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Abstract: The olive (Olea europaea L.) is an ancient crop of great importance in the Mediterranean
basin due to the production of olive oil and table olives, which are important sources of fat and
have benefits for human health. This crop is expanding and increasing its production worldwide
and five olive genomes have recently been sequenced, representing a wild olive and important
cultivars in terms of olive oil production, intensive agriculture, and adaptation to the East Asian
climate. However, few bioinformatic and genomic resources are available to assist olive research and
breeding, and there are no platforms to query olive gene expression data. Here, we present OliveAtlas,
an interactive gene expression atlas for olive with multiple bioinformatics tools and visualization
methods, enabling multiple gene comparison, replicate inspection, gene set enrichment, and data
downloading. It contains 70 RNA-seq experiments, organized in 10 data sets representing the main
olive plant organs, the pollen germination and pollen tube elongation process, and the response to a
collection of biotic and abiotic stresses, among other experimental conditions. OliveAtlas is a web tool
based on easyGDB with expression data based on the ‘Picual’ genome reference and gene annotation.

Keywords: Olea europaea; RNA-seq; bioinformatics; gene expression; abiotic stress; Verticillium; Picual;
pollen germination

1. Introduction

The olive (Olea europaea L.) is a crop of great social and economic importance due to
the production of oil, which is the main fat source in Mediterranean countries and has
benefits for human health [1]. In addition, some cultivars are grown for the quality of
their fruits for consumption as table olives, and other parts of the plant are of utility for
human use, such as its wood for firewood, and its seeds, which have been shown to have
great potential as a source of edible oil, nutraceuticals, and proteins or meal serving as feed
supplements [2]. Currently, most of the olives are cultivated in the Mediterranean basin,
with Spain, Italy, and Greece as the top producers of olive oil worldwide. However, this
crop is expanding and increasing its production in other regions of the world such as the
United States, China, Australia, and South America. Its cultivation occupies more than
11 million hectares worldwide, of which 98% are located in the Mediterranean basin [3]
and 21% of them in Spain, where the olive is a strategic crop for the agri-food industry.

It is believed that the domestication of the olive occurred at least 7000 years ago in the
Middle East from wild olive progenitors [4,5] and it spread from the east to the west of
the Mediterranean basin with human migrations [6]. Olives might have been exploited for
at least 19,000 years [7] since the use of wild olives has been described in different parts
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of the Mediterranean basin during the Neolithic. It is estimated that there are more than
2000 olive varieties worldwide, which are clonally propagated by cuttings or grafts [6].

In 2016, the genome of the cultivated olive (Olea europaea L. subsp. europaea var. sativa)
was sequenced for the first time, using an individual of the cultivar Farga [8]. Recently, this
genome assembly was improved by anchoring it to a genetic map [9]. In 2017, the genome of
the wild olive or oleaster (O. europaea L. subsp. europaea var. sylvestris) from a Turkey-located
individual, was also published [10], but a recent work suggested it could have been a feral
individual that may have been misidentified [9]. In addition, the genome sequences of two
widely cultivated olive cultivars, ‘Picual’ and ‘Arbequina’ became available in 2020 and
2021, respectively [11,12]. ‘Picual’ is the most cultivated variety in the world, responsible
for approximately 25% of the production of olive oil worldwide, and ‘Arbequina’ is of
special interest because of its lower vigor, which allows mechanized harvesting and dense
planting for intensive agriculture. Moreover, in 2022, the genomes of two olive trees of
the subspecies cuspidata were sequenced because of their usability as rootstock with better
disease resistance, and adaptation to East Asian climate [13,14].

A large increase in knowledge has been achieved thanks to the five olive genomes
recently sequenced. However, there are still not many bioinformatic and genomic resources
to assist olive research and breeding. Despite gene expression data being crucial for
functional genomics, to know where and when genes are expressed, the only published
platform for gene expression query for olive is ReprOlive [15], which was based on Roche
454 sequencing and is no longer accessible. Moreover, many olive gene expression studies
published are based on de novo transcriptomes, which do not share a common gene
reference and annotations. Here, we present OliveAtlas, an interactive gene expression atlas
for olive where expression data were analyzed using the cultivar Picual genome and its gene
model annotation as references. OliveAtlas is available at https://www.oliveatlas.uma.es/
(accessed on 24 February 2023).

2. Results
2.1. Datasets Available in OliveAtlas

This first version of OliveAtlas includes a selection of the most relevant published
RNA-seq experiments from the Picual cultivar, which were reanalyzed based on the ‘Picual’
genome sequence and gene annotation. Additionally, the only two olive datasets based on
genomic references found in NCBI GEO [16] were added as an example of how simple it is to
add new datasets to OliveAtlas, now that several genomic references are available: ‘Picual’,
‘ Farga’, wild olive, and the subspecies cuspidata. The datasets found in NCBI GEO include
root experiments of many olive varieties with different tolerance to Verticillium dahliae
infection and expression data of the ‘Souri’ variety exposed to drought conditions. (Table 1).
The ‘Picual’ datasets available in OliveAtlas include experiments already published, with a
representation of the organs of the olive plant [17], and a collection of biotic and abiotic
stresses to understand the response of olive leaves and roots to cold, wound, and infection
by V. dahliae [18]. Additionally, experiments of pollen in vitro germination, which include a
time series of mature rehydrated pollen and germinated pollen at 1, 3, and 6 h of culture [19],
and gene expression data from the whole seed, as well as from the testa plus endosperm
and embryo tissues separately, were included. A total of 70 different experiments were
organized in 10 datasets in OliveAtlas (Table 1). The experiments were included as they
were organized in their respective publications, and in addition, the stress experiments
were separated into new datasets by each stress type (cold, wound, and V. dahliae infection).
An additional dataset was included to collect all available tissues in control conditions
(roots from adult individuals, roots from 4-month-old plants, stems, meristems, leaves
from adult individuals, leaves from 4-month-old plants, whole flowers just after anthesis,
mature pollen grains, fruits at veraison stage, and mature seeds).

https://www.oliveatlas.uma.es/
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Table 1. Available expression datasets in OliveAtlas.

Dataset Name Number of Experiments Publications

Picual all tissues 1 10 [17–19]
Picual plant organs 6 [17]
Picual pollen germination 4 [19]
Picual seed tissues 3
Picual stresses 13 [18]
Picual cold stress 2 3 [18]
Picual wound stress 2 6 [18]
Picual Verticillium infection 2 6 [18]
Roots of olive cultivars with variable
tolerance to Verticillium 36 [20]

Souri drought 3 8 [21]
1 Dataset grouping all different tissue samples from cv. Picual in control conditions. 2 Datasets for responses of
leaves and roots to cold, wound, and Verticillium dahliae infection, respectively, formed by experiments from the
‘Picual’ stresses dataset. 3 Based on the wild olive genome reference.

