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calcFractionalCopyNumbers

Calculation of fractional copy numbers for the CNVs and CNV re-
gions.

Description

This generic function calculates the fractional copy numbers of a CNV detection method stored in
an instance of CNVDetectionResult-class. Must be a result of "referencecn.mops".

Arguments
object An instance of "CNVDetectionResult"
segStat Which statistic per segment should be used. Can be either "mean" or "median".
(Default="mean").
Value

calcFractionalCopyNumbers returns an instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- referencecn.mops(X[,1:2],apply(X,1,median))
calcFractionalCopyNumbers(r)
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calcFractionalCopyNumbers,CNVDetectionResult-method
Calculation of fractional copy numbers for the CNVs and CNV re-
gions.

Description

This generic function calculates the fractional copy numbers of a CNV detection method stored in
an instance of CNVDetectionResult-class. Must be a result of "referencecn.mops".

Usage

## S4 method for signature 'CNVDetectionResult'
calcFractionalCopyNumbers(object,

segStat = "mean")
Arguments
object An instance of "CNVDetectionResult"
segStat Which statistic per segment should be used. Can be either "mean" or "median".

(Default="mean").

Value

calcFractionalCopyNumbers returns an instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- referencecn.mops(X[,1:2],apply(X,1,median))
calcFractionalCopyNumbers(r)

calcIntegerCopyNumbers
Calculation of integer copy numbers for the CNVs and CNV regions.

Description

This generic function calculates the integer copy numbers of a CNV detection method stored in an
instance of CNVDetectionResult-class.
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Arguments

object An instance of "CNVDetectionResult"

Value

calcIntegerCopyNumbers returns an instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
calcIntegerCopyNumbers(r)

calcIntegerCopyNumbers,CNVDetectionResult-method
Calculation of integer copy numbers for the CNVs and CNV regions.

Description
This generic function calculates the integer copy numbers of a CNV detection method stored in an
instance of CNVDetectionResult-class.
Usage
## S4 method for signature 'CNVDetectionResult'
calcIntegerCopyNumbers(object)
Arguments

object An instance of "CNVDetectionResult"

Value

calcIntegerCopyNumbers returns an instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
calcIntegerCopyNumbers(r)
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cn.mops Copy number detection in NGS data.

Description

This function performs the cn.mops algorithm for copy number detection in NGS data.

Usage

cn.mops(input, I = c(0.025, @.5, 1, 1.5, 2, 2.5, 3, 3.5, 4),
classes = c(”"CN@", "CN1", "CN2", "CN3", "CN4", "CN5", "CN6", "CN7", "CN8"),
priorImpact = 1, cyc = 20, parallel = @, norm = 1,
normType = "poisson”, sizeFactor = "mean”, normQu = .25,
quSizeFactor = 0.75, upperThreshold = 0.5, lowerThreshold = -0.9,
minWidth = 3, segAlgorithm = "fast”, minReadCount = 5,

useMedian = FALSE, returnPosterior = FALSE, ...)
Arguments
input Either an instance of "GRanges" or a raw data matrix, where columns are inter-

preted as samples and rows as genomic regions. An entry is the read count of a
sample in the genomic region.

I Vector positive real values that contain the expected fold change of the copy
number classes. Length of this vector must be equal to the length of the "classes"
parameter vector. For human copy number polymorphisms we suggest to use the
default I = ¢(0.025,0.5,1,1.5,2,2.5,3,3.5,4).

classes Vector of characters of the same length as the parameter vector "I". One vector
element must be named "CN2". The names reflect the labels of the copy number
classes. Default =c("CNO","CN1","CN2","CN3","CN4","CN5","CN6","CN7","CN8").

priorImpact Positive real value that reflects how strong the prior assumption affects the result.
The higher the value the more samples will be assumed to have copy number 2.
Default = 1.

cyc Positive integer that sets the number of cycles for the algorithm. Usually after

less than 15 cycles convergence is reached. Default = 20.

parallel How many cores are used for the computation. If set to zero than no paralleliza-
tion is applied. Default = 0.

norm The normalization strategy to be used. If set to O the read counts are not normal-
ized and cn.mops does not model different coverages. If set to 1 the read counts
are normalized. If set to 2 the read counts are not normalized and cn.mops mod-
els different coverages. (Default=1).

