Analysis tools - Pathways [GO enrichment for miRNA targets]
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# AMNALYIIS Pathways/"G0D enrichment for miBMNA targets"™ (Performs & statistical
# INFUT GEME EXPES normalized.tswv
# OUTPEUT hypery go.tsv, hyperg go.htinl
# PARALMETEER ontology [all, biclogical process, molecular function, cellulsr od
# PLRELMETER p.walue.threshold DECIMAL DEFAULT 0.05 (P-walue threshold.)
# PARAMETEE minimwnum.population INTEGER FROM 1 TO 1000000 DEFAULT 5 (Minirmnun no
# PARALMETER conditional.testing [vez, no] DEFAULT wes (Conditional testing mes
# PARLMETEER p.adjust.wethod [hone, BH, BY] DEFAULT nohe (Method for adjusting
# PARALMETEE owver.or.under.representation [over, under] DEFAULT owver (Should oy
# PARALMETER species [human, mouse, rat] DEFAULT human [The species for which 1
# FPARALMETER database [PicTar, TargetScan, hoth] DEFAULT both (For human data

# load packages
librarvy (GOstats)
library (RZHTHL)
library (FmiR.Hs.miEFNAL)

# read input
dat <- read.table|'normalized.tsv', header=TRUE, sep='“t', row.hnames=1)

# extractzs identifiers
mirna ids <- as.character (rownsmes (dat) )

# check for conditional testing and multiple testing correction

if (conditional.testing == 'no')l
conditional <- FALLSE

} else |
if (p.adjust.mwethod '= 'none')

stop ('CHIFPSTEE-NOTE: Multiple testing correction can be applied only when
conditional «- TERUE

if [(species == 'mouse'] |
librarvy(org. M. eqg. dhb)
targets <- read.tahle(file.path(chipster.toola.path, "wiBEWL mappings", "miry
enserbl.to.entres - as.list (org.Mn.egENSEMELTRANSZEG)
reference.genses <- unigueiunlist (ensembl.to.entrez[unigque (targetsitran)]l)
gelected.genes <- unigque (unlist (ensembl.to.entrez[uhique (targets[targetaimiy