A Principal Component Analysis (PCA) was done with the replicates of the ‘Picual’
experiments (Figure 1), showing the pollen samples (in orange) to be the most different
ones to the rest, followed by the samples from the seed (in purple), and the root stress exper-
iments (in blue), which are also separated from the rest but only in the second component
(Figure 1A). Another PCA without the pollen and seed samples showed a clear separation
of experiments of root stresses, leaf stresses, and the remaining tissues in control condi-
tions (Figure 1B). Replicates from each experiment clustered close to each other. Leaves
under control conditions from “Picual stresses” [18] and from “Picual plant organs” [17]
datasets are also close to each other. However, root samples under control conditions from
10-year-old individuals (from the “Picual plant organs” dataset) are separated from the rest
of the tissues under control conditions and the other root datasets in the PCA (Figure 1B).
Roots under control conditions from the “Picual stresses” dataset were extracted from
4-month-old plants and seem to be much closer to the rest of the 4-month-old root samples
under stress conditions than to the 10-year-old root samples under control conditions.

2.2. Tissue/Organ Specificity of ‘Picual’ Genes

From the 81,484 total genes annotated in the ‘Picual’ genome [12], 56,348 genes (69.15%)
showed expression (≥2 TPMs, Transcripts Per Million) in at least one of the tissues of
O. europaea cv. Picual included in OliveAtlas. Up to 25,136 genes (30.85%), showed no
expression or very low expression [8319 genes (10.21%) with 0 TPMs and 16,817 genes
(20.64%) with TPM values between 0 and 2]. The average length and exon number of
expressed genes are higher than those from the low or not expressed genes, with average
values of 1719.50 bp and 5.96 exons in expressed genes, and 836.49 and 3.52 exons in
low or not expressed genes, respectively. The total number of expressed genes and genes
specifically expressed in each tissue under control conditions are summarized in Table 2,
where roots and meristems have the highest number of expressed genes, while pollen has
the lowest number of expressed genes. On the other hand, pollen grains, roots, and flowers
show the highest number and percentage of specific genes, while stems expressed the
lowest number and percentage of specific genes. Specific genes of all tissues under control
conditions are available in Table S1.
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Figure 1. Principal component analysis of OliveAtlas ‘Picual’ samples. (A) PCA of all samples. (B) 
Detailed distribution of samples excluding seeds and pollen datasets. Orange ellipse groups pollen 
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iments under stress conditions. 
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Figure 1. Principal component analysis of OliveAtlas ‘Picual’ samples. (A) PCA of all samples.
(B) Detailed distribution of samples excluding seeds and pollen datasets. Orange ellipse groups
pollen samples, purple ellipse groups seed samples, blue ellipse groups stress experiments conducted
in roots, red ellipse groups plant organs under control conditions and green ellipse groups leaf
experiments under stress conditions.

Table 2. Summary of the number of genes expressed in each ‘Picual’ tissue/organ.

Tissue/Organ # Expressed Genes # Specific Genes % Specific Genes

Roots 37,707 2261 6.00
Meristems 37,022 999 2.70
Flowers 35,023 1914 5.46
Stems 34,154 193 0.57
Leaves 33,806 608 1.80
Fruits 30,992 483 1.56
Seeds 26,484 832 3.14
Pollen 13,380 1469 10.98

Pollen and seeds, as the most different tissues in the PCA (Figure 1A), together with
roots, as the tissue with the highest number of specific genes, and leaves as representative
of photosynthetic tissue, all under control conditions, were compared in a Venn diagram
(Figure 2). The group with the highest number of genes (14,081) corresponded to the union
of all tissues but pollen, which, as shown before, was the most distant from the rest of the
tissues in the PCA and had the highest percentage of specific genes. Then, 8505 genes were
found in all tissues, and 6274 were shared by roots and leaves but were absent in pollen
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and seeds, which were separated from the rest of the tissues in the PCA (Figure 1A). The
reduction of the number of tissues compared in the Venn diagram showed a higher number
of specific genes in comparison with the analysis including all tissues presented in Table 2.
This result was expected since, for example, leaf specific genes increased in 2089 when there
were no other photosynthetic tissues represented. Specific genes from the comparison of
leaves, roots, pollen, and seeds under control conditions are available in Table S2.
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Figure 2. Venn diagram of expressed genes in a simplified tissue representation of the ‘Picual’
experiments under control conditions.

2.3. Functional Enrichment Analysis of ‘Picual’ Genes

The functions corresponding to the genes specifically expressed in seeds, pollen, leaves,
and roots, under control conditions, were characterized by functional enrichment analysis
of the biological processes associated with those genes (Figure 3). In the seeds (including
samples of the embryo, and endosperm with testa tissues, as well as one replicate of the
whole seed), it was observed a positive regulation of many metabolic and biosynthetic
processes, and other interesting terms related to development, chromosome organization,
and organ morphogenesis. In leaves, control samples from 4-month-old olive plantlets and
10-year-old trees were included. In this organ, there are terms mostly related to photosyn-
thesis and energy but also related to defense responses against biotic and abiotic stresses
and response to several endogenous stimuli (e.g., phytohormones). Pollen samples (repre-
sented by rehydrated mature pollen and germinated pollen) showed biological processes
related to pollination, pollen tube tip growth, cell morphogenesis, and vesicle-mediated and
ion transport. Finally, root samples (comprehended by samples of 4-month-old plantlets
and 10-year-old adult individuals under control conditions), included terms related to
morphogenesis, secondary metabolic processes, and defense responses. Enrichment results
are available in Table S3.
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right, in green), pollen (bottom-left, in orange), and roots (bottom-right, in blue). Word size and
color opacity represent the frequency of the terms found in the enrichment analysis.

2.4. Analysis of ‘Picual’ Constitutive Genes

Genes that are constitutively expressed in most tissues and experimental conditions
and that are required for the maintenance of basic cell functions, also known as housekeep-
ing genes, are useful as references for normalizing gene expression in RT-PCR experiments.
Genes from all ‘Picual’ data sets were analyzed to identify genes expressed with coeffi-
cients of variation less than 0.2. Seven genes with a low coefficient of variance were found
(Table 3).

2.5. OliveAtlas Navigation and Tools

OliveAtlas is an open-access gene expression atlas tool based on easyGDB [22] that
provides multiple user-friendly tools and interactive visualization methods to explore
olive gene expression data. The OliveAtlas website can be accessed anonymously at
https://www.oliveatlas.uma.es/ (accessed on 24 February 2023) with no account or login
required (Figure S1). Additionally, information about the research institutions involved in
the development of the tool and the founding source can be found in the About Us section
(Figure S2), where it is also possible to contact the administrators to request the addition
of new datasets or suggest the development of further tools and features. Moreover, the
help section in the about tab of the toolbar provides detailed instructions on how to use the
OliveAtlas tools.

https://www.oliveatlas.uma.es/
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Table 3. Expression and coefficient of variation of least variable genes.