non non "non

normType Mode of the normalization technique. Possible values are "mean","min","median","quant",
"poisson” and "mode". Read counts will be scaled sample-wise. Default = "pois-

son .
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sizeFactor By this parameter one can decide to how the size factors are calculated. Possible

choices are the the mean, median or mode coverage ("mean", "median", "mode")
or any quantile ("quant").

normQu Real value between 0 and 1. If the "normType" parameter is set to "quant" then
this parameter sets the quantile that is used for the normalization. Default =
0.25.

quSizeFactor  Quantile of the sizeFactor if sizeFactor is set to "quant". 0.75 corresponds to
"upper quartile normalization". Real value between 0 and 1. Default = 0.75.

upperThreshold Positive real value that sets the cut-off for copy number gains. All CNV calling
values above this value will be called as "gain". The value should be set close to
the log2 of the expected foldchange for copy number 3 or 4. Default = 0.5.

lowerThreshold Negative real value that sets the cut-off for copy number losses. All CNV calling
values below this value will be called as "loss". The value should be set close to
the log2 of the expected foldchange for copy number 1 or 0. Default =-0.9.

minWidth Positive integer that is exactly the parameter "min.width" of the "segment" func-
tion of "DNAcopy". minWidth is the minimum number of segments a CNV
should span. Default = 3.

segAlgorithm  Which segmentation algorithm should be used. If set to "DNAcopy" circular
binary segmentation is performed. Any other value will initiate the use of our
fast segmentation algorithm. Default = "fast".

minReadCount  If all samples are below this value the algorithm will return the prior knowledge.
This prevents that the algorithm from being applied to segments with very low
coverage. Default=5.

useMedian Whether "median" instead of "mean" of a segment should be used for the CNV

call. Default=FALSE.

returnPosterior
Flag that decides whether the posterior probabilities should be returned. The
posterior probabilities have a dimension of samples times copy number states
times genomic regions and therefore consume a lot of memory. Default=FALSE.

Additional parameters will be passed to the "DNAcopy" or the standard segmen-
tation algorithm.
Value

An instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
cn.mops (XRanges)
cn.mops (XRanges,parallel=2)
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CNVDetectionResult-class
Class "CNVDetectionResult"

Description

S4 class for storing results of a CNV detection method.

Slots

The following slots are defined for CNVDetectionResult objects:

gr The segments in which the reads are counted. GRanges object.
normalizedData The normalized data.

localAssessments The data to which the segmentation algorithm is applied. These can be z-Scores,
ratios, log-ratios or I/NI calls.

individualCall The CNV call that the method provides for a specific sample
iniCall The CNV call that the method provides a specific segment.
posteriorProbs The posterior probabilities for different copy numbers.

cnvs The detected CN'Vs.

cnvr The detected CNV regions.

segmentation The segmentation of the reference sequence (sample-wise).
integerCopyNumber The most probable integer copy number.
sampleNames The sample names.

params The parameters with which the method was run.

Methods

gr signature(object = "CNVDetectionResult”): ...

cnvr signature(object = "CNVDetectionResult"): ...

cnvs signature(object = "CNVDetectionResult”): ...
individualCall signature(object = "CNVDetectionResult"): ...
iniCall signature(object = "CNVDetectionResult"): ...
integerCopyNumber signature(object = "CNVDetectionResult"): ...
localAssessments signature(object = "CNVDetectionResult”): ...
normalizedData signature(object = "CNVDetectionResult"”): ...
params signature(object = "CNVDetectionResult”): ...

plot signature(x = "CNVDetectionResult"”, y = "missing"”): ...
posteriorProbs signature(object = "CNVDetectionResult"): ...

sampleNames signature(object = "CNVDetectionResult"”): ...
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segmentation signature(object = "CNVDetectionResult"): ...

segplot signature(object = "CNVDetectionResult"): ...

show signature(object = "CNVDetectionResult"): ...
calcIntegerCopyNumbers signature(object = "CNVDetectionResult”): ...
makeRobustCNVR signature(object = "CNVDetectionResult"): ...

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

showClass("CNVDetectionResult")

cnvr This generic function returns CNV regions of a CNV detection method
stored in an instance of CNVDetectionResult-class.

Description

This generic function returns CNV regions of a CNV detection method stored in an instance of
CNVDetectionResult-class.

Arguments

object An instance of "CNVDetectionResult"

Value

cnvr returns a eturns a "GRanges" object containing the CNV regions.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:51)
cnvr(r)
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cnvr,CNVDetectionResult-method

This generic function returns CNV regions of a CNV detection method
stored in an instance of CNVDetectionResult-class.

