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Abstract

Background: Melon (Cucumis melo) is a horticultural specie of significant nutritional value, which belongs to the
Cucurbitaceae family, whose economic importance is second only to the Solanaceae. Its small genome of approx.
450 Mb coupled to the high genetic diversity has prompted the development of genetic tools in the last decade.
However, the unprecedented existence of a transcriptomic approaches in melon, highlight the importance of
designing new tools for high-throughput analysis of gene expression.

Results: We report the construction of an oligo-based microarray using a total of 17,510 unigenes derived from
33,418 high-quality melon ESTs. This chip is particularly enriched with genes that are expressed in fruit and during
interaction with pathogens. Hybridizations for three independent experiments allowed the characterization of
global gene expression profiles during fruit ripening, as well as in response to viral and fungal infections in plant
cotyledons and roots, respectively. Microarray construction, statistical analyses and validation together with
functional-enrichment analysis are presented in this study.

Conclusion: The platform validation and enrichment analyses shown in our study indicate that this oligo-based
microarray is amenable for future genetic and functional genomic studies of a wide range of experimental
conditions in melon.
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Background

Cucurbits, comprising up to 750 different species distrib-
uted in 90 genera, are among the most important horticul-
tural crops worldwide [1]. Species of this family have been
independently and repeatedly domesticated by different
cultures in both the Old and New World, either for food
or as materials for a range of products. As a result, they dis-
play an enormous, and mostly untapped, genetic diver-
sity.

Melon (Cucumis melo) belongs to this family and is one of
the most important fleshy fruits for fresh consumption in
temperate, subtropical and tropical regions [1]. It has
been classified into two subspecies, C. melo ssp. agrestis
and C. melo ssp. melo, with India and Africa as their centers
of origin, respectively [2,3]. Melon is a diploid species,
with a basic number of chromosomes x = 12 (2x = 2n =
24) and an estimated genome size of 450 to 500 M [4],
similar in size to the rice genome (419 Mb) [5,6] and
about four times the size of the Arabidopsis genome (125
Mb) [7].

Based on its relatively small genome, wide morphologi-
cal, physiological and biochemical diversity and the abil-
ity to produce hybrids between unrelated cultivars, C.
melo has a great potential for becoming a genetic model
species [3,8]. Classically, melon and other cucurbits have
been used to analyze the development of plant vascula-
ture and its role in the transport of macromolecules
[9,10]. Recently, the development of novel genetic and
genomics tools, such as a high quality genetic map [11] a
draft of a physical map (P. Puigdoménech, unpublished),
a TILLING platform (J. Garcia-Mas, unpublished) and an
EST collection [1] have enabled the identification and
study of genes with agronomic interest in this species.
Together, these tools fostered the use of melon as an
experimental system to dissect biological processes of eco-
nomic relevance, such as flavour and textural changes that
take place during fruit ripening [12], and the interactions
between melon and its pathogens [13,14]. So far, these
studies have followed a gene-by-gene approach. As an
example, the recent discovery of an ethylene biosynthetic
enzyme, CmACS-7, that is required for the development
of female flowers in monoecious lines, revealed a novel
mechanism involved in organ development [15] and
brought up the necessity for developing new tools for
high-throughput analysis of gene expression in melon.

Partial sequencing of cDNA inserts of expressed sequence
tags (ESTs) have been used as an effective method for gene
discovery [1]. In the last decade, the development of sev-
eral EST collections has opened the way to functional
genomic studies in several plant species [16,17]. In addi-
tion, EST collections are good sources of simple sequence
repeats (SSRs) and single-nucleotide polymorphisms
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(SNPs) that can be used for creating saturated genetic
maps [18,19]. Microarray technology has demonstrated
the power of high-throughput approaches to unravel key
biological processes [20,21]. cDNA-based microarrays are
specially relevant for crop species where little genome
information is available both to study a particular biolog-
ical process or to identify candidate target genes for breed-
ing [22]. Whereas full-length cDNA microarrays were the
first choice for the generation of microarray platforms, oli-
gonucleotide-based chips are gradually gaining impor-
tance due to the reduction of manipulation steps and their
ability to differentiate similar members of gene families
[23]. Although cDNA arrays are known to have higher pre-
cision across technical replicates, oligonucleotide-based
platforms show a greater dynamic range in the evaluation
of expression levels [24]. Microarray platforms can be
classified with respect to their accuracy and precision
[25,26]. The precision of the microarray can be assessed
by comparison between different replicas. Accuracy, on
the other hand, requires knowledge of the expression of
particular genes in the biological system under study
[25,26].

In this study, a dataset of 33,418 high-quality melon ESTs
obtained from nine MELOGEN normalized cDNA librar-
ies and another available collections from different melon
cultivars, corresponding to various tissues in different
physiological conditions have been used to generate the
first oligonucleotide-based microarray platform in melon.
Similar microarray platforms have been generated in
other important crop species such as watermelon using
832 EST-unigenes [27], citrus with 21,081 putative uni-
genes [28], pea from 2,735 ESTs [29] and canola using
10,642 unigenes [30]. However, this high-density micro-
array is estimated to represent a significant portion of the
whole melon transcriptome [1], offering new possibilities
for the study of multiple transcripts in a variety of condi-
tions.

In this study, we describe the design and construction of
the melon microarray platform, and we validate our tool
by means of the analysis of global changes in gene expres-
sion profiles in response to pathogen infection and during
fruit ripening, taken as model experiments. Our results
show that this melon microarray is suitable for the study
of global changes in gene expression in different scenar-
ios, until the full genome-sequencing project becomes a
reality.

Results and discussion

Microarray design and experimental datasets

A dataset of 17,510 unigenes from different melon cDNA
libraries was used to generate the probes for the microar-
ray (Table 1). The unigenes used to generate each probe
are primarily expressed in fruits (24%), in tissues infected
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Table I: Melon Expressed Sequence TAG (EST) dataset used for microarray construction

Library  Subspecies/ Tissue/ High quality = Mean EST length Unigenes Redundancy Library

cultivar/accession  physiological ESTs (bp) ESTs £ SD (%) specific EST
condition

15d Ssp. melo cv. "Piel de  Fruit |5 days after 3582 608.1 £ 175.2 2939 18 1100
Sapo" Tl pollination

46d Ssp. melo cv. "Piel de  Fruit 46 days after 3493 583.0 + l61.1 2854 18 1063
Sapo" Tl 11 pollination

A Ssp. Agrestis Healthy roots 3666 700.0 £ 185.4 3189 13 1365
accession pat8|

Al Ssp. Agrestis Roots infected with 3255 756.3 £ 137.1 2616 20 1005
accession pat8| M. Cannonballus

Cl Ssp. melo var. Cotyledons 5664 651.4 +205.7 4679 17 2264
Cantaloupe accession infected with CMV
C-35

HS Ssp. melo var. Healthy leaves 3012 669.3 £ 171.1 2548 15 998
Cantaloupe accession
C-35

cm Ssp. melo var. Leaves I 5975 +74.1 I 0 8
charentais

f Ssp. melo cv. "Piel de  Fruit immature 206 4124 + 1744 190 8 70
Sapo" Tl 11

mc_fi Ssp. melo cv. "Piel de  Fruit immature 106 610.8+119.6 99 7 49
Sapo" Tl 11

mc_p Ssp. Agrestis Seedlings 748 565.2 £ 135.8 623 17 268
accesion Pl 161375

PS Ssp. Melo cv. "Piel de  Healthy roots 3377 679.9 + 198.7 2945 13 1258
Sapo" Pifionet
torpedo

PSI Ssp. Melo cv. "Piel de  Roots infected with 3555 749.3 £ 156.2 3105 13 1363
Sapo" Pifionet M. Cannonballus
torpedo

cornell_fr Ssp. Melo var. Mature fruits 2783 529.7 + 159.1 1922 31 733
"tam_Dew

with pathogens (40.6%) and derived from a set of differ-
ent healthy melon tissues [1]. Probes for the microarray
were designed as described in Nimblegen® protocols
[31,32] following quality rules such as length (60 mers),
non-repetitiveness thus uniqueness, frequency in the tran-
scriptome and melting temperature (Tm). Nimblegen®
technology provides long oligonucletides which has been
shown to improve sensitivity and discrimination in
microarray experiments [31,32]. In turn, fewer probes are
required per gene to achieve consistent expression results.
The chip design is based in a single chip containing two
internal replicate probe-sets (2x) of eleven probes per uni-
gene, covering completely the 350K spotted platform.
Thereby, we generated a high-density oligonucleotide-
based microarray platform for transcriptome studies in
melon.

