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RPM, RPKM, FPKM, TPM,...

RPM (reads per million)
u RPMGeneX = ReadcountGeneX/ ReadcountTotal / 1e6

RPKM (reads per kilobase million)
u RPKMGeneX= RPMGeneX/ GeneLengthGeneX

FPKM (fragments per kilobase million)

= Same as RPKM except for paired-end reads

= Takes into account that two reads can map to one fragment

TPM (transcripts per kilobase million)
= RPKgenex = ReadCountgenex/ GenelLengthgenex
u TPI\/lGeneX= RI:)KGeneX/ RPKTotaI / le®
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