Description

This generic function returns CNV regions of a CNV detection method stored in an instance of
CNVDetectionResult-class.

Usage
## S4 method for signature 'CNVDetectionResult'
cnvr(object)

Arguments

object An instance of "CNVDetectionResult"

Value

cnvr returns a eturns a "GRanges" object containing the CNV regions.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
cnvr(r)

CNVRanges Genomic locations and indices of the simulated CNVs.

Description

This data set gives the starts, ends, and the integer copy number of the simulated CNVs in the data
set XRanges object.

Usage

CNVRanges
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Format

A GRanges object with 20 rows and 40 value columns across 1 space.

Source

http://www.bioinf.jku.at/cnmops/cnmops.html.

References

Guenter Klambauer, Karin Schwarzbauer, Andreas Mayr, Djork-Arne Clevert, Andreas Mitterecker,
Ulrich Bodenhofer, Sepp Hochreiter. cn.MOPS: mixture of Poissons for discovering copy number
variations in next generation sequencing data with a low false discovery rate. Nucleic Acids Re-
search 2012 40(9); doi:10.1093/nar/gks003.

cnvs This generic function returns CNVs of a CNV detection method stored
in an instance of CNVDetectionResult-class.

Description

This generic function returns CNVs of a CNV detection method stored in an instance of CNVDetectionResult-class.

Arguments

object An instance of "CNVDetectionResult"

Value

cnvs returns a eturns a "GRanges" object containing the CNVs.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
cnvs(r)
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cnvs,CNVDetectionResult-method
This generic function returns CNVs of a CNV detection method stored
in an instance of CNVDetectionResult-class.

Description

This generic function returns CNVs of a CNV detection method stored in an instance of CNVDetectionResult-class.

Usage

## S4 method for signature 'CNVDetectionResult'
cnvs(object)

Arguments

object An instance of "CNVDetectionResult"

Value

cnvs returns a eturns a "GRanges" object containing the CNVs.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
cnvs(r)

exomecn.mops Copy number detection in exome sequencing data.

Description

Performs the cn.mops algorithm for copy number detection in NGS data with parameters adjusted
to exome sequencing data.
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Usage

exomecn.mops(input, I = c(0.025, ©0.5, 1, 1.5, 2, 2.5, 3, 3.5, 4),

13

Classes - C(”CN@“, MCN-IM, "CN2", ”CN3”, ”CN4”, “CNS“, "CN6", “CN7“, “CN8“),

priorImpact = 10, cyc = 20, parallel = @, norm = 1,
normType = "poisson”, sizeFactor = "mean”, normQu = .25,

quSizeFactor = 0.75, upperThreshold = 0.5, lowerThreshold = -0.8,

minWidth = 5, segAlgorithm = "fast”, minReadCount = 1,
useMedian = FALSE, returnPosterior = FALSE, ...)

Arguments

input

classes

priorImpact

cyc

parallel

norm

normType

sizeFactor

normQu

quSizeFactor

upperThreshold

Either an instance of "GRanges" or a raw data matrix, where columns are inter-

preted as samples and rows as genomic regions. An entry is the read count of a

sample in the genomic region.

Vector positive real values that contain the expected fold change of the copy
number classes. Length of this vector must be equal to the length of the "classes"
parameter vector. For human copy number polymorphisms we suggest to use the

default I = ¢(0.025,0.5,1,1.5,2,2.5,3,3.5,4).

Vector of characters of the same length as the parameter vector "I". One vector

element must be named "CN2". The names reflect the labels of the copy number
classes. Default =c("CNO","CN1","CN2","CN3","CN4","CN5","CN6","CN7","CN8").

Positive real value that reflects how strong the prior assumption affects the result.

The higher the value the more samples will be assumed to have copy number 2.

Default = 10.
less than 15 cycles convergence is reached. Default = 20.

tion is applied. Default = 0.

Positive integer that sets the number of cycles for the algorithm. Usually after
How many cores are used for the computation. If set to zero than no paralleliza-

The normalization strategy to be used. If set to O the read counts are not normal-

ized and cn.mops does not model different coverages. If set to 1 the read counts
are normalized. If set to 2 the read counts are not normalized and cn.mops mod-

els different coverages. (Default=1).

non

Mode of the normalization technique. Possible values are "mean"”,"min",

median

"poisson” and "mode". Read counts will be scaled sample-wise. Default = "pois-

son .

choices are the the mean, median or mode coverage ("mean",

or any quantile ("quant").

non

median

non
)

By this parameter one can decide to how the size factors are calculated. Possible

mode")

Real value between 0 and 1. If the "normType" parameter is set to "quant" then

this parameter sets the quantile that is used for the normalization. Default =

0.25.