To test the microarray platform, we designed three differ-
ent experimental set ups. First, we compared transcrip-
tional changes of (1) fruit development, using immature
fruits (15 days after pollination, namely 15d) vs. mature
fruits (46 days after pollination, 46d) in the non-climac-
teric Piel de Sapo T111 cultivar; (2) C. melo ssp agrestis

Pat81 (resistant to the fungus responsible for melon root/
vine decline, Monosporascus cannonballus, henceforth M.c.)
after inoculation with M.c. (AGI) vs. non-infected roots
(S) and, (3) cotyledons infected with Cucumber Mosaic
Virus (CMV) inoculated in the Piel de Sapo tendral culti-
var (S) vs. a mock inoculation (M).

Microarray quality testing and normalization

To evaluate the microarray quality, three biological repli-
cates were hybridized for each experiment. Technical rep-
licates, as well as internal replicates, were also carried out
in order to check the reliability of the hybridization and
the precision of the microarray. After hybridization and
array scanning, images of the physical hybridization were
visually inspected for artefacts such as scratches, bubbles,
and high regional or overall background. Detected pixels
or other non-uniformities in a scanned image were deter-
mined as outliers and thus excluded from downstream
analyses (data not shown).

Replicates were further taken into a normalization step
using the R statistical software [33] and the oligo package
[34] applied for high-density oligonucleotide Nimblegen®
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one-colour microarrays within the Bioconductor project
of open source software [35]. The expression intensities
were calculated from scanned images and normalized
using the Robust Multichip Average (RMA) method. Box
plots of both pre- (Figure 1A) and post-normalization
(Figure 1B) confirmed that our data were successfully nor-
malized. Data quality was assessed comparing the signal
intensity data from each array to that obtained from the
technical or biological replicates. Pearson correlation
between replicates was calculated for every gene in all the
arrays, resulting in a very high correlation level, with a
coefficient >0.95 for every independent experiment in a
pairwise comparison (Figure 1D). This high coefficient is
indicative of the precision level in which the microarray is
able to process transcriptomics data reliably.

A support tree clustering method with bootstrapping (ST)
and a principal component analysis (PCA) using expres-
sion data were performed to statistically validate the tool.
ST is an improvement of the classical hierarchical cluster-
ing method (HCL) [36] implementing statistical support
for the nodes of the trees based on resampling the data, in
our case by bootstrapping from 100 iterations. By per-
forming this statistical analysis, which is used to evaluate
the reliability of a tree, we assessed a high level of similar-
ity between the replicates (Figure 1C).

The application of PCA to expression data (where the
experimental conditions are the variables, and the gene
expression measurements are the observations) let us
summarize gene set expression variation in the different
conditions [37]. PCA analysis results together with the ST
clustering results showed that the three different experi-
mental populations showed differential expression pat-
terns (Figure 2A). Overall, the statistical analyses showed
significant separation of the three experiments, with the
biological replicates clustering together (Figure 1C; 2A).
These results were consistent with the high precision level
observed by correlation analysis, supporting the high
quality of the hybridizations. Together, these studies cor-
roborate the ability of our tool for comparing different
experimental conditions.

Taken together the statistical analyses, we conclude that
the microarray platform was efficiently generated, hybrid-
ized and normalized.

Detection of differentially regulated genes

After normalizing the microarray data, we identified the
statistically deregulated genes by using the Significance
Analysis of Microarrays (SAM) method [38] and its imple-
mentation in the MultiExperiment Viewer (MeV v4.2)
software suite [39]. A total of 937, 198 and 1182 genes
appeared significantly and differentially regulated during
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fruit ripening, M.c. and CMV infection experiments
respectively. Surprisingly, we observed a high variation on
differential gene expression inference between the two-
pathogen infections (Figure 2C-D). A putative EST density
bias due to higher unigene representation for CMV infec-
tion is an unlikely explanation, as a similar magnitude of
differentially expressed genes was found both in our anal-
ysis and previous studies on CMV infection [40]. Besides,
our microarray has a high percentage of pathogen-interac-
tion EST probes. Rather, the low differentially gene expres-
sion found in the M.c experiment could be due to
biological issues such as the semi-resistant phenotype of
the pat81 line, as suggested in Gonzdlez-Ibeas et al. [1].

Different fold-change (FC) thresholds were determined
according to the SAM analyses for each experiment: FC >
2.1 and FC < 0.53 for 46d vs 15d; FC > 1.3 and FC < 0.75
for AGI vs A; FC > 1.67 and FC < 0.56 for S vs M samples
(see methods). These results further support the evidence
that M.c infection on the particular cultivar tested induces
less and more subtle changes compared to the other con-
ditions.

Interestingly, a Venn-Diagram for all experiments showed
that 83.8% of differentially regulated genes during fruit
ripening were specific for that condition (809 genes)
when comparing it with the other microarray hybridiza-
tion experiments done in this study (Figure 3). The same
was observed in the other two experiments, namely
86.7% in M.c. infection (166 genes) and 88.5% in CMV
infection (1046 genes) (Figure 3). This high specificity
indicates that the microarray platform is able to detect
changes in expression profiles both during fruit develop-
ment or pathogen interaction with high precision with no
bias effect due to the probe representation design.

Next, to determine the trend in gene expression for each
experiment and to visually display it in two dimensions,
we generated a heat map taking into account only genes
that showed significant changes in gene expression. The
Support Tree (ST) hierarchical clustering method applied
to the heat map separated all genes by experiment and
condition (Figure 2B-D). This analysis showed a clear
trend to down-regulation of gene expression during fruit
ripening (Figure 2B) with 74.6% of down-regulated genes
and 25.4% of upregulated genes. In the case of M.c infec-
tion, we observed that 31.3% of the genes showed down-
regulation and 69.19% were upregulated (Figure 2C).
After CMV infection, 58.46% of the genes were upregu-
lated and 41.62% were downregulated (Figure 2C). A list
showing all of the genes differentially regulated for each
experiment (FDR = 0) is provided in Additional files 1, 2
and 3
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Figure 3

Venn Diagram addresses the high experiment-specif-
icity of the microarray. Venn Diagram using all deregu-
lated genes for all the experiments showed that little
overlapping exists. Only four genes were shared between the
three experiments, and overlapped genes in pairwise com-
parison did not exceed 10% of total deregulated genes.

Quantitative real-time PCR validation

To validate the microarray data and evaluate the accuracy
of the platform, we performed quantitative real-time PCR
(gqRT-PCR) on 12 genes. Four genes for every microarray
experiment were selected based on previous bibliographic
reports and deregulation levels. Then their expression pro-
files were obtained (Table 2). The oligonucleotide
sequences used are summarized in Table 3. The correla-
tion between the microarray results, and those obtained
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by qRT-PCR was assessed by calculating the Pearson's
product moment correlation coefficient [41,42] at repli-
cate level (Table 2). This test statistically assigns a correla-
tion coefficient to the difference in the fold-change from
both microarray and qRT-PCR techniques. A global corre-
lation coefficient of 0.868 calculated by the average of
every gene was observed. These results indicate that our
microarrays are able to detect both low and high fold-
changes with high accuracy in different experimental con-
ditions (p-value < 0.01) (Table 2).

Functional analysis of microarray results

In order to shed light into the processes involved in the
studied conditions, we analyzed for enrichment of Gene
Ontology (GO) terms among genes differentially
expressed. GO annotations were provided by Gonzélez-
Ibeas et al. [1] (see Methods). This analysis highlights bio-
logical processes that have statistically significant higher
number of genes differentially expressed in the studied
conditions. Results for GO enrichment analysis and vali-
dation by qRT-PCR of selected genes for each independent
experiment are explained below.

