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1 Introduction 3

1 Introduction

The fabiaData package is part of the Bioconductor (http://www.bioconductor.org) project. The
package provides gene expression data sets for biclustering demos in the R package fabia. It is
automatically loaded by fabia when needed.

The package fabia allows to extract biclusters from data sets based on a generative model
according to the FABIA method (Hochreiter et al., 2010). It has been designed especially for
microarray data sets, but can be used for other kinds of data sets as well.

Please visit for additional information the FABIA homepage
http://www.bioinf.jku.at/software/fabia/fabia.html.

2 Getting Started: fabiaData

First load the fabia package:

R> library(fabia)

Then load the fabiaData package

R> library(fabiaData)

Now biclusters can be extracted from these data sets in the fabia demos:

R> fabiaDemo ()

1. demo2: Microarray data set of (van’t Veer et al., 2002) on breast cancer.
R> fabiaDemo ()
Choose “2” to extract subclasses in the data set of van’t Veer as biclusters.
2. demo3: Microarray data set of (Su et al., 2002) on different mammalian.
R> fabiaDemo ()
Choose “3” to check whether the different mouse and human tissue types can be extracted.

3. demo4: Microarray data set of (Rosenwald et al., 2002) diffuse large-B-cell lymphoma.
(Hoshida et al., 2007) divided the data set into three classes

m OxPhos: oxidative phosphorylation
m BCR: B-cell response

= HR: host response
R> fabiaDemo()

Choose “4” to check whether the different classes can be extracted.


http://www.bioconductor.org
http://www.bioinf.jku.at/software/fabia/fabia.html

4 3 Data Sets

3 Data Sets

3.1 Breast_A

Microarray data set of van’t Veer breast cancer.

Microarray data from Broad Institute “Cancer Program Data Sets” which was produced by
(van’t Veer et al., 2002) (http://www.broadinstitute.org/cgi-bin/cancer/datasets.
cgi) Array S54 was removed because it is an outlier.

Goal was to find a gene signature to predict the outcome of a cancer therapy that is to predict
whether metastasis will occur. A 70 gene signature has been discovered.

Here we want to find subclasses in the data set.

(Hoshida et al., 2007) found 3 subclasses and verified that 50/61 cases from class 1 and 2 were
ER positive and only in 3/36 from class 3.

XBreast is the data set with 97 samples and 1213 genes, CBreast give the three subclasses
from (Hoshida et al., 2007).

3.2 DLBCL_B

Microarray data set of Rosenwald diffuse large-B-cell lymphoma.

Microarray data from Broad Institute “Cancer Program Data Sets” which was produced by
(Rosenwald et al., 2002) (http://www.broadinstitute.org/cgi-bin/cancer/datasets.

cgi)
Goal was to predict the survival after chemotherapy

(Hoshida et al., 2007) divided the data set into three classes:
m OxPhos: oxidative phosphorylation

= BCR: B-cell response

= HR: host response

We want to identify these subclasses.

The data has 180 samples and 661 probe sets (genes).

XDLBCL is the data set with 180 samples and 661 genes, CDLBCL give the three subclasses from
(Hoshida et al., 2007).

3.3 Multi_A

Microarray data set of Su on different mammalian tissue types.

Microarray data from Broad Institute “Cancer Program Data Sets” which was produced by (Su
etal.,2002) (http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi)


http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi
http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi
http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi
http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi
http://www.broadinstitute.org/cgi-bin/cancer/datasets.cgi
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Gene expression from human and mouse samples across a diverse array of tissues, organs,
and cell lines have been profiled. The goal was to have a reference for the normal mammalian
transcriptome.

Here we want to identify the subclasses which correspond to the tissue types.
The data has 102 samples and 5565 probe sets (genes).

XMulti is the data set with 102 samples and 5565 genes, CMulti give the four subclasses
corresponding to the tissue types.