Gene ID Functional Annotation TPMs (Mean) CV

Oleur061Scf3144g02017 Probable serine/threonine protein kinase PBL8 41.53 0.1681
Oleur061Scf8008g02017 Casein kinase 1-like protein 166.25 0.1808
Oleur061Scf1177g07035 Serine/arginine-rich splicing factor SR45a-like 50.87 0.1845
Oleur061Scf1733g08033 Putative MO25-like protein At5g47540 43.07 0.1906
Oleur061Scf3049g03001 FRIGIDA-like protein 21.85 0.1920
Oleur061Scf6724g01003 Histone acetyltransferase of the MIST family 1-like 45.89 0.1983
Oleur061Scf9161g10012 Vacuolar protein sorting-associated 20 homo-log 2-like 24.52 0.1994

2.5.1. Expression Data File Downloading

The Downloads section contains compressed files with the expression data of all
replicates for each one of the datasets in tab-delimited text format, as well as the unique
transcripts of ReprOlive [15] in FASTA format and their annotations in tab-delimited text
files (Figure S3).

2.5.2. Expression Atlas Tools

The OliveAtlas “Expression Atlas” toolbar menu provides access to two tools, the
Gene Expression Viewer and the Expression Comparator, and to the dataset information.
The Datasets section describes the experimental information of the datasets, including
related publications, links to source data, and images of the experiments when available
(Figure S4). The Gene Expression Viewer is the main tool of OliveAtlas. Here, it is possible
to choose between all the datasets mentioned in Table 1 and provide a list of genes to
compare their expression values in multiple visualization tools. On the other hand, the
Expression Comparator allows the combination of samples from any dataset to visualize
their gene expression values, with the possibility of calculating fold change values and
log ratios relative to one or more genes, which for example, could be taken from the least
variable genes identified in Table 3.

The input form of both tools assists users to autocomplete gene names to avoid spelling
mistakes and add them to the input gene list (Figure S5), or the genes used for fold change
calculation. The results of the Gene Expression Viewer describe the experimental conditions
of the selected dataset and provide five visualization methods: (1) Lines, (2) Expression
cards, (3) Heatmap, (4) Replicates, and (5) Average values.

In the “Lines” visualization, the expression of all genes can be compared (Figure 4). In
some cases, the expression values and lines of some genes hide the information of others,
but the tool is very interactive, and it is possible to place the cursor over the gene names
of the legend on top of the graph to highlight the selected gene. It is also possible to
click on these gene names to show and hide the data in the graph, to easily compare the
desired genes. On the other hand, moving the cursor over the data points will show the
values of all genes in the experimental sample selected. Additionally, the graph can be
downloaded in different formats (SVG, CSV, or PNG) to save an image of the plot or its
data. In the “Expression cards”, we can select each one of the genes to see their expression
values together with pictures showing their phenotype in the experimental conditions or
drawings representing the tissue (Figure 5). The highest value is highlighted on a golden
card and the lowest ones are on black cards. The “Heatmap” option (Figure 6), allows
a simultaneous comparison of all genes and experimental conditions using a color scale
that separates expression values in different ranges. Moving the cursor over the different
color ranges in the legend will highlight the expression values within that range. The
“Replicates” visualization (Figure 7) allows the inspection of the replicates of the selected
gene. Finally, the “Average values” section (Figure 8) provides a table with the values of
each gene in each experiment. This table can be downloaded in several formats (CSV, Excel,
PDF), can be copied to the clipboard, filtering out unwanted columns, and searching within
the information in the table. The gene names in the table are linked to the gene annotation
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page in OliveTreeDB, where it is possible to find sequences and annotations of the genes
together with the visualization of the gene in the genome browser.

The Expression Comparator output includes the Lines, Heatmap, Replicates, and
Average values as in the Gene Expression Viewer but it can show fold change or log ratio
values (Figure S6).

2.5.3. Gene Lookup and Gene Set Enrichment Tool

The gene lookup tool (Figure S7) allows the conversion of a list of genes between
the different gene sets from the cv. Picual and the sequenced genotypes cv. Farga, cv.
Arbequina, wild olive, Arabidopsis, and the transcriptomes from ReprOlive [15]. That way,
it is possible to get the most similar gene IDs from the ‘Picual’ gene annotation and use
these ‘Picual’ identifiers to query any dataset in OliveAtlas and the OliveTreeDB tools [12]
(https://genomaolivar.dipujaen.es/ (accessed on 24 February 2023)). Conversely, a list of
‘Picual’ identifiers can be rapidly converted to any of the other genome references to use
external bioinformatics tools and resources, or to identify putative orthologs mentioned in
the literature in other olive cultivars or Arabidopsis. ReprOlive includes datasets based on
transcriptomes of pollen, pistil, seed, and vegetative tissues from the cv. Picual. The results
of the Gene lookup tool can be copied to the clipboard, printed, or downloaded in different
formats such as CSV, Excel, or PDF.

The Gene Set Enrichment tool (Figure S8) uses the gene lookup tool code to convert
the gene identifiers to the most similar genes from Arabidopsis, ‘Farga’, or wild olive to
perform gene set enrichment of Gene Ontology terms in g:Profiler [23].

2.5.4. OliveTreeDB Data and Tools

OliveTreeDB is the main reference genomic portal of olive cv. Picual, including genome
data, annotations, and tools to access the information [12]. The results from the OliveAtlas
“Expression Viewer” tool, described below, are linked to the OliveTreeDB gene annotation
pages. Additionally, the OliveAtlas toolbar menu provides direct links to the resources and
tools available at OliveTreeDB (Figure S9): (1) Downloads: where it is possible to get gene
and genome annotation and sequence files; (2) BLAST: to search sequences by similarity
against cv. Picual sequences (genome, transcripts, CDS, proteins); (3) Search: to find genes
by their identifiers or annotation keywords; (4) Genome browser: to explore the genome
and its gene models in a genomic context, and visualize gene expression data coverage of
the ‘Picual’ experiments available in OliveAtlas (Figure S10); (5) Sequence extraction: to get
the sequences from a list of genes (genome, transcripts, CDS, proteins), and (6) Annotation
extraction: to get the annotations from a list of genes (TrEMBL, SwissProt, TAIR10, InterPro).