Fruit ripening involves deregulation in ethylene signalling, sugar
metabolism and cell wall-loosening enzymes

Several GO terms related to cell wall metabolism were
enriched between samples 15d and 46d (Figure 4A).
These included "cell wall", "cellulose and pectin-contain-
ing metabolic process", and both polygalacturonase and
pectinesterase activities (Figure 4A). These are indicative
of the important cell-wall modifications associated to the

fruit ripening process.

We further corroborated these changes in gene expression
during fruit ripening at gene-level and validated the
microarray results by qRT-PCR for four selected individual
genes that appeared enriched in these categories. Three
genes putatively involved in carbohydrate metabolism,
cell-wall softening and ethylene production with differen-

Table 2: Microarray and qRT-PCR results of the 12 selected genes with their replicate-level Pearson correlation

Gene ldentifier Microarray qRT-PCR Correlation p-value Samples
cCL1715Contigl 10,807 13,279 0.999 1.23E-06 SvsM
cCL3206Contigl 18,273 25,442 0.969 1.35E-03 SvsM
c15d_08-HI10-MI3R 47,246 138.50 0.988 2.00E-04 SvsM
cPSI_02-F08-MI3R 15,915 37,523 0.998 2.84E-06 SvsM
cCL2301Contigl 2,316 2,140 0.889 1.77E-02 AGl vs A
cPSI_33-CI2-MI3R 2,564 2,370 0.888 1.79E-02 AGI vs A
cCL3647Contigl -3,330 -2,941 0.696 1.24E-01 AGlvs A
cCL1700Contigl -1,581 -1,563 0.781 6.66E-02 AGl vs A
cCL3137Contigl -57.16 -105.80 0.823 4.43E-02 46d vs 15d
cCI5879Contig| 373.92 947.39 0.843 4.58E-04 46d vs 15d
cCL451Contigl -32.75 -12,367 0916 1.04E-02 46d vs 15d
c46d_34-C03-MI3R 12.02 23,314 0.633 3.07E-03 46d vs 15d
Page 7 of 15
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Table 3: Genes and primers used for quantitative RT-PCR
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Gene Forward primer (5"-3")

Reverse primer(5-3")

cCL5879Contigl
cCL451Contigl
46d_34-C03-M13
cCL3137Contigl
cCL1715Contigl
cCL3206Contigl
c15d_08-HIG-MI3R_c
cPSI_02-F08-MI3R_c
cCL1700Contigl
cCL230IContigl
cCL3647Contigl

cPSI 33-C12-MI3R

TAGTTGGTG TGGACCGTGTAGAA
GCCTTTCGCCCTTCACTTAA
TTATCGTCTTTATGCCCCGAGT
TCTTCGAATGTGGTGGGTTCA
TAATCGGTAAGGACGGTTCTG
TCGCTCGACTTGATGAAAGAT
GAGTGGATGGATGAGGAAATG
ACTCGATCAACTTCGAGCAAA

AACTTTTTGTGAGTGTGTAATCGTTTTATA
ATAGTAATAAGGAATATTAGAGGGCTTGTGT
CGAAGGGATGAAATTTGTTTGTAAGAACTAAT
ATGATATTATTATTCGAAATTGGGAAGTG

CCGAACATAATGTTACGAATCGATAT
ACCCACTTAAAAAGGGCAAACA
CCATTTTTGGTTCATATATAGAAA
AGCAGTCTTGTCTTTTGCTTCTCA
CAGTGTCGGTGTTGAGCACAA
GGAGAAGAAGGCAGCTTATGCTT
GGTTTCGTTGTCCACTTGATTTT
CAAAGGCGGTGAATCGAGAA
TAATCGGTAACGACGGTTCTG
AGGTG AAATTCCCTCCTTCAA
AAGTTCCAGGCTTAACCCAAA
TCCCACTGAAGAATACGCATC

tial expression between immature (15d) and mature fruit
(464d) of the non-climacteric melon Piel de Sapo T111 were
selected for qRT-PCR validation. cCL3137Contigl, is sim-
ilar to a proline-rich cell wall protein (AT3G22120, 56%
similarity, E<1E-15) which was dramatically shut-down
in mature fruits (FC = -105.8) (Table 2). In fact, in fleshy-
fruit species the flesh softening process implies disassem-
bly and reorganization of the cell walls during the fruit
ripening process [43].

As determined by the functional enrichment, "carbohy-
drate metabolism" related genes were differentially
expressed during ripening (Figure 4A). Thus, a number of
cell wall invertases appeared deregulated (Figure 4A),
while others appear upregulated. We chose c46d_34-C03-
M13R, which is highly similar to an invertase
(UniRef90_Q9ZR55, 64% similarity, E<3E-48) for qRT-
PCRvalidation (FC = 23.314) (Table 2), again confirming
our overall observations.

Interestingly, although Piel de Sapo T111 is a non-climac-
teric variety, we found enrichment for ethylene-related
GO terms in the fruit ripening process, showing an over-
representation of negative regulation of ethylene-medi-
ated signalling in the upregulated genes, whereas "ethyl-
ene biosynthesis" and "response to ethylene categories"
were enriched in down-regulation (Figure 4A). These
results provide a molecular insight for the non-climacteric
fruit ripening nature of the melon cultivar PS used in our
study.

Moreover, the cCL451Contigl was selected for validation
due to its homology to the CmACO1 (1-aminocyclopro-
pane-1-carboxylate oxidase I) [44], involved in ethylene
synthesis (UniRef90_Q04644, 88% similarity, E<1E-
158). It was shown that CmACO1 antisense expressing
plants showed no ethylene production and extended
shelf-life in the climacteric Cantaloupe cultivar, which is
of high economic importance [45]. Interestingly, we
found that CmACO1 was under-expressed in mature

fruits 46d (FC = -12.36) (Table 2), supporting a differen-
tial role of this gene controlling ethylene production in
climacteric and non-climacteric fruits.

Finally, to address the detection range of the microarray
we chose the most deregulated gene during fruit ripening
in our experiment for qRT-PCR validation. The
cCL5879Contigl, similar to a gene encoding for a serine-
threonine kinase like protein (AT1G01140, 52% similar-
ity, E<1E-12) that showed a FC = 947.39 (Table 2). The
homologue of this gene was described as an interactor of
calcineurin B-like calcium sensor response proteins (AtC-
BLs) in Arabidopsis [46]. CBLs are implicated in signalling
pathways in response to stress, hormones and environ-
mental cues [46], together supporting an important hor-
monal regulation of fruit maturation in melon.

Overall, our results indicate a high reproducibility level of
the dynamic range between the microarray data and the
expression profiles by qRT-PCR.

Responses to fungi involve deregulation of signal transduction
pathways and cell wall and cytoskeleton rearrangements

GO enrichment analyses showed the preferential over-
expression of genes related to terms such as "pectines-
tarase inhibitor activity" and "oxygen binding", related to
cytochrome P450 (Figure 4B). It was reported that over-
expression of pectin methylesterase inhibitors in Arabidop-
sis restricts fungal infection [47]. It is also well known that
pathogen infection usually causes oxidative bursts, trig-
gering the accumulation of reactive oxygen species (ROS)
as an early response [48,49]. Accordingly, GO statistical
analyses showed enriched over-expression of genes
involved in electron transport (Figure 4B), as expected
from known responses [48].