Quantile of the sizeFactor if sizeFactor is set to "quant”. 0.75 corresponds to

"upper quartile normalization". Real value between 0 and 1. Default = 0.75.

Positive real value that sets the cut-off for copy number gains. All CNV calling

values above this value will be called as "gain". The value should be set close to
the log2 of the expected foldchange for copy number 3 or 4. Default = 0.55.

"non
>

quant",
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exomeCounts

lowerThreshold Negative real value that sets the cut-off for copy number losses. All CNV calling

minWidth

segAlgorithm

minReadCount

useMedian

returnPosterior

Value

values below this value will be called as "loss". The value should be set close to
the log2 of the expected foldchange for copy number 1 or 0. Default = -0.8.

Positive integer that is exactly the parameter "min.width" of the "segment" func-
tion of "DNAcopy". minWidth is the minimum number of segments a CNV
should span. Default = 5.

Which segmentation algorithm should be used. If set to "DNAcopy" circular
binary segmentation is performed. Any other value will initiate the use of our
fast segmentation algorithm. Default = "fast".

If all samples are below this value the algorithm will return the prior knowledge.
This prevents that the algorithm from being applied to segments with very low
coverage. Default=1.

Whether "median" instead of "mean" of a segment should be used for the CNV
call. Default=FALSE.

Flag that decides whether the posterior probabilities should be returned. The
posterior probabilities have a dimension of samples times copy number states
times genomic regions and therefore consume a lot of memory. Default=FALSE.

Additional parameters will be passed to the "DNAcopy" or the standard segmen-
tation algorithm.

An instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)

exomecn.mops (exomeCounts)

exomeCounts

Read counts from exome sequencing for CNV detection

Description

This data set gives the read counts on chromosome 22 (hg19) of 22 samples in 3785 exons. The
rows correspond to targeted regions or exons and columns to samples. An entry is the number of
reads that map to the specific segment, i.e. targeted region or exon, of the sample. The GRanges
object contains the information of the genomic location. The read counts were generated from
freely available exome sequencing data of the 1000Genomes Project.
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Usage

exomeCounts

Format

A GRanges object of 3785 rows and 22 columns.

Source

http://www.bioinf.jku.at/software/cnmops/cnmops.html.

References

Guenter Klambauer, Karin Schwarzbauer, Andreas Mayr, Djork-Arne Clevert, Andreas Mitterecker,
Ulrich Bodenhofer, Sepp Hochreiter. cn. MOPS: mixture of Poissons for discovering copy number
variations in next generation sequencing data with a low false discovery rate. Nucleic Acids Re-
search 2012 40(9); doi:10.1093/nar/gks003.

The 1000 Genomes Project Consortium. A map of human genome variation from population-scale
sequencing. Nature 2010 467(1061-1073); doi:10.1038/nature09534.

getReadCountsFromBAM  Calculation of read counts from BAM files.

Description

Generates the read counts from BAM Files. These counts are necessary for CNV detection methods
based on depth of coverage information.

This function can also be run in a parallel version.

Usage

getReadCountsFromBAM(BAMFiles, sampleNames, refSegNames, WL = 25000,

parallel = 0

Arguments

BAMFiles
sampleNames

refSeqNames

WL

)

BAMFiles
The corresponding sample names to the BAM Files.

Names of the reference sequence that should be analyzed. The name must ap-
pear in the header of the BAM file. If it is not given the function will select the
first reference sequence that appears in the header of the BAM files. Can be set
to analyze multipe chromosomes at once, e.g. refSeqNames=c("chrl","chr2")

Windowlength. Length of the initial segmentation of the genome in basepairs.
Should be chosen such that on the average 100 reads are contained in each seg-
ment.
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parallel The number of parallel processes to be used for this function. Default=0.
Additional parameters passed to the function "countBamInGRanges" of the Bio-
conductor package "exomeCopy". Quality filters for read counts can be adjusted
there.