4 Demos
library(fabiaData)
o o

BARBR BRI R R R R AR R R R R R R
# fabia Demos
HAL BB R R AR R R R R R R R S R

B
B
# DEMO1: Laura van't Veer's gene expression
# data set for breast cancer

B

avail <- require(fabia)

if (lavail) {
message ("")
message ("")
message (" HHRHH I R R )
message ("Package 'fabia' is not available: please install.')
message (" HHHHH I R )
} else {

data(Breast_A)

X <- as.matrix(XBreast)

resBreastl <- fabia(X,5,0.1,400,1.0,1.0)

rBreastl <- extractPlot(resBreastl,ti="FABIA Breast cancer(Veer)")
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raBreastl <- extractBic(resBreastl)

if ((raBreast1$bic[[1]]1[1]>1) && (raBreast1$bic[[1]]1[2])>1) {
plotBicluster(raBreast1,1)

}

if ((raBreasti$bic[[2]]1[1]>1) && (raBreasti$bic[[2]]1[2])>1) {
plotBicluster(raBreastl1,2)

}

if ((raBreastl1$bic[[3]][1]>1) && (raBreast1$bic[[3]][2])>1) {
plotBicluster(raBreastl1,3)

}

if ((raBreast1$bic[[4]]1[1]1>1) && (raBreast1$bic[[4]]1[2])>1) {
plotBicluster(raBreastl,4)

}

plot(resBreastl,dim=c(1,2),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreastl,dim=c(1,3),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreastl,dim=c(1,4),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreastl,dim=c(1,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreastl,dim=c(2,3),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreastl,dim=c(2,4),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreastl,dim=c(2,5),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreastl,dim=c(3,4),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreastl,dim=c(3,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreastl,dim=c(4,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)

}

B o __
# DEMO2: Su's multiple tissue types
# gene expression data set

B o o .

avail <- require(fabia)

if (lavail) {
message ("")
message ("")
message ( "HEHHHH IR R AR R )
message ("Package 'fabia' is not available: please install.")
message ( " HHHHHH I R R R )
} else {
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data(Multi_A)

X <- as.matrix(XMulti)

resMultil <- fabia(X,5,0.1,300,1.0,1.0)

rMultil <- extractPlot(resMultil,ti="FABIA Multiple tissues(Su)")

raMultil <- extractBic(resMultil)

if ((raMultii$bic[[1]][1]>1) && (raMultii$bic[[1]][2])>1) {

plotBicluster(raMultil,1)

}

if ((raMultil$bic[[2]][1]>1) &&
plotBicluster(raMultil,2)

}

if ((raMultil$bic[[3]][1]>1) &&
plotBicluster(raMultil,3)

}

if ((raMultil$bic[[4]1][1]>1) &&
plotBicluster(raMultil,4)

}

plot(resMultil,dim=c(1,2),label.
plot(resMultil,dim=c(1,3),label.
plot(resMultil,dim=c(1,4),label.
plot(resMultil,dim=c(1,5),label.
plot(resMultil,dim=c(2,3),label.
plot(resMultil,dim=c(2,4),label.
plot(resMultil,dim=c(2,5),label.
plot(resMultil,dim=c(3,4),label.
plot(resMultil,dim=c(3,5),label.
plot(resMultil,dim=c(4,5),label.

(raMultii$bic[[2]]1[2])>1) {

(raMultii$bic[[3]]1[2])>1) {

(raMultil$bic[[4]][2])>1) {

tol=0.
tol=0.
.01,col.
tol=0.
tol=0.
tol=0.
tol=0.
.01,col.
tol=0.
tol=0.

tol=0

tol=0

01,col.
01,col.

01,col.
01,col.
01,col.
01,col.

01,col.
01,col.

# DEMO3: Rosenwald's diffuse large-B-cell
# lymphoma gene expression data set

avail <- require(fabia)

group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.

size=0.
size=0.
.6)

size=0

size=0.
size=0.
size=0.
size=0.

size=0

size=0.
size=0.

6)
6)

6)
6)
6)
6)

.6)

6)
6)
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if (lavail) {
message ("")
message("")
message (" HHHH I R R )
message ("Package 'fabia' is not available: please install.")
message ( "HHHHHH IR AR U AR R )
} else {

data (DLBCL_B)

X <- as.matrix(XDLBCL)

resDLBCL1 <- fabia(X,5,0.1,400,1.0,1.0)

rDLBCL1 <- extractPlot(resDLBCL1,ti="FABIA Lymphoma(Rosenwald)")
raDLBCL1 <- extractBic(resDLBCL1)

if ((raDLBCL1$bic[[1]][1]>1) && (raDLBCL1$bic[[1]]1[2])>1) {
plotBicluster(raDLBCL1,1)

}

if ((raDLBCL1$bic[[2]][1]>1) && (raDLBCL1$bic[[2]][2])>1) {
plotBicluster(raDLBCL1,2)

}

if ((raDLBCL1$bic[[3]]1[1]>1) && (raDLBCL1$bic[[3]]1[2])>1) {
plotBicluster(raDLBCL1,3)