Moreover, "cell wall modifications", "cytoskeleton organ-
ization and biogenesis", and cell cycle related GO terms
such as "cyclin-dependent protein kinase activity", were
statistically enriched in downregulated genes, indicating
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A

B

Up-Regulation 46d vs 15d

oxygen binding GO:0019825
flavonoid biosynthetic process GO:0009813
vitamin E biosynthetic process GO:0010189

lyase activity GO:0016829
negative regulation of ethylene mediated signaling pathway GO:0010105

phospholipid biosynthetic process GO:0008654

Down-Regulation 46d vs 15d

B membrane GO:0016020

[ photosynthesis GO:0015979

[ hydrolase activity, hydrolyzing O-glycosyl GO:0004553
carbohydrate metabolic process GO:0005975

| cell wall GO:0005618

cellulose and pectin-containing cell wall GO:0009505
signal transduction GO:0007165
regulation of transcription, DNA-dependent GO:0006355
ethylene biosynthetic process GO:0009693
pectinesterase activity GO:0030599
response to auxin stimulus GO:0009733
transcription factor activity GO:0016251
polygalacturonase activity GO:0004650
cell wall modification GO:0042545
jasmonic acid biosynthetic process GO:0009695
hydrolase activity GO:0016787
triacylglycerol lipase activity GO:0004806
polygalacturonate 4-alpha galacturonosyitransferase GO:0047262
water channel activity GO:0015250
gibberellic acid mediated signaling GO:0009740
response to jasmonic acid stimulus GO:0009753
protein amino acid glycosylation GO:0006486
microtubule motor activity GO:0003777
response to ethylene stimulus GO:0009723
pectinesterase inhibitor activity GO:0046910
response to gibberellin stimulus GO:0009739

Up-regulation AGl vs A

oxygen binding GO:0019825

pectinesterase inhibitor activity GO:0046910
electron transport GO:0006118

malate metabolic process GO:0006108
carbohydrate binding GO:0030246

Down-regulation AGl vs A

i pectinesterase activity GO:0030599
cyclin-dependent protein kinase activity GO:0004693
cell wall modification GO:0042545

regulation of cell cycle GO:0051726
two-component response regulator activity GO:0000156

regulation of GTPase activity GO:0043087
phragmoplast GO:0009524
cytokinin mediated signaling GO:0009736

signal transducer activity GO:0004871
cytoskeleton organization and biogenesis GO:0007010

lipid transport GO:0006869

Cc

Down-regulation S vs M

[ | phenylpropanoid biosynthetic process GO:0009699
secondary metabolic process GO:0019748
sulfate assimilation GO:0000103
multidrug transport GO:0006855
response to UV-B GO:0010224
UDP-glycosyltransferase activity GO:0008194
response to biotic stimulus GO:0009607
4-coumarate-CoA ligase activity GO:0016207

response to salicylic acid stimulus GO:0009751
amino acid and derivative metabolic process GO:0006519

antiporter activity GO:0015297
acyltransferase activity GO:0008415

cell differentiation GO:0030154

transcription factor activity GO:0003700
response to gibberellin stimulus GO:0009739
cellulose biosynthetic process GO:0030244
NAD binding GO:0051287

microtubule associated complex GO:0005875

p-value 0 0.05 1 regulation of GTPase activity GO:0043087
. . defense response GO:0006952
3-chloroallyl aldehyde dehydrogenase activity GO:0004028
Figure 4

Gene Ontology functional enrichment. (A) Fruit ripening experiment was analyzed for functional enrichment using Gene
Ontology terms and Z-score statistics calculation (see Methods). Resulting p-values after FDR multiple testing adjustments are
visualized in a colour code scale; colours toward red signify enrichment for a particular GO term. Gray means no statistically
significant enrichment. (B) Enrichment analysis, using Z-score statistics, of the M. cannonbalus infection in the Agrestis acces-
sion roots. (C) Enrichment analysis of the CMV infection in photosynthetic cotyledons in C. melo var. tendral.
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specific changes in these transcriptional responses (Figure
4B).

The expression of four differentially regulated genes
involved in "cell wall modifications", "actin cytoskeleton
modification" and "oxidative stress" was validated by RT-
PCR. The cCL1700Contigl, a putative profilin protein
homologue to Arabidopsis AT2G19760 (PRO1, 74% sim-
ilarity, E<1E-53) was verified by qRT-PCR (FC = -1.536)
(Table 2). Profilin is the main monomer actin binding
protein in plant cells [50]. Recent studies suggested that
profilin is a multifunctional protein with antagonistic
effects on actin polymerization. Previous studies related
changes in profilin expression in response to Phytophtora
infestans [51] in parsley, and to Tilletia tritici or Fusarium
gramineum in wheat [52,53]. In agreement, the down-reg-
ulation of cCL1700Contigl in M.c. infected roots support
the role for profilins in cytoskeleton reorganization dur-
ing the defence response in melon. These results were con-
sistent with the determined key role of cell wall and
cytoskeleton rearrangement in fungal defence [54].

The unigene cCL2301Contigl is a putative melon ortho-
logue of PcCMPG1 from parsley (Petroselinum crispum)
(76% similarity, E<1E-129), Arabidopsis AT5G37490
(65% similarity, E<8E-99), [55] tobacco NtCMPG1 (71%
similarity, E<1E-114) and tomato SICMPG1 (70% simi-
larity, E<1E-106) [56]. These have been reported as fast-
response genes to elicitor treatment and hence are consid-
ered mediators of the immediate early response in Pet-
roselinum crispum [57]. Our qRT-PCR results validated the
observed up-regulation after inoculation in melon agrestis
Pat81 accession (FC = 2.140) (Table 2), indicating that
this gene might be involved in the response to fungal
attack in this resistant melon line [58]. This result was
consistent with a previously reported effect of increased
resistance in CMPG1 over-expressing tobacco, while
silencing of this gene led to a decreased resistance [56].

cCL3647Contigl is a putative orthologue to Arabidopsis
AT2G21610 (81% similarity, E<1E-121), a member of the
pectinesterase protein family [59]. These enzymes carry
demethyl-esterification of pectins, a main component of
the primary cell wall. Changes in the degree and pattern of
methyl esterification of pectins are associated with cell
wall modifications and can influence root development
and responses to biotic and abiotic stresses [60]. We
found a decreased expression of cCL3647Contigl (FC = -
2.941) (Table 2) after M.c infection suggesting that pectin
biosynthesis might be regulated during defence response
in melon.

CMV infection induces structural and cell-cycle deregulation
It has been previously described that plant viruses tran-
siently suppress host gene expression [61]. In accordance,

http://www.biomedcentral.com/1471-2164/10/467

our analysis showed that 58.46% of deregulated genes
were under-expressed in response to CMV infection.
Indeed, our GO analysis did not show any category statis-
tically upregulated (Figure 4C), though less stringent anal-
yses pointed to several GO categories potentially
upregulated (data not shown). Perhaps strikingly, down-
regulated categories include defence-related terms, such as
"phenylpropanoid biosynthetic processes" and "defence
response” (Figure 4C). Despite this apparent general host
gene suppression effect, specific transcripts related to
defence responses after pathogen attack increased signifi-
cantly in their accumulation. These include, for example,
WRKY transcription factors and beta-glucanases. To vali-
date these data, we performed qRT-PCR with four CMV-
infection related genes. The unigene c15d_08-H10-
M13R_c, highly similar to PR-1-like protein in Arabidop-
sis (AT4G25780, 83% similarity, E<3E-64), showed a
strong induction (FC = 138.50) (Table 2). The unigene
cPSI_02-F08-M13R_c, which is highly similar to the elici-
tor-inducible gene EIG-124 of tobacco
(UniRef90_Q9FXS7, 73% similarity, E<1E-72) and is
upregulated after treatment with hyphal wall components
[62], was induced in CMV infected cotyledons (FC =
37.523) (Table 2). Interestingly, c15d_08-H10-M13R_c
and cPSI_02-F08-M13R_c genes were not upregulated at
significant level after M.c. infection in melon pat_81 (an
accession resistant to this fungus).

Microarray analyses revealed significant changes in gene
expression of at least four circadian clock genes. In partic-
ular, the cCL3206Contigl, highly similar to a pseudo-
response regulator (APRR5) whose mutation in Arabidop-
sis (AT5G24470, 78% similarity, E<5E-21) exhibited cir-
cadian-clock associated phenotypes [63], was confirmed
by qRT-PCR to decrease its accumulation in virus-infected
plants. Inhibition of photosynthesis, chloroplast damage,
and reduction of chloroplast proteins levels are usual
alterations in many virus infections, and oxidative stress
has been described to be involved in several plant-virus
interactions, including CMV infections [66]. The unigen
cCL1715Contigl is highly similar to AT2G15570 gene
(67% similarity, E<7E-43), a chloroplast type 3 thiore-
doxin with thiol-disulfide exchange activity and involved
in cell redox homeostasis [64]. Downregulation of this
gene was also validated by qRT-PCR (FC = 13.279) (Table
2).

