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CREAM CREAM is the main function for CORE identification
Description

CREAM is the main function for CORE identification

Usage

CREAM(in_path, WScutoff = 1.5, MinLength = 1000, peakNumMin = 2)

Arguments
in_path Path to the input file (The file inclusing the functional regions) Note. You have
to make sure that there is no overlapping regions within the input file
WScutoff Threshold used to identify WS within distribution of maximum distance be-
tween peaks for each order of CORE
MinLength Criteria for the minimum number of functional regions in the input file
peakNumMin Minimum number of peaks for CORE identification
Value

Bed file including the identified COREs

Examples

CREAM(system.file("extdata”, "A549_Chr21.bed"”, package = "CREAM"),
MinLength = 1000, peakNumMin = 2)
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ElementRecog ElementRecog is a function to identify COREs

Description

ElementRecog is a function to identify COREs

Usage

ElementRecog(InputData, windowSize_Vec, peakNumMax, peakNumMin)

Arguments

InputData The input data as a table including chromosome regions in which the first col-
umn is chromosome annotation, and second and third columns are start and

ending positions.

windowSize_Vec Vector of window sizes ordered based on order of CORE

peakNumMax Maximum order of CORE:s (e.g. maximum number of peaks within COREs)
peakNumMin Minimum order of COREs (e.g. minimum number of peaks within COREjs)
Value

Identified CORE:s for the given input regions

Examples

InputData <- read.table(system.file("extdata”, "A549_Chr21.bed",
package = "CREAM"), sep="\t")
colnames(InputData) <- c("chr”, "start”, "end")
MinLength <- 1000
if(nrow(InputData) < MinLength){
stop(paste( "Number of functional regions is less than ", MinLength,
""", sep = "", collapse = ""))

’

}

peakNumMin <- 2

WScutoff <- 1.5

WindowVecFinal <- WindowVec(InputData, peakNumMin, WScutoff)
OutputlList <- ElementRecog(InputData, WindowVecFinal,
(1+length(WindowVecFinal)), peakNumMin)
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PeakMinFilt PeakMinFilt is a function to filter the lowest Order of COREs which
distance between functional regions is close to the corresponding Win-
dow Size

Description

PeakMinFilt is a function to filter the lowest Order of COREs which distance between functional
regions is close to the corresponding Window Size

Usage

PeakMinFilt(Clusters_init, WindowVecFinal)

Arguments

Clusters_init Table of indetified CORESs before filteration

WindowVecFinal Vector of window sizes ordered based on order of CORE

Value
Minimum order of COREs
WindowSizeRecog WindowSizeRecog is a function to specify window size for each order
of COREs
Description

WindowSizeRecog is a function to specify window size for each order of COREs

Usage

WindowSizeRecog(InputData, COREorder, WScutoff)

Arguments
InputData The input data as a table including chromosome regions in which the first col-
umn is chromosome annotation, and second and third columns are start and
ending positions.
COREorder Order of the COREs which window size has to be determined for.
WScutoff Threshold used to identify WS within distribution of maximum distance be-

tween peaks for each order of CORE
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Value

Window size identified for each order of CORE

Examples

InputData <- read.table(system.file("extdata”, "A549_Chr21.bed",
package = "CREAM"), sep="\t")
colnames(InputData) <- c("chr”, "start”, "end")
MinLength <- 1000
if (nrow(InputData) < MinLength){

stop(paste( "Number of functional regions is less than
, sep = "", collapse = ""))

n

, MinLength,

3
peakNumMin <- 2

WScutoff <- 1.5

WindowSize <- WindowSizeRecog(InputData, peakNumMin, WScutoff)

WindowVec WindowVec is a function to specify window size for each order of
COREs

Description

Window Vec is a function to specify window size for each order of COREs

Usage

WindowVec(InputData, peakNumMin, WScutoff)

Arguments
InputData The input data as a table including chromosome regions in which the first col-
umn is chromosome annotation, and second and third columns are start and
ending positions.
peakNumMin Minimum order of COREs
WScutoff Threshold used to identify WS within distribution of maximum distance be-
tween peaks for each order of CORE
Value

Vector of window sizes from order 2 up to maximum order of COREs
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Examples

InputData <- read.table(system.file("extdata", "A549_Chr21.bed",

package = "CREAM"), sep="\t")

colnames(InputData) <- c("chr”, "start”, "end")

MinLength <- 1000

if(nrow(InputData) < MinLength){
stop(paste( "Number of functional regions is less than ", MinLength,
".", sep ="", collapse = ""))

3

peakNumMin <- 2

WScutoff <- 1.5

WindowVecFinal <- WindowVec(InputData, peakNumMin, WScutoff)
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