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Preface

The 8th Joint Conference on Solanaceae Genomics (SOL) and the 2nd International

Cucurbit Genomics Initiative (ICuGI) were held in Kobe, Japan, from November

28 to December 2, 2011, organized by the 178th Committee on Plant Molecular

Design, University-Industry Research Cooperation Societally Applied Scientific

Linkage and Collaboration of Japan Society for the Promotion of Science (http://

plantmdc.gene.tsukuba.ac.jp).

The annual SOL genomics workshop began after the meeting in Washington,

DC, USA, on November 3, 2003, to initiate an international collaboration entitled

the International Solanaceae Genome Project. The SOL achieved the whole-

genome sequencing of tomato cv. Heinz 1706 in 2012, and the information and

related tools are available through the SOL Genomics Network (http://solgenomics.

net/). The ICuGI was initiated after the meeting in Barcelona, Spain, on June

30–July 1, 2005, as an international collaboration to establish genomic information

and functional genomics tools for Cucurbit crops. Reference sequences of the

cucumber (2009), melon (2012), and watermelon (2013) have been obtained.

This information is available through the Cucurbit Genomics Database (http://

www.icugi.org/cgi-bin/ICuGI/index.cgi).

The Solanaceae and Cucurbitaceae families include many edible vegetable

crops that are among the most widely represented horticultural species. The con-

ference provided many opportunities for scientists to interact with colleagues

working in different and related areas and guided us toward elucidating the evolu-

tionary history of, and the genetic diversity between, Solanaceae and

Cucurbitaceae. We also believe that the joint conference provided us with

approaches to addressing questions such as “What is the next step for plant

genomics research?,” “What can we learn from large volumes of sequencing

data?,” and “How can we use this information for plant improvement?” Thanks

to the latest technical advancements in sequencing equipment and bioinformatics,

we are now able to determine the genome sequences of cultivars, variations, and

wild species and to investigate comprehensive gene fluctuations using whole-

transcriptome shotgun sequencing (also called RNA-seq). The genome sequencing
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projects of several key members are ongoing. One of the major goals of the

conference was to explore the ideas, strategies, and methodologies by which we

can use this information in our studies and eventually benefit human lives by

improving global food security.

More than 300 delegates from over 22 countries attended the joint conference,

and more than 200 presentations were made. These numbers were amazing for us

when considering our situation after the disaster on March 11, 2011, in Japan. We

believe the Joint Conference uplifted Japanese scientists and even Japanese society.

Drawing from the presentations and related research, we invited several authors to

prepare review chapters and prepared this volume for the book series.

I thank the authors of the chapters in this volume for their contributions and

thoughtful insights regarding the current research and developments in this field. I

hope that these chapters will serve as a valuable resource for advancing our basic

and technical knowledge on Solanaceae and Cucurbitaceae research and breeding.

Finally, I thank Prof. Toshiyuki Nagata, the Editor-in-Chief of this book series, for

providing the timely opportunity to prepare this volume. The editing of this book

was supported by my coeditors, Tohru Ariizumi (University of Tsukuba, Japan),

Jordi Garcia-Mas (IRTA, Spain), and Joclyn K. C. Rose (Cornell University, USA).

Tsukuba, Japan H. Ezura

vi Preface



Contents

1 Tomato Genome Sequence . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 1

Shusei Sato and Satoshi Tabata

2 Melon Genome Sequence . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 15

Jordi Garcia-Mas and Pere Puigdomènech

3 Databases for Solanaceae and Cucurbitaceae Research . . . . . . . . . 31

Masaaki Kobayashi, Hajime Ohyanagi, and Kentaro Yano

4 DNA Markers in Solanaceae Breeding . . . . . . . . . . . . . . . . . . . . . . 43

Hiroyuki Fukuoka

5 DNA Markers in Cucurbitaceae Breeding . . . . . . . . . . . . . . . . . . . 59

Nobuko Fukino and Yoichi Kawazu

6 Mutant Resources and TILLING Platforms in Tomato Research . . . 75

Yoshihiro Okabe and Tohru Ariizumi

7 Tomato Fruit Set and Its Modification Using Molecular Breeding

Techniques . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 93

Yoshihito Shinozaki and Kentaro Ezura

8 Fruit Growth in Tomato and Its Modification by Molecular

Breeding Techniques . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 113

Lamia Azzi, Frédéric Gévaudant, Frédéric Delmas, Michel Hernould,

and Christian Chevalier

9 Sugar Accumulation in Tomato Fruit and Its Modification Using

Molecular Breeding Techniques . . . . . . . . . . . . . . . . . . . . . . . . . . . 141