Conclusion

We report the construction and validation of a high-den-
sity oligonucleotide-based microarray tool for functional
genomics studies in melon. Our results reveal that this
new tool is amenable for high-throughput gene expres-
sion analyses in different melon cultivars. Furthermore,
the use of the array has proven to be valid for genomic
studies on different plant tissues, developmental stages as
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well as in a range of biotic-stress responses. As a proof of
principle, we report changes in gene expression generated
by this microarray in three independent experimental set
ups. The statistical analyses of our microarray data and the
functional analyses using the Gene Ontology annotations
served to characterize the gene expression changes in the
validated experiments. These results not only validate our
chip, but also provide an important molecular view in yet
undocumented ripening and defence responses in melon.

Overall the novel melon microarray platform offers the
possibility to carry functional genomics studies of fruit-
quality traits in melon, and will be very valuable for those
researchers interested in Cucumis melo transcriptomics.

Methods

Plant material

The material used for the transcriptomic profile analyses
came from three different C. melo accessions: the line T-
111, which corresponds to a Piel de Sapo breeding line,
the Tendpral variety (Semillas Fit6, Barcelona, Spain), and
the pat81 accession of C. melo L. ssp. agrestis (Naud.) Pan-
galo maintained at the germplasm bank of COMAV
(COMAV-UPV, Valencia, Spain). Seeds of T-111 were ger-
minated at 30°C for two days and plants were grown in a
greenhouse in peat bags, drip irrigated, with 0.25-m spac-
ing between plants. Fruits were collected 15 and 46 days
after pollination and mesocarp tissues were used for RNA
extractions. Roots from pat81 plants were mock treated or
inoculated with 50 colony-forming units (CFU) of M.c.
per gram of sterile soil and harvested 14 days after inocu-
lation. Cotyledons from var. Tendral, mock treated or
mechanically inoculated with CMV, were harvested 3 days
post inoculation. Plant growth and infections were done
as described in Gonzdlez-Ibeas et al. [1].

RNA Isolation and cDNA preparation

Total RNA from each of the tissues was extracted using
Plant RNeasy Mini Kit (Qiagen, Hilden, Germany) follow-
ing the manufacturer protocols. The resulting RNA is
enriched in molecules longer than 200 nucleotides. DNA
contaminations were removed using the DNA-free™ Kit
(Ambion, Austin, TX) according to the manufacturer
instructions. The RNA quantity and purity were deter-
mined by Nanodrop ND-1000 spectrophotometer (Nano
Drop Technologies, Wilmington, Delaware). Integrity and
quality of the RNA were checked by agarose electrophore-
sis. Only those high-quality RNA samples were reverse
transcribed into ¢cDNA using the SuperScript™ Double-
Stranded cDNA Synthesis Kit (Invitrogen, Carlsbad, CA).
cDNA integrity was assessed with an Agilent Bioanalyzer
2100 and RNA 6000 NanoLabChip Kit (Agilent Technol-
ogies, Palo Alto, CA).

http://www.biomedcentral.com/1471-2164/10/467

Design and production of the melon Nimblegen® custom
array

A dataset of 17,510 quality-filtered unigenes from differ-
ent normalized cDNA libraries were submitted for probe
design and production of the high-density microarray
(Table 1). The Nimblegen Maskless Array Synthesis (MAS)
technology was used to fabricate the microarray, combin-
ing photo-deposition chemistry with digital light projec-
tion. Our design is based on a single chip containing two
internal replicate probe sets (2x) of 11 probes per unigene
and controls such as random GC oligonucleotides, cover-
ing the whole 385K 1-plex platform spots. Thus, every
unigene is represented by an average of eleven 60-mer
probes, synthesized in situ by photolithography on glass
slides using a random positional pattern. The melon
microarrays are now commercially available at Nimble-

gen®.

Microarray probe preparation

Long oligonucleotide probes generated for this novel C.
melo microarray (60 mers) provide superior signal-to-
noise ratio, increased sensitivity, specificity, and discrimi-
nation. Probes were designed taking into account charac-
teristics such as non-repetitive elements, frequency,
uniqueness and melting temperature (Tm). Highly repet-
itive elements of the transcript set were excluded using a
method developed by Morgulis (2006) that identifies
these regions and exclude them from probe selection [65].
Each oligonucleotide is then compared to the transcrip-
tome and the similarity is reduced to a Boolean value
based on the weighted mismatch score. This score is com-
pared to a set threshold (usually 10) and if the score is
higher, it is considered as unique. The Tm and the self-
complementarities of the 60 mer oligos are also ranked
and those with higher scores were selected as probes.

Microarray hybridization and quality control

The synthesized cDNA (1 ng) from each sample was tran-
scribed to cRNA and labelled with cyanine 3 (Cy3)-
labelled nucleotides following Nimblegen® specifications.
Hybridization signal intensity (HSI) was calculated using
a GenePix 4000B Scanner and associated software. Qual-
ity controls such as visualization of hybridization images
for finding artefacts or high HSI and background zones
were visually performed. RNA digestion plots to know the
amount of RNA degradation that occurred during its prep-
aration and the quality of the second strand synthesis
were performed using Perl scripts.

Normalization and statistical analysis

The intensity values obtained from the array scanning
were normalized using the oligo package for the R statistics
software. The workflow used to normalize our data was
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followed as explained by the package provided for Nim-
blegen® expression microarrays. An automatic pipeline
using Perl and R scripts was generated to map every probe
to its gene and normalize the data using the Robust Mul-
tichip Average (RMA) algorithm [66]. It consists of three
steps: a background adjustment, quantile normalization
and finally log transformed PM values summarization
[67]. It has been reported that RMA gives the most repro-
ducible results and shows the highest correlation coeffi-
cients with qRT-PCR data on genes identified as
differentially expressed [68].

After normalization, a hierarchical clustering support tree
method was performed using TMeV 4.0 [39] software
from TIGR. The Euclidean distance was used as a measure
of similarity or distance between samples. As a rule for the
linkage of clusters, the average linkage method was used.
In this method, distance calculation is based on the aver-
age distance between objects from the first cluster and
objects from the second cluster. The averaging is per-
formed over all pairs, determining the actual distance
between two clusters.

To statistically infer the deregulated genes in the microar-
ray, the Significance Analysis of Microarrays (SAM) algo-
rithm was run using the TMeV 4.0 software. Multiple
testing adjustments for False Discovery Rate (FDR)
method, based in Benjamini and Hochberg's method [69]
were performed, forcing it to be FDR<O0, therefore allow-
ing for a highly stringent analysis with no false positive
identification of differentially regulated genes. This meth-
odological approach resulted in a variable SAM delta
value (8) - which defines the threshold of false positive in
the validated dataset-, depending on the experiment. The
Venn Diagram was generated using the online Venny tool
[70] The correlation between the microarray and qRT-PCR
data was assessed through Pearson's moment correlation
analysis. R software package was used to systematically
test all the expression changes of the qRT-PCR validated
genes. Correlation analyses were also performed in order
to check for similarities between the biological and tech-
nical replicates.

Gene Ontology functional enrichment analysis

Functional annotation of genes based on Gene Ontology
was provided by Gonzilez-Ibeas et al. [1]. We used an
inclusive analysis for differentially expressed genes, taking
into account the GO hierarchy, in which genes annotated
with terms that are descendent of the correspondent term
in a specific level, obtain the annotation from the parent.

To infer the statistical enrichment we used a similar
method and visualization approach as in [71]. In particu-
lar, enrichment was assessed using binomial distribution
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and p-value was calculated as

[x] ) )
P(Xzx)= Z[H Jpl(l —p)"™" where: x = number of dif-
i=0{ ?

ferentially expressed genes in the category, n = total
number of genes in the category and p = frequency of
upregulated or downregulated genes. Resulting p-values
were adjusted for multiple testing using the Benjamin and
Hochberg's method of False Discovery Rate (FDR) [69].
Statistical results were visualized in a scale-based colour
gradient depending on the p-value. Red indicates enrich-
ment and gray indicates no statistical significance after
FDR adjustment.