}

if ((raDLBCL1$bic[[4]]1[1]>1) && (raDLBCL1$bic[[4]]1[2])>1) {
plotBicluster(raDLBCL1,4)

}

plot (resDLBCL1,dim=c(1,2),label.to0l=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL1,dim=c(1,3),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL1,dim=c(1,4),label.to0l=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL1,dim=c(1,5),label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL1,dim=c(2,3),label.to0l=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL1,dim=c(2,4),label.to0l=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL1,dim=c(2,5),label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL1,dim=c(3,4),label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL1,dim=c(3,5),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL1,dim=c(4,5),1label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
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B ) B L L a1 L ) R L 14
# fabias Demos
B L Gy Ly F LR F L E 14

B ______
B
# DEMO1: Laura van't Veer's gene expression
# data set for breast cancer

B _____

avail <- require(fabia)

if (lavail) {
message("")
message ("")
message ("HHHHH AR IR R R )
message ("Package 'fabia' is not available: please install.')
message (" HHRHH IR R R R R )
} else {

data(Breast_A)
X <- as.matrix(XBreast)
resBreast2 <- fabias(X,5,0.6,300,1.0)

rBreast2 <- extractPlot(resBreast2,ti="FABIAS Breast cancer(Veer)')

raBreast2 <- extractBic(resBreast2)

if ((raBreast2$bic[[1]]1[1]>1) && (raBreast2$bic[[1]1]1[2])>1) {
plotBicluster(raBreast2,1)

}

if ((raBreast2$bic[[2]][1]>1) && (raBreast2$bic[[2]][2])>1) {
plotBicluster(raBreast2,2)

}
if ((raBreast2$bic[[3]][1]1>1) && (raBreast2$bic[[3]][2]1)>1) {
plotBicluster(raBreast2,3)

F

if ((raBreast2$bic[[4]][1]1>1) && (raBreast2$bic[[4]]1[2])>1) {
plotBicluster(raBreast2,4)

}

plot(resBreast2,dim=c(1,2),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
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plot (resBreast2,dim=c(1,3),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreast2,dim=c(1,4),label.to0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreast2,dim=c(1,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreast2,dim=c(2,3),label.to0l=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreast2,dim=c(2,4),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreast2,dim=c(2,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreast2,dim=c(3,4),label.t0l=0.03,col.group=CBreast,lab.size=0.6)
plot (resBreast2,dim=c(3,5),label.tol=0.03,col.group=CBreast,lab.size=0.6)
plot(resBreast2,dim=c(4,5),label.t0l=0.03,col.group=CBreast,lab.size=0.6)

}

H o ___
# DEMO2: Su's multiple tisse types

# gene expression data set

B o ___

avail <- require(fabia)

if (lavail) {
message ("")
message ("")
message (" HHRHH I R )
message ("Package 'fabia' is not available: please install.')
message (" HHHHHH I R )
} else {

data(Multi_A)

X <- as.matrix(XMulti)

resMulti2 <- fabias(X,5,0.6,300,1.0)

rMulti2 <- extractPlot(resMulti2,ti="FABIAS Multiple tissues(Su)")
raMulti2 <- extractBic(resMulti2)

if ((raMulti2$bic[[1]1[1]1>1) && (raMulti2$bic[[1]]1[2])>1) {
plotBicluster(raMulti2,1)

}

if ((raMulti2$bic[[2]][1]>1) && (raMulti2$bic[[2]]1[2])>1) {
plotBicluster(raMulti2,2)

}

if ((raMulti2$bic[[3]1[1]1>1) && (raMulti2$bic[[3]1[2])>1) {
plotBicluster(raMulti2, 3)
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}

if ((raMulti2$bic[[4]1][1]1>1) &&
plotBicluster(raMulti2,4)

}

plot(resMulti2,dim=c(1,2),label.
plot (resMulti2,dim=c(1,3),label.
plot(resMulti2,dim=c(1,4),label.
plot (resMulti2,dim=c(1,5),label.
plot(resMulti2,dim=c(2,3),label.
plot(resMulti2,dim=c(2,4),label.
plot(resMulti2,dim=c(2,5),label.
plot (resMulti2,dim=c(3,4),label.
plot(resMulti2,dim=c(3,5),label.
plot(resMulti2,dim=c(4,5),label.

