% Y VI HERODRR

> data.clstr <- cbind(data, cluster = data.km$cluster) # 77— 7L —
INrSE)

> data.clstr_2 <- subset(data.clstr, cluster == 2,
c(Disruptant_induction,Disruptant,Wild_Type_induction,Wild_Type))

> write.table(data.clstr_2, "data.clstr_2.txt") #JVSRXZU2I2HERD

7
> clstr_2_axis <- 1l:ncol(data.clstr_2) # data.clstr_2m7|

> clstr_2_axis
> plot(@, @, type = "1", xlim = range(clstr_2_axis), xaxp=c(1l, 4,
3), ylim = range(data.clstr_2), xlab = "Condition", ylab = "FPKM")

> for (i in 1l:nrow(data.clstr_2)) {lines(clstr_2_axis,
data.clstr_21[i,1)}



> condition <- c(1, 2, 3, 4) # Median{mFaIXEH

> median <- c(median(data.clstr_2[, 1]), median(data.clstr_2[, 2]),
median(data.clstr_2[, 31), median(data.clstr_2[, 4])) # Medianzt&
> median # Medianz®kmx

[1] 111.747 114.688 113.979 114.747

> lines(condition, median, type = "1", col="Red", xlim =
range(clstr_2_axis), xaxp=c(1, 4, 3), ylim = range(data.clstr_2),
xlab = "Condition", ylab = "FPKM")