Quantitative real-time PCR

To validate the expression changes found in the microar-
ray experiments, transcript levels of the 12 selected genes
transcripts were quantified by the ABI Prism 7700
(Applied Biosystems, Foster City, CA, U.S.A). The oligo-
nucleotides chosen to amplify the selected genes were
designed using the Primer Express Software (Applied Bio-
systems). Detection of the PCR products was performed as
explained by the manufacturer using the Power SYBR
green dye (Applied Biosystems) and ROX as passive refer-
ence. To calculate the relative change in expression levels,
we used the Data Analysis for Real-Time PCR (DART) soft-
ware with three technical replicates for statistical analysis
[72]. Melting curves analyses at the end of the process and
No Template Controls (NTC) were carried out to ensure
product-specific amplification and no primer-dimer
quantification. A control reaction without reverse tran-
scriptase was performed to evaluate genomic DNA con-
tamination. Endogenous controls were performed using
relative quantitative accumulation of Cyclophilin
(cCL1375) levels in every condition.

Availability of the microarray data

Microarray data are publically available at Arrayexpress
http://www.ebi.ac.uk/microarray-as/ae/. The Experiment
name for to the reported hybridizations is
"melogen_melo_v1", ArrayExpress accession E-MEXP-
2334.

Appendix |

Current address of S.M-G: Fundacién Instituto Leloirand
[IBBA-CONICET, Av. Patricias Argentinas 435,
C1405BWE, Buenos Aires, Argentina.

Authors' contributions

AMC, JV, SMG, WD, DGI and AICD prepared RNAs,
c¢DNAs for microarray, and JV. CR, MS, DGI carried out
the Real-Time-qPCR experiments. AMC, JB and JC carried
out the bioinformatics analyses. PP is the co-ordinator of

Page 12 of 15

(page number not for citation purposes)


http://www.ebi.ac.uk/microarray-as/ae/

BMC Genomics 2009, 10:467

The MELOGEN initiative and participated in the concep-
tion of the study together with JGM, MAA, BP, FN, NLB
and ACD ACD is the principal investigator of this study
and responsible for the delivery of a melon Microarray
tool. AICD and AMC processed all the data and wrote the
manuscript. All authors read and approved the final man-
uscript.

Additional material

Additional file 1

Table S1 - List of deregulated genes during fruit ripening (FDR = 0).
The data provide correspond to the list of melon genes whose expression is
modified from 15d to 40d ripening.

Click here for file
|http://www.biomedcentral.com/content/supplementary/1471-
2164-10-467-S1.XLS]

Additional file 2

Table S2 - List of deregulated genes after Monosporascus cannonbal-
lus infection (FDR = 0). The data provide correspond to the list of melon
genes whose expression is modified after fungi infection.

Click here for file
|http://www.biomedcentral.com/content/supplementary/1471-
2164-10-467-S2.XLS]

Additional file 3

Table S3 - List of deregulated genes after CMV infection (FDR = 0).
The data provide correspond to the list of melon genes whose expression is
modified after virus infection.

Click here for file
|http://www.biomedcentral.com/content/supplementary/1471-
2164-10-467-S3.XLS]

Acknowledgements

We acknowledge A. Alibés for critical reading of the manuscript. This work

was supported by grants from the Spanish Ministry of Education and Sci-
ence (BIO2005/007 to A.C-D; GEN2003-20237-C06 and AGL2006-08069/
AGR to MAA). W.D., C.R. and D. G-l. are recipients of CRAG and "Juan
de la Cierva" postdoctoral contracts from the Spanish Ministry of Education
and Science. S.M-G was funded by PIV2 program (AGAUR; Generalitat de
Catalunya, Spain). A.M-C and J.V. are PhD students funded by I3P program
(CSIC; Spain) in A.l. C-D laboratory. A.l. C-D is funded by a HFSPO/Career
Development Award (CDA2004/007). A.l. C-D is a "Ramén y Cajal"
researcher from the Spanish Ministry of Education and Science.

References

Gonzalez-Ibeas D, Blanca J, Roig C, Gonzalez-To M, Pico B, Truniger
V, Gomez P, Deleu W, Cano-Delgado A, Arus P, et al.: MELOGEN:
an EST database for melon functional genomics. BMC Genom-
ics 2007, 8:306.

Garcia-Mas ), Monforte AJ, Arus P: Phylogenetic relationships
among Cucumis species based on the ribosomal internal
transcriber spacer sequence and microsatellite markers.
Plant Syst Evol 2004, 248:191-203.

Kirkbride J: Biosystematic monograph of the genus Cucumis
(Cucurbitaceae). Parkway Publishers, Boone, North Carolina;
1993.

20.

21.

22.

23.

24.

http://www.biomedcentral.com/1471-2164/10/467

Arumuganathan KEE: Nuclear DNA content of some important
plant species. Plant Mol Biol Rep 1991, 9:208-218.

Goff SA, Ricke D, Lan TH, Presting G, Wang R, Dunn M, Glazebrook
J, Sessions A, Oeller P, Varma H, et al.: A draft sequence of the
rice genome (Oryza sativa L. ssp. japonica). Science 2002,
296(5565):92-100.

Yu J, Hu S, Wang |, Wong GK, Li S, Liu B, Deng Y, Dai L, Zhou Y,
Zhang X, et al: A draft sequence of the rice genome (Oryza
sativa L. ssp. indica). Science 2002, 296(5565):79-92.

Huala E, Dickerman AW, Garcia-Hernandez M, Weems D, Reiser L,
LaFond F, Hanley D, Kiphart D, Zhuang M, Huang W, et al.: The Ara-
bidopsis Information Resource (TAIR): a comprehensive
database and web-based information retrieval, analysis, and
visualization system for a model plant. Nucleic Acids Res 2001,
29(1):102-105.

Liu L, Kakihara F, Kato M: Characterization of six varieties of
Cucumis melo L. based on morphological and physiological
characters, including shelf-life of fruit.  Euphytica 2004,
135:305-313.

Gomez G, Torres H, Pallas V: Identification of translocatable
RNA-binding phloem proteins from melon, potential com-
ponents of the long-distance RNA transport system. Plant |
2005, 41(1):107-116.

Haritatos E, Keller F, Turgeon R: Raffinose oligosaccharide con-
centrations measured in individual cell and tissue types in
Cucumis melo L leaves: Implications for phloem loading.
Planta 1996, 198:614-622.

Fernandez-Silva |, Eduardo |, Blanca J, Esteras C, Pico B, Nuez F, Arus
P, Garcia-Mas |, Monforte AJ: Bin mapping of genomic and EST-
derived SSRs in melon (Cucumis melo L.). Theor Appl Genet
2008, 118(1):139-150.

Moreno E, Obando JM, Dos-Santos N, Fernandez-Truijillo JP, Mon-
forte AJ, Garcia-Mas J: Candidate genes and QTLs for fruit rip-
ening and softening in melon. Theor Appl Genet 2008,
116(4):589-602.

Chen JQ, Rahbe Y, Delobel B, Sauvion N, Guillaud ], Febvay G:
Resistance to the aphid Aphis gossypii:behavioural analysis
and chemical correlations with nitrogenous compounds.
Entomol Exp Appl 1997, 85:33-44.

Nieto C, Morales M, Orjeda G, Clepet C, Monfort A, Sturbois B, Puig-
domenech P, Pitrat M, Caboche M, Dogimont C, et al.: An elF4E
allele confers resistance to an uncapped and non-polyade-
nylated RNA virus in melon. Plant | 2006, 48(3):452-462.
Boualem A, Fergany M, Fernandez R, Troadec C, Martin A, Morin H,
Sari MA, Collin F, Flowers |M, Pitrat M, et al.: A conserved muta-
tion in an ethylene biosynthesis enzyme leads to andromon-
oecy in melons. Science 2008, 321(5890):836-838.

Alba R, Fei Z, Payton P, Liu Y, Moore SL, Debbie P, Cohn J, D'Ascenzo
M, Gordon JS, Rose JK, et al.: ESTs, cDNA microarrays, and gene
expression profiling: tools for dissecting plant physiology and
development. Plant | 2004, 39(5):697-714.

Rudd S: Expressed sequence tags: alternative or complement
to whole genome sequences? Trends Plant Sci 2003,
8(7):321-329.

Morgante M, Hanafey M, Powell W: Microsatellites are preferen-
tially associated with nonrepetitive DNA in plant genomes.
Nat Genet 2002, 30(2):194-200.

Rafalski JA: Novel genetic mapping tools in plants: SNPs and
LD-based approaches. Plant Sci 2002, 162:329-333.