(raMulti2$bic[[4]][2])>1) {

tol=0.
tol=0.
tol=0.
tol=0.
.01,col.
tol=0.
tol=0.
tol=0.
tol=0.
tol=0.

tol=0

01,col.
01,col.
01,col.
01,col.

01,col.
01,col.
01,col.
01,col.
01,col.

# DEMO3: Rosenwald's diffuse large-B-cell
# lymphoma gene expression data set

avail <- require(fabia)

if (lavail) {
message ("")
message("")

group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.
group=CMulti,lab.

size=0.
size=0.
size=0.
size=0.
size=0.
size=0.
size=0.
size=0.
size=0.
size=0.

message ( "HEHHHH IR R AR R )
message ("Package 'fabia' is not available: please install.")
message ( "HHHHHH IR R AR R )

F else {

data(DLBCL_B)

X <- as.matrix(XDLBCL)

resDLBCL2 <- fabias(X,5,0.6,300,

1.0)

rDLBCL2 <- extractPlot(resDLBCL2,ti="FABIAS Lymphoma(Rosenwald)")

raDLBCL2 <- extractBic(resDLBCL2)

if ((raDLBCL2$bic[[1]][1]>1) && (raDLBCL2$bic[[1]][2])>1) {

plotBicluster(raDLBCL2,1)

6)
6)
6)
6)
6)
6)
6)
6)
6)
6)
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}

if ((raDLBCL2$bic[[2]][1]>1) && (raDLBCL2$bic[[2]]1[2])>1) {
plotBicluster(raDLBCL2,2)

}

if ((raDLBCL2$bic[[3]][1]1>1) && (raDLBCL2$bic[[3]]1[2]1)>1) {
plotBicluster(raDLBCL2,3)

}

if ((raDLBCL2$bic[[4]]1[1]>1) && (raDLBCL2$bic[[4]]1[2])>1) {
plotBicluster(raDLBCL2,4)

}

plot (resDLBCL2,dim=c(1,2),label.tol=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL2,dim=c(1,3),label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(1,4),label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(1,5),label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(2,3),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(2,4),1label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL2,dim=c(2,5),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(3,4),label.tol1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(3,5),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL2,dim=c(4,5),1abel.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)

}

BHRHRBH BB R AR AR R B R R R R R R AR R R
# MFSC Demos
BARBR BRI AR R R R AR R R S R R R R

B __
B __
# DEMO1: Laura van't Veer's gene expression
# data set for breast cancer

B

avail <- require(fabia)

if (lavail) {
message ("")
message ("")
message (" HHBHH I T R R )
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message ("Package 'fabia' is not available: please install.')

message (" HHRHH I T R R )

} else {

data(Breast_A)

X <- as.matrix(XBreast)

resBreast4 <- mfsc(X,5,100,0.6,0.

6)

rBreast4 <- extractPlot(resBreast4,ti="MFSC Breast cancer(Veer)")

raBreast4 <- extractBic(resBreast4,thresZ=0.01,thresL=0.05)

if ((raBreast4$bic[[1]1][1]1>1) && (raBreast4$bic[[1]][2])>1) {

plotBicluster(raBreast4,1)

}

if ((raBreast4$bic[[2]][1]1>1) &&
plotBicluster(raBreast4,2)

}

if ((raBreast4$bic[[3]][1]>1) &&
plotBicluster(raBreast4,3)

}

if ((raBreast4$bic[[4]][1]1>1) &&
plotBicluster(raBreast4,4)

}

plot (resBreast4,dim=c(1,2),label.
plot (resBreast4,dim=c(1,3),label.
plot (resBreast4,dim=c(1,4),label.
plot (resBreast4,dim=c(1,5),label.
plot (resBreast4,dim=c(2,3),label.
plot(resBreast4,dim=c(2,4),label.
plot (resBreast4,dim=c(2,5),label.
plot(resBreast4,dim=c(3,4),label.
plot (resBreast4,dim=c(3,5),label.
plot(resBreast4,dim=c(4,5),label.

(raBreast4$bic[[2]][2])>1) {

(raBreast4$bic[[3]]1[2]1)>1) {

(raBreast4$bic[[4]][2])>1) {

tol=0.
tol=0.
tol=0.
tol=0
tol=0.
tol=0.
tol=0.
tol=0.
tol=0.
tol=0.