Value

An instance of "GRanges", that contains the breakpoints of the initial segments and the raw read
counts that were extracted from the BAM files. This object can be used as input for cn.mops and
other CNV detection methods.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

BAMFiles <- list.files(system.file("extdata"”, package="cn.mops"),pattern=".bam$",full.names=TRUE)
bamDataRanges <- getReadCountsFromBAM(BAMFiles,

sampleNames=paste("Sample”,1:3),WL=5000)
X <- getReadCountsFromBAM(BAMFiles,

sampleNames=paste("Sample”,1:3),WL=5000,parallel=2)

getSegmentReadCountsFromBAM
Calculation of read counts from BAM files for predefined segments.

Description

Generates the read counts from BAM Files for predefined segments. This is the appropiate choice
for exome sequencing data, where the bait regions, target regions or exons are the predefined seg-
ments. These counts are necessary for CNV detection methods based on depth of coverage infor-
mation.

This function can also be run in a parallel version.

Usage
getSegmentReadCountsFromBAM(BAMFiles, GR, sampleNames, parallel =0, ...)
Arguments
BAMFiles BAMFiles
GR A genomic ranges object that contains the genomic coordinates of the segments.
sampleNames The corresponding sample names to the BAM Files.
parallel The number of parallel processes to be used for this function. Default=0.

Additional parameters passed to the function "countBamInGRanges" of the Bio-
conductor package "exomeCopy". Quality filters for read counts can be adjusted
there. Please see "??countBamInGRanges" for more information.
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Value

An instance of "GRanges", that contains the breakpoints of the initial segments and the raw read
counts that were extracted from the BAM files. This object can be used as input for cn.mops and
other CNV detection methods.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

BAMFiles <- list.files(system.file("extdata"”, package="cn.mops"),pattern=".bam$", full.names=TRUE)
gr <- GRanges(c("20","20"),IRanges(c(60000,70000),c(70000,80000)))

bamDataRanges <- getSegmentReadCountsFromBAM(BAMFiles,GR=gr)

bamDataRanges <- getSegmentReadCountsFromBAM(BAMFiles,GR=gr,parallel=2)

gr This generic function returns the genomic ranges of a CNV detection
method stored in an instance of CNVDetectionResult-class.

Description

This generic function returns the genomic ranges of a CNV detection method stored in an instance
of CNVDetectionResult-class.

Arguments

object An instance of "CNVDetectionResult".

Value

normalizedData returns a "GRanges" object containing the normalized data.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
grr)
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gr,CNVDetectionResult-method

This generic function returns the genomic ranges of a CNV detection
method stored in an instance of CNVDetectionResult-class.

Description

This generic function returns the genomic ranges of a CNV detection method stored in an instance
of CNVDetectionResult-class.

Usage
## S4 method for signature 'CNVDetectionResult'
gr(object)

Arguments

object An instance of "CNVDetectionResult".

Value

normalizedData returns a "GRanges" object containing the normalized data.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:51)
gr(r)

haplocn.mops Copy number detection in NGS data of haploid samples.

Description

Performs the cn.mops algorithm for copy number detection in NGS data adjusted to haploid genomes.
It is assumed that the normal state is copy number 1. This is an experimental method at the moment.
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Usage

haplocn.mops(input, I = c(0.025, 1, 2, 3, 4, 5, 6, 7, 8), classes = c("CNo",
"CN1", "CN2", "CN3", "CN4", "CN5", "CN6", "CN7", "CN8"), priorImpact = 1,
cyc = 20, parallel = @, norm = 1, normType = "poisson”,
sizeFactor = "mean”, normQu = 0.25, quSizeFactor = 0.75,
upperThreshold = 0.6, lowerThreshold = -0.9, minWidth = 3,
segAlgorithm = "fast”, minReadCount = 1, returnPosterior = FALSE, ...)

Arguments

input Either an instance of "GRanges" or a raw data matrix, where columns are inter-
preted as samples and rows as genomic regions. An entry is the read count of a
sample in the genomic region.