Aharoni A, Vorst O: DNA microarrays for functional plant
genomics. Plant Mol Biol 2002, 48(1-2):99-118.

Clarke |D, Zhu T: Microarray analysis of the transcriptome as
a stepping stone towards understanding biological systems:
practical considerations and perspectives. Plant | 2006,
45(4):630-650.

Rensink WA, Buell CR: Microarray expression profiling
resources for plant genomics. Trends Plant Sci 2005,
10(12):603-609.

Larkin JE, Frank BC, Gavras H, Sultana R, Quackenbush J: Independ-
ence and reproducibility across microarray platforms. Nat
Methods 2005, 2(5):337-344.

Woo Y, Affourtit ], Daigle S, Viale A, Johnson K, Naggert |, Churchill
G: A comparison of cDNA, oligonucleotide, and Affymetrix
GeneChip gene expression microarray platforms. | Biomol
Tech 2004, 15(4):276-284.

Page 13 of 15

(page number not for citation purposes)


http://www.biomedcentral.com/content/supplementary/1471-2164-10-467-S1.XLS
http://www.biomedcentral.com/content/supplementary/1471-2164-10-467-S2.XLS
http://www.biomedcentral.com/content/supplementary/1471-2164-10-467-S3.XLS
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17767721
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17767721
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11935018
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11935018
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11935017
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11935017
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11125061
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11125061
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11125061
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15610353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15610353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15610353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18806992
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18806992
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18094954
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18094954
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17026540
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17026540
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17026540
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18687965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18687965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18687965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15315633
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15315633
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15315633
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12878016
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12878016
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11799393
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11799393
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11860216
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11860216
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16441353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16441353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16441353
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16275051
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16275051
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15846360
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15846360
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15585824
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15585824

BMC Genomics 2009, 10:467

25.

26.

27.

28.

29.

30.

31
32.
33.
34.

35.

36.

37.

38.

39.

40.

41.
42.

43.

44.

45.

46.

47.

Cope LM, Irizarry RA, Jaffee HA, Wu Z, Speed TP: A benchmark
for Affymetrix GeneChip expression measures. Bioinformatics
2004, 20(3):323-331.

He YD, Dai H, Schadt EE, Cavet G, Edwards SWV, Stepaniants SB,
Duenwald S, Kleinhanz R, Jones AR, Shoemaker DD, et al.: Microar-
ray standard data set and figures of merit for comparing data
processing methods and experiment designs. Bioinformatics
2003, 19(8):956-965.

Wechter WP, Levi A, Harris KR, Davis AR, Fei Z, Katzir N, Giovan-
noni J), Salman-Minkov A, Hernandez A, Thimmapuram J, et al.: Gene
expression in developing watermelon fruit. BMC Genomics
2008, 9:275.

Martinez-Godoy MA, Mauri N, Juarez ], Marques MC, Santiago J, For-
ment |, Gadea J: A genome-wide 20 K citrus microarray for
gene expression analysis. BMC Genomics 2008, 9:318.

Wong CE, Bhalla PL, Ottenhof H, Singh MB: Transcriptional pro-
filing of the pea shoot apical meristem reveals processes
underlying its function and maintenance. BMC Plant Biol 2008,
8:73.

Xiang D, Datla R, Li F, Cutler A, Malik MR, Krochko JE, Sharma N,
Fobert P, Georges F, Selvaraj G, et al.: Development of a Brassica
seed cDNA microarray. Genome 2008, 51(3):236-242.

Roche NimbleGen Probe Design Fundaments [htep://
www.nimblegen.com/products/lit/probe_design 2008 _06_04.pdf]
NimbleGen Arrays User's Guide v3.0  [http://www.nimble
gen.com/products/]

R: A Language and Environment for Statistical Computing.
R Foundation for Statistical Computing RDC Team - Vienna, Austria 2008.
Carvalho B, Bengtsson H, Speed TP, Irizarry RA: Exploration, nor-
malization, and genotype calls of high-density oligonucle-
otide SNP array data. Biostatistics 2007, 8(2):485-499.
Gentleman RC, Carey V], Bates DM, Bolstad B, Dettling M, Dudoit S,
Ellis B, Gautier L, Ge Y, Gentry |, et al.: Bioconductor: open soft-
ware development for computational biology and bioinfor-
matics. Genome Biol 2004, 5(10):R80.

Eisen MB, Spellman PT, Brown PO, Botstein D: Cluster analysis
and display of genome-wide expression patterns. Proc Natl
Acad Sci USA 1998, 95(25):14863-14868.

Raychaudhuri S, Stuart JM, Altman RB: Principal components
analysis to summarize microarray experiments: application
to sporulation time series. Pac Symp Biocomput 2000:455-466.
Tusher VG, Tibshirani R, Chu G: Significance analysis of micro-
arrays applied to the ionizing radiation response. Proc Natl
Acad Sci USA 2001, 98(9):5116-5121.

Saeed Al, Bhagabati NK, Braisted JC, Liang W, Sharov V, Howe EA, Li
J, Thiagarajan M, White JA, Quackenbush J: TM4 microarray soft-
ware suite. Methods Enzymol 2006, 411:134-193.

Whitham SA, Quan S, Chang HS, Cooper B, Estes B, Zhu T, Wang X,
Hou YM: Diverse RNA viruses elicit the expression of com-
mon sets of genes in susceptible Arabidopsis thaliana plants.
Plant | 2003, 33(2):271-283.

Coppack SW: Limitations of the Pearson product-moment
correlation. Clin Sci (Lond) 1990, 79(3):287.

Liu Y, Meng Q, Chen R, Wang J, Jiang S, Hu Y: A new method to
evaluate the similarity of chromatographic fingerprints:
weighted pearson product-moment correlation coefficient. |
Chromatogr Sci 2004, 42(10):545-550.

Nunez-Palenius HG, Gomez-Lim M, Ochoa-Alejo N, Grumet R,
Lester G, Cantliffe DJ: Melon fruits: genetic diversity, physiol-
ogy, and biotechnology features. Crit Rev Biotechnol 2008,
28(1):13-55.

Balague C, Watson CF, Turner A}, Rouge P, Picton S, Pech JC, Grier-
son D: Isolation of a ripening and wound-induced cDNA from
Cucumis melo L. encoding a protein with homology to the
ethylene-forming enzyme. Eur | Biochem 1993, 212(1):27-34.
Ayub R, Guis M, Ben Amor M, Gillot L, Roustan JP, Latche A, Bouza-
yen M, Pech JC: Expression of ACC oxidase antisense gene
inhibits ripening of cantaloupe melon fruits. Nat Biotechnol
1996, 14(7):862-866.

Albrecht V, Ritz O, Linder S, Harter K, Kudla J: The NAF domain
defines a novel protein-protein interaction module con-
served in Ca2+-regulated kinases. EMBO | 2001,
20(5):1051-1063.

Lionetti V, Raiola A, Camardella L, Giovane A, Obel N, Pauly M,
Favaron F, Cervone F, Bellincampi D: Overexpression of pectin
methylesterase inhibitors in Arabidopsis restricts fungal

48.

49.

50.

51,

52.

53.

54.
55.

56.

57.

58.

59.

60.

6l.
62.

63.

64.
65.

66.

67.

http://www.biomedcentral.com/1471-2164/10/467

infection by Botrytis cinerea. Plant 2007,
143(4):1871-1880.

Gozzo F: Systemic acquired resistance in crop protection:
from nature to a chemical approach. | Agric Food Chem 2003,
51(16):4487-4503.

Kotchoni SO, Gachomo EW: The reactive oxygen species net-
work pathways:an essential prerequisite for perception of
pathogen attack and the acquired disease resistance in
plants. | Biosci 2006, 3 1(3):389-404.

Vidali L, Augustine RC, Kleinman KP, Bezanilla M: Profilin is essen-
tial for tip growth in the moss Physcomitrella patens. Plant
Cell 2007, 19(11):3705-3722.

Schutz I, Gus-Mayer S, Schmelzer E: Profilin and Rop GTPases are
localized at infection sites of plant cells. Protoplasma 2006,
227(2-4):229-235.

Lu ZX, Gaudet DA, Frick M, Puchalski B, Genswein B, Laroche A:
Identification and characterization of genes differentially
expressed in the resistance reaction in wheat infected with
Tilletia tritici, the common bunt pathogen. | Biochem Mol Biol
2005, 38(4):420-431.