2.5.5. Expression Viewer Use Case Example

Six differentially expressed genes from the “Picual stress” dataset [18] were selected
because they showed different responses, in leaves and roots, to cold stress, infection with
V. dahliae, and wounds in roots (Table 4). As a first step, the gene list was pasted in the
“Annotation Extraction” tool in OliveTreeDB, to obtain the putative annotation of these
genes based on their homology with proteins from the TAIR and UniProt databases and
the protein domains identified with InterProScan. There, we could download the resulting
table in spreadsheet format, which includes the putative annotations that will help us to
interpret the function of the genes in the stress conditions in which they are expressed.

https://genomaolivar.dipujaen.es/
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Table 4. Use case example genes and their putative annotations.

Gene ID Gene Annotation

Oleur061Scf0768g00001 FAD-binding Berberine-like
Oleur061Scf2532g00003 Dehydration-responsive element-binding protein
Oleur061Scf3147g04027 Fatty acid hydroxylase
Oleur061Scf3552g08038 Arginine decarboxylase
Oleur061Scf7114g00004 Arginine decarboxylase
Oleur061Scf8024g00001 Stachyose synthase

Then, the six gene names were pasted in the “Expression Viewer” input form, af-
ter selecting the “Picual stresses” dataset, to know their expression. When comparing
the expression of the selected genes in the “Lines” plot (Figure 4), it was observed that
four of the genes, in orange, pink, red and yellow, were highly expressed in leaves in
response to 24 h of cold, clearly with higher expression than in control conditions. Two of
these genes were annotated as arginine decarboxylases, and the other two as stachyose
synthase, and dehydration-responsive element-binding protein, respectively. The gene
Oleur061Scf3147g04027, in dark yellow and annotated as fatty acid hydroxylase, showed
a high and differential expression in roots in response to V. dahliae infection after 15 days.
The gene Oleur061Scf0768g00001, in green, and annotated as FAD-binding Berberine-like,
showed a high and differential expression in roots in response to V. dahliae infection after
48 h, and a high expression in roots in response to wounds, especially in a short term, with
a peak in the 24 h.
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In the “Expression cards” (Figure 5), using Oleur061Scf2532g00003 as an example,
the gold card highlighted the highest expression of the gene in leaves in response to cold
after 24 h, showing a photograph of the plant in those conditions. This gene was also
expressed in leaves in control conditions but showed almost no expression in the rest of
the experimental conditions. Five black cards show where the gene was not expressed,
and 6 white cards showed experiments with an expression below 1 TPM. Photographs
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display the phenotype of the plant in each experimental condition, and cartoons represent
the experimental conditions when no photos are available.
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OliveAtlas.

In the “Heatmap” visualization (Figure 6), as in the “Lines” plot (Figure 4), we can
observe that four genes were highly expressed in leaves exposed to low temperature
for 24 h. Oleur061Scf0768g00001 showed high and differential expression values in root
wounding and infection with V. dahliae, especially at 48 and 24 h, respectively. Additionally,
Oleur061Scf3147g04027 showed high expression in roots infected with V. dahliae at 15 days.

In the “Replicates” plot (Figure 7), for the selected gene Oleur061Scf3147g04027, we
can observe the two biological replicates of each experiment showed very similar expression
values, which made them hard to be differentiated in the graph. Only “Roots Verticillium
15d” shows two points clearly differentiable but very close to each other. In other cases, this
visualization might allow the identification of unexpected behaviors between replicates.
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Finally, we can explore the expression of each sample in the “Average values” table
(Figure 8). Here, we could copy the table in the clipboard or download it to combine it
with the previous spreadsheet including the gene annotations (obtained using the Olive-
TreeDB “Annotation Extraction” tool). That way, it was possible to combine expression and
annotation data of genes of interest in a simple and comfortable format to work with.

3. Discussion

Different analyses to cluster the experiments of OliveAtlas show a clear distribution
and separation of the samples by tissue type and experimental condition, standing out
pollen samples as more different from the rest. Pollen samples had a lower number of
expressed genes than the rest of the tissues and they showed a much higher number and
proportion of specific genes. This is well known and has been described before in other
plants such as maize [24] and Arabidopsis [25]. On the other hand, roots were the organ
with the most expressed and specific genes, many of them were involved in morphogenesis,
which might be explained due to the 4-month-old root samples of young plants actively
growing. The stem, with only 193 genes, had the lowest number of specific genes in
comparison with all the other tissues. This could be expected since many of the genes
expressed in stems might also be expressed in other tissues involved in development
or photosynthesis.

Regarding the biological functions enriched in specific genes from seeds, leaves, pollen,
and roots in control conditions, most of the terms found are expected according to the pro-
cesses occurring in these organs. In the seeds, terms related to metabolic and biosynthetic
processes, development, chromosome organization, and organ morphogenesis are expected
in a tissue containing the embryo. Some terms related to floral development could be
explained by common functions in development that are assigned to Gene Ontology terms
of genes expressed in flowers, but also expressed in other tissues. In leaves, is completely
normal to find terms related to photosynthesis and energy. However, both leaves and roots
had defense response terms, which could be explained by samples from adult individuals
planted on fields that could be exposed to multiple stresses. The term related to response
to wounding could be due to the sample collection or exposure to the natural environment.
Roots also showed expected terms related to morphogenesis and metabolic processes.
Ultimately, pollen germination samples showed biological processes related to pollen such
as pollen tube growth, morphogenesis, and vesicle and ion transport.

On the other hand, considering the 26 ‘Picual’ RNA-seq experiments in OliveAtlas,
which represent a wide number of tissues and experimental conditions, around 10% of the
genes (8319 genes) showed no expression, and 30% of them (25,136) showed an expression
value below 2 TPM. This indicates that more experiments are still needed to confirm the
expression of some of these genes and might also indicate the cv. Picual gene model
annotation is overestimated. It is important to note that a recent study [9] showed that
the ‘Picual’ assembly had similar BUSCO completeness values but twice the percentage of
duplicated genes compared to the ‘Farga’ genome. The high number of duplicated genes
in ‘Picual’ could suggest the presence of some artefactual duplications, probably due to
high levels of heterozygosity in some regions of the genome, which could confound the
assembler to collapse the haplotypes correctly. The resources included in OliveAtlas could
be of great utility for future improvement of the ‘Picual’ gene model annotation.

In the “Expression Viewer” use case example, one gene annotated as arginine de-
carboxylases, two as stachyose synthase, and another one as dehydration-responsive
element-binding protein, showed a high and differential expression in response to 24 h of
cold treatment. The arginine decarboxylase has been described as a key gene in the response
to cold by promoting putrescine biosynthesis [26,27], which modulates ABA biosynthesis
to activate the expression of cold-responsive genes [28,29]. Stachyose plays an important
role in conferring desiccation tolerance [30] and stachyose synthase has been described to
be induced under cold stress in many other studies [31–33]. The dehydration-responsive
element-binding protein belongs to the AP2/ERF transcription factor family and is known
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to be induced in low temperatures to promote freezing tolerance in plants [34,35]. Moreover,
it could be an activator of arginine decarboxylase [27], one of the genes that also showed a
high expression in this sample.