I Vector positive real values that contain the expected fold change of the copy
number classes. Length of this vector must be equal to the length of the "classes”
parameter vector. For copy number polymorphisms in haploid organisms we
suggest to use the default I = ¢(0.025,1,2,3,4,5,6,7,8).

classes Vector of characters of the same length as the parameter vector "I". One vector
element must be named "CN1". The names reflect the labels of the copy number
classes. Default =c("CNO","CN1","CN2","CN3","CN4","CN5","CN6","CN7","CN8").

priorImpact Positive real value that reflects how strong the prior assumption affects the result.
The higher the value the more samples will be assumed to have copy number 1.
Default = 1.

cyc Positive integer that sets the number of cycles for the algorithm. Usually after

less than 15 cycles convergence is reached. Default = 20.

parallel How many cores are used for the computation. If set to zero than no paralleliza-
tion is applied. Default = 0.

norm The normalization strategy to be used. If set to O the read counts are not normal-
ized and cn.mops does not model different coverages. If set to 1 the read counts
are normalized. If set to 2 the read counts are not normalized and cn.mops mod-
els different coverages. (Default=1).

normType Mode of the normalization technique. Possible values are "mean","min","median","quant",
"poisson” and "mode". Read counts will be scaled sample-wise. Default = "pois-
son".

sizeFactor By this parameter one can decide to how the size factors are calculated. Possible

non non

choices are the the mean, median or mode coverage ("mean", "median", "mode")
or any quantile ("quant").

normQu Real value between 0 and 1. If the "normType" parameter is set to "quant" then
this parameter sets the quantile that is used for the normalization. Default =
0.25.

quSizeFactor  Quantile of the sizeFactor if sizeFactor is set to "quant". 0.75 corresponds to
"upper quartile normalization". Real value between 0 and 1. Default = 0.75.

upperThreshold Positive real value that sets the cut-off for copy number gains. All CNV calling
values above this value will be called as "gain". The value should be set close to
the log2 of the expected foldchange for copy number 3 or 4. Default = 0.5.
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lowerThreshold Negative real value that sets the cut-off for copy number losses. All CNV calling
values below this value will be called as "loss". The value should be set close to
the log2 of the expected foldchange for copy number 1 or 0. Default =-0.9.

minWidth Positive integer that is exactly the parameter "min.width" of the "segment" func-
tion of "DNAcopy". minWidth is the minimum number of segments a CNV
should span. Default = 4.

segAlgorithm  Which segmentation algorithm should be used. If set to "DNAcopy" circular
binary segmentation is performed. Any other value will initiate the use of our
fast segmentation algorithm. Default = "fast".

minReadCount  If all samples are below this value the algorithm will return the prior knowledge.
This prevents that the algorithm from being applied to segments with very low
coverage.

returnPosterior
Flag that decides whether the posterior probabilities should be returned. The
posterior probabilities have a dimension of samples times copy number states
times genomic regions and therefore consume a lot of memory. Default=FALSE.

Additional parameters will be passed to the "DNAcopy" or the standard segmen-
tation algorithm.
Value

An instance of "CNVDetectionResult".

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
haplocn.mops(XRanges[1:200, 1)
haplocn.mops(XRanges[1:200, ]1,parallel=2)

individualCall This generic function returns the individual calls of a CNV detection
method stored in an instance of CNVDetectionResult-class.

Description
This generic function returns the individual calls of a CNV detection method stored in an instance
of CNVDetectionResult-class.

Arguments

object An instance of "CNVDetectionResult"
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Value

individualCalls returns a "GRanges" object containing the individual calls.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
individualCall(r)

individualCall,CNVDetectionResult-method

This generic function returns the individual calls of a CNV detection
method stored in an instance of CNVDetectionResult-class.

Description
This generic function returns the individual calls of a CNV detection method stored in an instance
of CNVDetectionResult-class.
Usage
## S4 method for signature 'CNVDetectionResult'
individualCall(object)
Arguments

object An instance of "CNVDetectionResult"

Value

individualCalls returns a "GRanges" object containing the individual calls.

Author(s)

Guenter Klambauer <klambauer@bioinf. jku.at>

Examples

data(cn.mops)
r <- cn.mops(X[1:100,1:5])
individualCall(r)
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iniCall This generic function returns the informative/non-informative
call of a CNV detection method stored in an instance of
CNVDetectionResult-class. The I/NI call is a measure for a
genomic segment across all samples, whether this segment is a CNV
region (informative) or a normal genomic region (non-informative).

Description

This generic function returns the informative/non-informative call of a CNV detection method
stored in an instance of CNVDetectionResult-class. The I/NI call is a measure for a genomic
segment across all samples, whether this segment is a CNV region (informative) or a normal ge-
nomic region (non-informative).

Arguments

object An instance of "CNVDetectionResult"

Value

iniCall returns a "GRanges" object containing the individual calls.

Author(s)

Guente