Zhou W, Eudes F, Laroche A: Identification of differentially reg-
ulated proteins in response to a compatible interaction
between the pathogen Fusarium graminearum and its host,
Triticum aestivum. Proteomics 2006, 6(16):4599-4609.
Schmelzer E: Cell polarization, a crucial process in fungal
defence. Trends Plant Sci 2002, 7(9):411-415.

Libault M, Wan J, Czechowski T, Udvardi M, Stacey G: Identification
of 118 Arabidopsis transcription factor and 30 ubiquitin-
ligase genes responding to chitin, a plant-defense elicitor.
Mol Plant Microbe Interact 2007, 20(8):900-91 I.

Gonzalez-Lamothe R, Tsitsigiannis DI, Ludwig AA, Panicot M, Shirasu
K, Jones JD: The U-box protein CMPGI is required for effi-
cient activation of defense mechanisms triggered by multi-
ple resistance genes in tobacco and tomato. Plant Cell 2006,
18(4):1067-1083.

Kirsch C, Logemann E, Lippok B, Schmelzer E, Hahlbrock K: A highly
specific pathogen-responsive promoter element from the
immediate-early activated CMPGI gene in Petroselinum
crispum. Plant | 2001, 26(2):217-227.

Dias R, De Cassia R, Pico B, Espinds A, Nuez F: Resistance to
melon vine decline derived from C. melo subsp. agrestis:
genetic analysis of root structure and root response to dis-
ease. Plant Breeding 2004, 123:1-7.

Louvet R, Cavel E, Gutierrez L, Guenin S, Roger D, Gillet F, Gueri-
neau F, Pelloux J: Comprehensive expression profiling of the
pectin methylesterase gene family during silique develop-
ment in Arabidopsis thaliana. Planta 2006, 224(4):782-791.
Camacho-Cristobal |, Herrera-Rodriguez B, Beato V, Rexach ], Nav-
arro-Gochicoa M, Maldonado J, Gonzalez-Fontes A: The expres-
sion of several cell wall-related genes in Arabidopsis roots is
down-regulated under boron deficiency. Environmental and
Experimental Botany 2008, 63:351-358.

Aranda M, Maule A: Virus-induced host gene shutoff in animals
and plants. Virology 1998, 243(2):261-267.

Takemoto D, Doke N, Kawakita K: Characterization of Elicitor-
inducible tobacco genes isolated by differential hybridiza-
tion. Journal of General Plant Pathology 2001, 67:89-96.

Yamamoto Y, Sato E, Shimizu T, Nakamich N, Sato S, Kato T, Tabata
S, Nagatani A, Yamashino T, Mizuno T: Comparative genetic stud-
ies on the APRR5 and APRR7 genes belonging to the APRRI/
TOCI quintet implicated in circadian rhythm, control of
flowering time, and early photomorphogenesis. Plant Cell Phys-
iol 2003, 44(11):1119-1130.

Gelhaye E, Rouhier N, Navrot N, Jacquot JP: The plant thiore-
doxin system. Cell Mol Life Sci 2005, 62(1):24-35.

Morgulis A, Gertz EM, Schaffer AA, Agarwala R: WindowMasker:
window-based masker for sequenced genomes. Bioinformatics
2006, 22(2):134-141.

Irizarry RA, Bolstad BM, Collin F, Cope LM, Hobbs B, Speed TP:
Summaries of Affymetrix GeneChip probe level data. Nucleic
Acids Res 2003, 31(4):el5.

Bolstad BM, Irizarry RA, Astrand M, Speed TP: A comparison of
normalization methods for high density oligonucleotide
array data based on variance and bias. Bioinformatics 2003,
19(2):185-193.

Physiol

Page 14 of 15

(page number not for citation purposes)


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14960458
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14960458
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12761058
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12761058
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12761058
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18534026
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18534026
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18598343
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18598343
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18590528
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18590528
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18590528
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18356959
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18356959
http://www.nimblegen.com/products/lit/probe_design_2008_06_04.pdf
http://www.nimblegen.com/products/lit/probe_design_2008_06_04.pdf
http://www.nimblegen.com/products/
http://www.nimblegen.com/products/
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17189563
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17189563
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17189563
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15461798
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15461798
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15461798
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9843981
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9843981
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10902193
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10902193
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10902193
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11309499
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11309499
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16939790
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16939790
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12535341
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12535341
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=2169379
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=2169379
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15768842
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15768842
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15768842
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18322855
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18322855
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8444161
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8444161
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8444161
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9631011
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9631011
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11230129
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11230129
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11230129
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17277091
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17277091
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17277091
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14705870
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14705870
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17006022
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17006022
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17006022
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17981997
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17981997
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16736261
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16736261
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16053709
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16053709
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16053709
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16858732
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16858732
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16858732
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12234733
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12234733
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17722694
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17722694
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16531490
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16531490
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16531490
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11389762
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11389762
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11389762
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16622707
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16622707
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16622707
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9568025
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9568025
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14634148
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14634148
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14634148
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15619004
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15619004
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16287941
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16287941
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12582260
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12582260
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12538238
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12538238
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12538238

BMC Genomics 2009, 10:467

68.

69.

70.

71.

72.

Millenaar FF, Okyere ], May ST, van Zanten M, Voesenek LA, Peeters
AJ: How to decide? Different methods of calculating gene
expression from short oligonucleotide array data will give
different results. BMC Bioinformatics 2006, 7:137.

Benjamini Y, Hochberg Y: Controlling the false discovery rate: a
practical and powerful approach to multiple testing. | Roy Stat
Soc Ser B (Methodological) 1995, 57:289-300.

Oliveros JC: VENNY. An interactive tool for comparing lists
with Venn Diagrams. 2007 [http://bicinfogp.cnb.csic.es/tools/
venny/index.html].

Lopez-Bigas N, Kisiel TA, Dewaal DC, Holmes KB, Volkert TL, Gupta
S, Love J, Murray HL, Young RA, Benevolenskaya EV: Genome-wide
analysis of the H3K4 histone demethylase RBP2 reveals a
transcriptional program controlling differentiation. Mol Cell
2008, 3 1(4):520-530.

Peirson SN, Butler |N, Foster RG: Experimental validation of
novel and conventional approaches to quantitative real-time
PCR data analysis. Nucleic Acids Res 2003, 3 1(14):e73.

http://www.biomedcentral.com/1471-2164/10/467

Publish with BioMed Central and every
scientist can read your work free of charge

"BioMed Central will be the most significant development for
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
« available free of charge to the entire biomedical community
« peer reviewed and publishedimmediately upon acceptance
« cited in PubMed and archived on PubMed Central
« yours — you keep the copyright

Submit your manuscript here: O BioMedcentral
http://www.biomedcentral.com/info/publishing_adv.asp

Page 15 of 15

(page number not for citation purposes)



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16539732
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16539732
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16539732
http://bioinfogp.cnb.csic.es/tools/venny/index.html
http://bioinfogp.cnb.csic.es/tools/venny/index.html
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18722178
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18722178
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18722178
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12853650
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12853650
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12853650
http://www.biomedcentral.com/
http://www.biomedcentral.com/info/publishing_adv.asp
http://www.biomedcentral.com/

	Abstract
	Background
	Results
	Conclusion

	Background
	Results and discussion
	Microarray design and experimental datasets
	Microarray quality testing and normalization
	Detection of differentially regulated genes
	Quantitative real-time PCR validation
	Functional analysis of microarray results
	Fruit ripening involves deregulation in ethylene signalling, sugar metabolism and cell wall-loosening enzymes
	Responses to fungi involve deregulation of signal transduction pathways and cell wall and cytoskeleton rearrangements
	CMV infection induces structural and cell-cycle deregulation


	Conclusion
	Methods
	Plant material
	RNA Isolation and cDNA preparation
	Design and production of the melon Nimblegen® custom array
	Microarray probe preparation
	Microarray hybridization and quality control
	Normalization and statistical analysis
	Gene Ontology functional enrichment analysis
	Quantitative real-time PCR
	Availability of the microarray data

	Appendix 1
	Authors' contributions
	Additional material
	Acknowledgements
	References