Oleur061Scf3147g04027 showed a high and differential expression in roots in response
to V. dahliae infection after 15 days. The annotations of this gene in OliveTreeDB show it is
a homologous gene to CER1, also known as ECERIFERUM 1, with uncharacterized Wax2 C
and fatty acid hydroxylase domains. This gene has a key role in wax biosynthesis, which
forms a hydrophobic external layer that protects the plant by limiting the attachment of
bacteria and fungi [36].

The gene annotated as FAD-binding Berberine-like showed a high and differential
expression in roots in response to V. dahliae infection after 48 h, and a high expression in
roots in response to wounds, especially in a short term, with a peak in the 24 h. The FAD-
binding Berberine-like genes are related to cell wall biosynthesis and might be involved
in oligogalacturonides homeostasis, which accumulates in the extracellular matrix after
wounding and has been described to participate in the defense against fungi [37,38].

OliveAtlas, together with OliveTreeDB, is a useful platform for olive research, provid-
ing multiple bioinformatics tools to explore gene expression data, which are essential for
experimental design and interpretation of results. In the future, it is expected that the olive
research community will analyze gene expression data based on the available olive genome
references, which will allow the expansion of OliveAtlas datasets, including expression
data from more varieties and experimental conditions. We encourage researchers to contact
us for the addition of new datasets or the submission of their results in NCBI GEO for
simple inclusion in OliveAtlas. Our system, based on easyGDB, only requires adding a tab-
delimited file with the normalized expression values of the replicates (as in the OliveAtlas
downloads section) to be automatically available in the gene expression tools. The gene IDs
can be linked to any of the available olive genomic references in Phytozome (Wild olive),
OliveTreeDB (‘Picual’), CNAG olive genome page (‘Farga’ Oe9), Ensembl Plants, or any
other site. Additionally, more bioinformatics tools such as a gene co-expression tool are
planned to be developed.

4. Materials and Methods
4.1. RNA-Seq Data Downloading

Expression data from seven of the nine RNA-seq data sets available in OliveAtlas
were published by Leyva-Pérez et al. [18] and by Ramírez-Tejero et al. [17,20]. The other
two are in preparation for publication [19]. All RNA-seq experiments of O. europaea
cv. Picual available at the Sequence Read Archive (SRA) were identified and the ones
with replicated experiments were selected. Datasets were obtained from BioProjects PR-
JNA590386, PRJNA256033, and PRJNA638671, and RNA-seq data from seed (in preparation,
PRJEB59252) and pollen tissues (in preparation, PRJEB59024) are unpublished data gener-
ated by the research groups involved in OliveAtlas development. The SRA Toolkit v.2.11.2
(https://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?view=software (accessed on 24 Febru-
ary 2023)) was used to download original files in the SRA format with the prefetch program.
Therefore, SRA files were converted to compressed FASTQ files using fasterq-dump.

4.2. Data Processing and Normalization

All the FASTQ files were preprocessed using fastp v.0.22.0 [39], with the options -f 12,
-q 20, and -l 30, to remove adapter sequences and low-quality reads. The clean sequences
were mapped to the Olea europaea cv. Picual genome v061 [12] using HISAT2 v.2.1.0 [40],
and were converted to BAM and sorted with Samtools v.1.13 [41]. FeatureCounts [42]
included in the Subread v.2.0.3 package [43] was used for quantification. Gene counts
were normalized to Transcripts per Million (TPM) using the R function convertCounts
from the package DGEobj.utils, and were used for the datasets presented in OliveAtlas,
for the identification of specific genes, and for the functional enrichment. On the other
hand, for the PCA and the calculation of the coefficient of variation (CV), gene counts

https://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?view=software
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were filtered by a minimum of 1 CPM (Counts Per Million Mapped) in 1 library and then
normalized to Trimmed Mean of M-values (TMM) using edgeR v.3.38.2 [44]. The data from
the experiments of multiple varieties with different tolerance to Verticillium [20] and for the
drought experiments in cv. Souri [21] were downloaded from Gene Expression Omnibus
(GEO) and included in OliveAtlas as in the original publication [20]. The ‘Souri’ dataset
was converted from normalized counts to TPM.

4.3. Gene Clustering and Enrichment Analyses

Principal component analysis (PCA), specific gene identification, CV calculation, and
enrichment analyses were done in R v.4.2.1. The experiment replicates were clustered
in a PCA plot using logarithmic values in the prcomp function included in stats v.4.2.1.
Specific genes were identified for each tissue in control conditions based on a minimum
value of TPM ≥ 2, and their functional enrichment was analyzed with clusterProfiler v.4.4.4
package [45] using the most similar protein in the Arabidopsis thaliana TAIR10 protein set.
The wordcloud package v2.6 was used for word cloud representation. The coefficient of
variation was calculated as in [46] to identify the least variable genes with a CV < 0.2.

4.4. Gene Lookup Dataset Calculation

Most similar proteins between ‘Picual’ and the other available genomes, ‘Farga’,
‘Arbequina’ and wild olive (O. europaea subsp. sylvestris), were identified using Diamond
BLASTp v.2.0.14 [47] with the option —very-sensitive and —max-target-seqs 1. The same
method was used to identify the most similar proteins between ‘Picual’ and A. thaliana.

Most similar proteins between ‘Picual’ and the four transcriptome assemblies available
at ReprOlive, pollen, pistil, vegetative tissues, and seed tissues, were identified with
Diamond BLASTx v.2.0.14 with similar parameters.

4.5. Expression Atlas Implementation

OliveAtlas is based on EasyGDB [22], and it can be accessed at https://www.oliveatlas.
uma.es/ (accessed on 24 February 2023). The code used to customize OliveAtlas is available
on GitHub (https://github.com/noefp/olive_atlas (accessed on 24 February 2023)).

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/plants12061274/s1, Table S1: specific genes; Table S2: specific
genes venn; Table S3: enrichment specific genes venn; Figure S1: OliveAtlas home page; Figure S2:
OliveAtlas about page; Figure S3: OliveAtlas downloads; Figure S4: OliveAtlas dataset description;
Figure S5: OliveAtlas gene expression atlas input; Figure S6: OliveAtlas expression comparator;
Figure S7: OliveAtlas gene lookup tool; Figure S8: OliveAtlas gene set enrichment tool; Figure S9:
OliveAtlas links to OliveTreeDB tools; Figure S10: OliveTreeDB genome browser.
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the code used to customize OliveAtlas is available in GitHub (https://github.com/noefp/olive_atlas
(accessed on 24 February 2023)).