# DEMO2: Su's multiple tissue types

# gene expression data set

03,col
03, col
03,col

.03, col

03,col
03, col
03,col
03, col
03,col
03,col

.group=CBreast, lab.
.group=CBreast,lab.
.group=CBreast, lab.
.group=CBreast,lab.
.group=CBreast, lab.
.group=CBreast,lab.
.group=CBreast, lab.
.group=CBreast,lab.
.group=CBreast, lab.
.group=CBreast,lab.

size=0.
size=0.
size=0.

size=0

size=0.
size=0.
size=0.
size=0.
size=0.

size=0

6)
6)
6)

.6)

6)
6)
6)
6)
6)

.6)
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avail <- require(fabia)

if (lavail) {
message ("")
message ("")
message ( "HHHHHH IR AR U AR R )
message ("Package 'fabia' is not available: please install.")
message ( "HHHHHH IR R AR R )
) else {

data(Multi_4)
X <- as.matrix(XMulti)
resMulti4 <- mfsc(X,5,100,0.6,0.6)

rMulti4 <- extractPlot(resMulti4,ti="MFSC Multiple tissues(Su)")

raMulti4 <- extractBic(resMulti4,thresZ=0.01,thresL=0.05)

if ((raMulti4$bic[[1]][1]>1) && (raMulti4$bic[[1]]1[2])>1) {
plotBicluster(raMulti4,1)

}

if ((raMulti4$bic[[2]][1]>1) && (raMulti4$bic[[2]][2])>1) {
plotBicluster(raMulti4,2)

}

if ((raMulti4$bic[[3]1[1]1>1) && (raMulti4$bic[[3]1[2])>1) {
plotBicluster(raMulti4,3)

}

if ((raMulti4$bic[[4]][1]>1) && (raMulti4$bic[[4]]1[2])>1) {
plotBicluster(raMulti4,4)

}

plot(resMulti4,dim=c(1,2),label.tol=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(1,3),label.to0l=0.01,col.group=CMulti,lab.size=0.6)
plot (resMulti4,dim=c(1,4),label.to0l1=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(1,5),label.t01=0.01,col.group=CMulti,lab.size=0.6)
plot (resMulti4,dim=c(2,3),label.tol=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(2,4),label.t01=0.01,col.group=CMulti,lab.size=0.6)
plot (resMulti4,dim=c(2,5),label.tol=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(3,4),label.t01=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(3,5),label.tol=0.01,col.group=CMulti,lab.size=0.6)
plot(resMulti4,dim=c(4,5),label.t0l1=0.01,col.group=CMulti,lab.size=0.6)
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}

H o o
# DEMO3: Rosenwald's diffuse large-B-cell
# lymphoma gene expression data set
B _____

avail <- require(fabia)

if (lavail) {
message ("")
message("")
message (" HHRHHH I R )
message ("Package 'fabia' is not available: please install.")
message ( "HHHHHHHH IR AU AR R )
} else {

data(DLBCL_B)

X <- as.matrix(XDLBCL)

resDLBCL4 <- mfsc(X,5,100,0.6,0.6)
rDLBCL4 <- extractPlot(resDLBCL4,ti="MFSC Lymphoma(Rosenwald)")
raDLBCL4 <- extractBic(resDLBCL4,thresZ=0.01,thresL=0.05)

if ((raDLBCL4$bic[[1]][1]>1) && (raDLBCL4$bic[[1]]1[2])>1) {
plotBicluster(raDLBCL4,1)

}

if ((raDLBCL4$bic[[2]][1]>1) && (raDLBCL4$bic[[2]]1[2])>1) {
plotBicluster(raDLBCL4,2)

}

if ((raDLBCL4$bic[[3]][1]>1) && (raDLBCL4$bic[[3]]1[2])>1) {
plotBicluster(raDLBCL4,3)

}

if ((raDLBCL4$bic[[4]][1]1>1) && (raDLBCL4$bic[[4]]1[2])>1) {
plotBicluster(raDLBCL4,4)

}

plot(resDLBCL4,dim=c(1,2),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(1,3),label.tol=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL4,dim=c(1,4),label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
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plot (resDLBCL4,dim=c(1,5),1label.tol=0.03,col.group=CDLBCL,lab.size=0.6)
plot(resDLBCL4,dim=c(2,3),label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(2,4),1label.to0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(2,5),label.to0l=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(3,4),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(3,5),1label.t0l1=0.03,col.group=CDLBCL,lab.size=0.6)
plot (resDLBCL4,dim=c(4,5),label.t01=0.03,col.group=CDLBCL,lab.size=0.6)

}
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