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Loading the raw data  library("MALDIquant”)
datapath <-"/Users/hey9 /course_project/B10/1Ref /fid"

s <- importBrukerFlex(datapath, verbose=FALSE)
summary(mass(s))

summary (intensity(s))

head(as.matrix(s))
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Transforming data s2 <- transformintensity(s, method="sqrt")
s2

s3 <- smoothlIntensity(s2, method="MovingAverage",
halfWindowSize=2)
s3




plotting

s4 <- removeBaseline(s3, method="SNIP")
s4

p <- detectPeaks(s4)

peak.data <- as.matrix(p)
par(mfrow=c(2,3))
x| <- range(mass(s))
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labelPeaks(p, index=top20, underline=TRUE)
plot(p, sub="", main="6: peak plot", xlim=xI)
labelPeaks(p, index=top20, underline=TRUE)
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