Acknowledgments: We would like to thank the Supercomputing and Bioinnovation Center of the the
University of Malaga for the use of computational resources and the Servicio Central de Informática
(SCI) of the University of Malaga for hosting OliveAtlas.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Perona, J.S.; Botham, K.M. Olive Oil as a Functional Food: Nutritional and Health Benefits. In Handbook of Olive Oil; Aparicio, R.,

Harwood, J., Eds.; Springer: Boston, MA, USA, 2013; pp. 677–714, ISBN 978-1-4614-7776-1.
2. Maestri, D.; Barrionuevo, D.; Bodoira, R.; Zafra, A.; Jiménez-López, J.; Alché, J.d.D. Nutritional Profile and Nutraceutical

Components of Olive (Olea Europaea L.) Seeds. J. Food Sci. Technol. 2019, 56, 4359–4370. [CrossRef]
3. Rallo, L.; Díez, C.M.; Morales-Sillero, A.; Miho, H.; Priego-Capote, F.; Rallo, P. Quality of Olives: A Focus on Agricultural

Preharvest Factors. Sci. Hortic. 2018, 233, 491–509. [CrossRef]
4. Diez, C.M.; Trujillo, I.; Martinez-Urdiroz, N.; Barranco, D.; Rallo, L.; Marfil, P.; Gaut, B.S. Olive Domestication and Diversification

in the Mediterranean Basin. New Phytol. 2015, 206, 436–447. [CrossRef]
5. Langgut, D.; Garfinkel, Y. 7000-Year-Old Evidence of Fruit Tree Cultivation in the Jordan Valley, Israel. Sci. Rep. 2022, 12, 7463.

[CrossRef] [PubMed]
6. Breton, C.; Terral, J.-F.; Pinatel, C.; Médail, F.; Bonhomme, F.; Bervillé, A. The Origins of the Domestication of the Olive Tree.

Comptes Rendus Biol. 2009, 332, 1059–1064. [CrossRef] [PubMed]
7. Besnard, G.; Baradat, P.; Breton, C.; Khadari, B.; Bervillé, A. Olive Domestication from Structure of Oleasters and Cultivars Using

Nuclear RAPDs and Mitochondrial RFLPs. Genet. Sel. Evol. 2001, 33, S251. [CrossRef]
8. Cruz, F.; Julca, I.; Gómez-Garrido, J.; Loska, D.; Marcet-Houben, M.; Cano, E.; Galán, B.; Frias, L.; Ribeca, P.; Derdak, S.; et al.

Genome Sequence of the Olive Tree, Olea Europaea. GigaSci 2016, 5, 29. [CrossRef] [PubMed]
9. Julca, I.; Marcet-Houben, M.; Cruz, F.; Gómez-Garrido, J.; Gaut, B.S.; Díez, C.M.; Gut, I.G.; Alioto, T.S.; Vargas, P.; Gabaldón, T.

Genomic Evidence for Recurrent Genetic Admixture during the Domestication of Mediterranean Olive Trees (Olea Europaea L.).
BMC Biol. 2020, 18, 148. [CrossRef]

10. Unver, T.; Wu, Z.; Sterck, L.; Turktas, M.; Lohaus, R.; Li, Z.; Yang, M.; He, L.; Deng, T.; Escalante, F.J.; et al. Genome of Wild Olive
and the Evolution of Oil Biosynthesis. Proc. Natl. Acad. Sci. USA 2017, 114, E9413–E9422. [CrossRef]

11. Rao, G.; Zhang, J.; Liu, X.; Lin, C.; Xin, H.; Xue, L.; Wang, C. De Novo Assembly of a New Olea Europaea Genome Accession Using
Nanopore Sequencing. Hortic. Res. 2021, 8, 64. [CrossRef]

12. Jiménez-Ruiz, J.; Ramírez-Tejero, J.A.; Fernández-Pozo, N.; Leyva-Pérez, M.d.l.O.; Yan, H.; De la Rosa, R.; Belaj, A.; Montes, E.;
Rodríguez-Ariza, M.O.; Navarro, F.; et al. Transposon Activation Is a Major Driver in the Genome Evolution of Cultivated Olive
Trees (Olea Europaea L.). Plant Genome 2020, 13, e20010. [CrossRef]

13. Wang, L.; Zhang, J.; Peng, D.; Tian, Y.; Zhao, D.; Ni, W.; Long, J.; Li, J.; Zeng, Y.; Wu, Z.; et al. High-Quality Genome Assembly of
Olea Europaea Subsp. Cuspidata Provides Insights Into Its Resistance to Fungal Diseases in the Summer Rain Belt in East Asia.
Front. Plant Sci. 2022, 13, 879822. [CrossRef]

14. Wu, T.; Ma, T.; Xu, T.; Pan, L.; Zhang, Y.; Li, Y.; Ning, D. The De Novo Genome Assembly of Olea Europaea Subsp. Cuspidate, a
Widely Distributed Olive Close Relative. Front. Genet. 2022, 13, 868540. [CrossRef]

15. Carmona, R.; Zafra, A.; Seoane, P.; Castro, A.J.; Guerrero-Fernández, D.; Castillo-Castillo, T.; Medina-García, A.; Cánovas, F.M.;
Aldana-Montes, J.F.; Navas-Delgado, I.; et al. ReprOlive: A Database with Linked Data for the Olive Tree (Olea Europaea L.)
Reproductive Transcriptome. Front. Plant Sci. 2015, 6, 625. [CrossRef]

16. Edgar, R. Gene Expression Omnibus: NCBI Gene Expression and Hybridization Array Data Repository. Nucleic Acids Res. 2002,
30, 207–210. [CrossRef]

17. Ramírez-Tejero, J.A.; Jiménez-Ruiz, J.; Leyva-Pérez, M.d.l.O.; Barroso, J.B.; Luque, F. Gene Expression Pattern in Olive Tree Organs
(Olea europaea L.). Genes 2020, 11, 544. [CrossRef]

18. Leyva-Pérez, M.d.l.O.; Valverde-Corredor, A.; Valderrama, R.; Jiménez-Ruiz, J.; Muñoz-Merida, A.; Trelles, O.; Barroso, J.B.;
Mercado-Blanco, J.; Luque, F. Early and Delayed Long-Term Transcriptional Changes and Short-Term Transient Responses during
Cold Acclimation in Olive Leaves. DNA Res. 2015, 22, 1–11. [CrossRef]

19. Bullones, A.; Lima-Cabello, E.; Fernandez-Pozo, N.; Castro, A.J.; Alché, J.d.D.; Claros, M.G. Bioinformatic Transcrip-
tome Profiling of Pollen Tube Development in Olea Europaea Subsp. Europaea L. Reveals Uncharacterised Key Regulators.
Manuscript in preparation.

https://www.oliveatlas.uma.es/
https://github.com/noefp/olive_atlas
http://doi.org/10.1007/s13197-019-03904-5
http://doi.org/10.1016/j.scienta.2017.12.034
http://doi.org/10.1111/nph.13181
http://doi.org/10.1038/s41598-022-10743-6
http://www.ncbi.nlm.nih.gov/pubmed/35523827
http://doi.org/10.1016/j.crvi.2009.08.001
http://www.ncbi.nlm.nih.gov/pubmed/19931842
http://doi.org/10.1186/BF03500883
http://doi.org/10.1186/s13742-016-0134-5
http://www.ncbi.nlm.nih.gov/pubmed/27346392
http://doi.org/10.1186/s12915-020-00881-6
http://doi.org/10.1073/pnas.1708621114
http://doi.org/10.1038/s41438-021-00498-y
http://doi.org/10.1002/tpg2.20010
http://doi.org/10.3389/fpls.2022.879822
http://doi.org/10.3389/fgene.2022.868540
http://doi.org/10.3389/fpls.2015.00625
http://doi.org/10.1093/nar/30.1.207
http://doi.org/10.3390/genes11050544
http://doi.org/10.1093/dnares/dsu033


Plants 2023, 12, 1274 16 of 17

20. Ramírez-Tejero, J.A.; Jiménez-Ruiz, J.; Serrano, A.; Belaj, A.; León, L.; de la Rosa, R.; Mercado-Blanco, J.; Luque, F. Verticillium
Wilt Resistant and Susceptible Olive Cultivars Express a Very Different Basal Set of Genes in Roots. BMC Genom. 2021, 22, 229.
[CrossRef]

21. Tsamir-Rimon, M.; Ben-Dor, S.; Feldmesser, E.; Oppenhimer-Shaanan, Y.; David-Schwartz, R.; Samach, A.; Klein, T. Rapid Starch
Degradation in the Wood of Olive Trees under Heat and Drought Is Permitted by Three Stress-specific Beta Amylases. New Phytol.
2021, 229, 1398–1414. [CrossRef]

22. Fernandez-Pozo, N.; Bombarely, A. EasyGDB: A Low-Maintenance and Highly Customizable System to Develop Genomics
Portals. Bioinformatics 2022, 38, 4048–4050. [CrossRef]

23. Raudvere, U.; Kolberg, L.; Kuzmin, I.; Arak, T.; Adler, P.; Peterson, H.; Vilo, J. G:Profiler: A Web Server for Functional Enrichment
Analysis and Conversions of Gene Lists (2019 Update). Nucleic Acids Res. 2019, 47, W191–W198. [CrossRef]

24. Shi, Y.; Li, Y.; Guo, Y.; Borrego, E.J.; Wei, Z.; Ren, H.; Ma, Z.; Yan, Y. A Rapid Pipeline for Pollen- and Anther-Specific Gene
Discovery Based on Transcriptome Profiling Analysis of Maize Tissues. Int. J. Mol. Sci. 2021, 22, 6877. [CrossRef]

25. Pina, C.; Pinto, F.; Feijó, J.A.; Becker, J.D. Gene Family Analysis of the Arabidopsis Pollen Transcriptome Reveals Biological
Implications for Cell Growth, Division Control, and Gene Expression Regulation. Plant Physiol. 2005, 138, 744–756. [CrossRef]

26. Kou, S.; Chen, L.; Tu, W.; Scossa, F.; Wang, Y.; Liu, J.; Fernie, A.R.; Song, B.; Xie, C. The Arginine Decarboxylase Gene ADC1,
Associated to the Putrescine Pathway, Plays an Important Role in Potato Cold-Acclimated Freezing Tolerance as Revealed by
Transcriptome and Metabolome Analyses. Plant J. 2018, 96, 1283–1298. [CrossRef]

27. Song, J.; Wu, H.; He, F.; Qu, J.; Wang, Y.; Li, C.; Liu, J.-H. Citrus Sinensis CBF1 Functions in Cold Tolerance by Modulating
Putrescine Biosynthesis through Regulation of Arginine Decarboxylase. Plant Cell Physiol. 2022, 63, 19–29. [CrossRef]

28. Cuevas, J.C.; López-Cobollo, R.; Alcázar, R.; Zarza, X.; Koncz, C.; Altabella, T.; Salinas, J.; Tiburcio, A.F.; Ferrando, A. Putrescine
Is Involved in Arabidopsis Freezing Tolerance and Cold Acclimation by Regulating Abscisic Acid Levels in Response to Low
Temperature. Plant Physiol. 2008, 148, 1094–1105. [CrossRef]

29. Cuevas, J.C.; López-Cobollo, R.; Alcázar, R.; Zarza, X.; Koncz, C.; Altabella, T.; Salinas, J.; Tiburcio, A.F.; Ferrando, A. Putrescine
as a Signal to Modulate the Indispensable ABA Increase under Cold Stress. Plant Signal. Behav. 2009, 4, 219–220. [CrossRef]

30. Blackman, S.A.; Obendorf, R.L.; Leopold, A.C. Maturation Proteins and Sugars in Desiccation Tolerance of Developing Soybean
Seeds. Plant Physiol. 1992, 100, 225–230. [CrossRef]

31. Cunningham, S.M.; Nadeau, P.; Castonguay, Y.; Laberge, S.; Volenec, J.J. Raffinose and Stachyose Accumulation, Galactinol
Synthase Expression, and Winter Injury of Contrasting Alfalfa Germplasms. Crop Sci. 2003, 43, 562–570. [CrossRef]

32. Lü, J.; Sui, X.; Ma, S.; Li, X.; Liu, H.; Zhang, Z. Suppression of Cucumber Stachyose Synthase Gene (CsSTS) Inhibits Phloem
Loading and Reduces Low Temperature Stress Tolerance. Plant Mol. Biol. 2017, 95, 1–15. [CrossRef]

33. Zhuo, C.; Wang, T.; Lu, S.; Zhao, Y.; Li, X.; Guo, Z. A Cold Responsive Galactinol Synthase Gene from Medicago Falcata (MfGolS1)
Is Induced by Myo-Inositol and Confers Multiple Tolerances to Abiotic Stresses. Physiol. Plantarum 2013, 149, 67–78. [CrossRef]

34. Gilmour, S.J.; Zarka, D.G.; Stockinger, E.J.; Salazar, M.P.; Houghton, J.M.; Thomashow, M.F. Low Temperature Regulation of the
Arabidopsis CBF Family of AP2 Transcriptional Activators as an Early Step in Cold-InducedCORgene Expression. Plant J. 1998,
16, 433–442. [CrossRef]

35. Liu, Q.; Kasuga, M.; Sakuma, Y.; Abe, H.; Miura, S.; Yamaguchi-Shinozaki, K.; Shinozaki, K. Two Transcription Factors, DREB1
and DREB2, with an EREBP/AP2 DNA Binding Domain Separate Two Cellular Signal Transduction Pathways in Drought- and
Low-Temperature-Responsive Gene Expression, Respectively, in Arabidopsis. Plant Cell 1998, 10, 1391. [CrossRef] [PubMed]

36. Lewandowska, M.; Keyl, A.; Feussner, I. Wax Biosynthesis in Response to Danger: Its Regulation upon Abiotic and Biotic Stress.
New Phytol. 2020, 227, 698–713. [CrossRef]

37. Benedetti, M.; Verrascina, I.; Pontiggia, D.; Locci, F.; Mattei, B.; De Lorenzo, G.; Cervone, F. Four Arabidopsis Berberine Bridge
Enzyme-like Proteins Are Specific Oxidases That Inactivate the Elicitor-Active Oligogalacturonides. Plant J. 2018, 94, 260–273.
[CrossRef]

38. Locci, F.; Benedetti, M.; Pontiggia, D.; Citterico, M.; Caprari, C.; Mattei, B.; Cervone, F.; De Lorenzo, G. An Arabidopsis Berberine
Bridge Enzyme-like Protein Specifically Oxidizes Cellulose Oligomers and Plays a Role in Immunity. Plant J. 2019, 98, 540–554.
[CrossRef]

39. Chen, S.; Zhou, Y.; Chen, Y.; Gu, J. Fastp: An Ultra-Fast All-in-One FASTQ Preprocessor. Bioinformatics 2018, 34, i884–i890.
[CrossRef]

40. Kim, D.; Paggi, J.M.; Park, C.; Bennett, C.; Salzberg, S.L. Graph-Based Genome Alignment and Genotyping with HISAT2 and
HISAT-Genotype. Nat. Biotechnol. 2019, 37, 907–915. [CrossRef]

41. Danecek, P.; Bonfield, J.K.; Liddle, J.; Marshall, J.; Ohan, V.; Pollard, M.O.; Whitwham, A.; Keane, T.; McCarthy, S.A.;
Davies, R.M.; et al. Twelve Years of SAMtools and BCFtools. GigaScience 2021, 10, giab008. [CrossRef]

42. Liao, Y.; Smyth, G.K.; Shi, W. FeatureCounts: An Efficient General Purpose Program for Assigning Sequence Reads to Genomic
Features. Bioinformatics 2014, 30, 923–930. [CrossRef]

43. Liao, Y.; Smyth, G.K.; Shi, W. The Subread Aligner: Fast, Accurate and Scalable Read Mapping by Seed-and-Vote. Nucleic Acids
Res. 2013, 41, e108. [CrossRef] [PubMed]

44. Robinson, M.D.; McCarthy, D.J.; Smyth, G.K. EdgeR: A Bioconductor Package for Differential Expression Analysis of Digital
Gene Expression Data. Bioinformatics 2010, 26, 139–140. [CrossRef]

http://doi.org/10.1186/s12864-021-07545-x
http://doi.org/10.1111/nph.16907
http://doi.org/10.1093/bioinformatics/btac412
http://doi.org/10.1093/nar/gkz369
http://doi.org/10.3390/ijms22136877
http://doi.org/10.1104/pp.104.057935
http://doi.org/10.1111/tpj.14126
http://doi.org/10.1093/pcp/pcab135
http://doi.org/10.1104/pp.108.122945
http://doi.org/10.4161/psb.4.3.7861
http://doi.org/10.1104/pp.100.1.225
http://doi.org/10.2135/cropsci2003.0562
http://doi.org/10.1007/s11103-017-0621-9
http://doi.org/10.1111/ppl.12019
http://doi.org/10.1046/j.1365-313x.1998.00310.x
http://doi.org/10.1105/tpc.10.8.1391
http://www.ncbi.nlm.nih.gov/pubmed/9707537
http://doi.org/10.1111/nph.16571
http://doi.org/10.1111/tpj.13852
http://doi.org/10.1111/tpj.14237
http://doi.org/10.1093/bioinformatics/bty560
http://doi.org/10.1038/s41587-019-0201-4
http://doi.org/10.1093/gigascience/giab008
http://doi.org/10.1093/bioinformatics/btt656
http://doi.org/10.1093/nar/gkt214
http://www.ncbi.nlm.nih.gov/pubmed/23558742
http://doi.org/10.1093/bioinformatics/btp616


Plants 2023, 12, 1274 17 of 17

45. Wu, T.; Hu, E.; Xu, S.; Chen, M.; Guo, P.; Dai, Z.; Feng, T.; Zhou, L.; Tang, W.; Zhan, L.; et al. ClusterProfiler 4.0: A Universal
Enrichment Tool for Interpreting Omics Data. Innovation 2021, 2, 100141. [CrossRef] [PubMed]

46. Carmona, R.; Arroyo, M.; Jiménez-Quesada, M.J.; Seoane, P.; Zafra, A.; Larrosa, R.; Alché, J.d.D.; Claros, M.G. Automated
Identification of Reference Genes Based on RNA-Seq Data. BioMed Eng. OnLine 2017, 16, 65. [CrossRef]

47. Buchfink, B.; Xie, C.; Huson, D.H. Fast and Sensitive Protein Alignment Using DIAMOND. Nat. Methods 2015, 12, 59–60.
[CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1016/j.xinn.2021.100141
http://www.ncbi.nlm.nih.gov/pubmed/34557778
http://doi.org/10.1186/s12938-017-0356-5
http://doi.org/10.1038/nmeth.3176
http://www.ncbi.nlm.nih.gov/pubmed/25402007

	Introduction 
	Results 
	Datasets Available in OliveAtlas 
	Tissue/Organ Specificity of ‘Picual’ Genes 
	Functional Enrichment Analysis of ‘Picual’ Genes 
	Analysis of ‘Picual’ Constitutive Genes 
	OliveAtlas Navigation and Tools 
	Expression Data File Downloading 
	Expression Atlas Tools 
	Gene Lookup and Gene Set Enrichment Tool 
	OliveTreeDB Data and Tools 
	Expression Viewer Use Case Example 


	Discussion 
	Materials and Methods 
	RNA-Seq Data Downloading 
	Data Processing and Normalization 
	Gene Clustering and Enrichment Analyses 
	Gene Lookup Dataset Calculation 
	Expression Atlas Implementation 

	References