Chiaki Matsukura

10 Fruit Ripening in Tomato and Its Modification by Molecular

Breeding Techniques . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 155

Kyoko Hiwasa-Tanase

vii



11 Disease Resistance in Melon and Its Modification by Molecular

Breeding Techniques . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 175

Michel Pitrat

12 Insect Resistance in Melon and Its Modification by Molecular

Breeding . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 199

Catherine Dogimont and Nathalie Boissot

13 Genetic Engineering of Important Breeding Traits in Solanaceae

and Cucurbitaceae . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 221

Satoko Nonaka and Hiroshi Ezura

14 Genome-Editing Technologies and Their Use in Tomato . . . . . . . . 239

Jeong-Eun Lee and Hiroshi Ezura

15 Toward In Silico Design and Engineering of Solanaceae and

Cucurbitaceae Crops . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 251

Hiroshi Ezura

Index . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 259

viii Contents



Chapter 1

Tomato Genome Sequence

Shusei Sato and Satoshi Tabata

1.1 Introduction

The Solanaceae is a large family consisting of approximately 100 genera and 2500

species that grow in all habitats from rainforests to deserts (Knapp 2002). The

Solanaceae family includes several plants of agronomic importance, including

potato, eggplant, pepper, and tobacco, as well as tomato (Solanum lycopersicum).
As well as its economic importance, tomato is considered to be a useful model plant

species and has been the subject of extensive research, including genetic charac-

terization. Tomato was consequently chosen as a target for genome sequencing.

S. lycopersicum has a diploid genome of simple architecture that is approximately

900 Mb in size and is distributed across 12 chromosomes (Michaelson et al. 1991).

Many Solanaceae species have highly syntenic genomes, each also with 12 chro-

mosomes, and the reference genome sequence of the tomato thus provides a

framework for the genomic analysis of Solanaceae plants in general and is a source

of important information for molecular breeding.

In November 2003, the International Solanaceae Project (SOL; http://

solgenomics.net/solanaceae-project/index.pl), a consortium initially involving

researchers from ten countries, launched the tomato genome-sequencing project.

The initial aim was to sequence gene-rich regions of the 12 chromosomes through

high-quality sequencing of bacterial artificial chromosomes (BACs) that were
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selected based on DNA markers mapped on the genome and accumulated

end-sequence information (Mueller et al. 2005, and http://sgn.cornell.edu/). In

2008, a whole-genome-sequencing strategy was also adopted, with the aim of

covering the entire genome. Alongside the sequencing efforts, DNA markers

were evaluated and high-density genetic linkage maps were constructed to assist

assembly of the whole-genome structure (Fulton et al. 2002; Frary et al. 2005;

Shirasawa et al. 2010). The chloroplast and mitochondrial genomes were sequenced

independently of the nuclear genome (Kahlau et al. 2006). The International

Tomato Annotation Group (ITAG) subjected the obtained sequences to assembly

and performed further analyses. Ultimately, researchers from 14 countries contrib-

uted to the project, and the results were published in 2012 (The Tomato Genome

Consortium 2012).

In this chapter, we summarize the process of tomato genome sequencing and the

features of the tomato genome revealed by the obtained sequence information.

1.2 Tomato Genome Sequencing

The tomato genome, estimated to be 900 Mb long, has rather simple architecture

composed of pericentromeric heterochromatin and distal euchromatin.

Pericentromeric heterochromatin, rich in repetitive sequences, is estimated to

occupy three-quarters of the tomato genome. The remaining one-quarter

(220 Mb) of the tomato genome consists of distal euchromatic segments; these

regions were thought to contain more than 90 % of the genes prior to the project.

Therefore, the strategy of the initial phase of the tomato genome-sequencing project

was to sequence the euchromatic portions of the 12 chromosomes using a BAC-by-

BAC sequencing approach. The tomato variety used for the sequencing project was

the ‘Heinz 1706’ cultivar, provided by the Heinz Corporation (Pittsburgh, PA,

USA). ‘Heinz 1706’ was chosen because the well-characterized HindIII BAC

library available at the time of project inception was constructed from this cultivar

(Budiman et al. 2000). Two EcoRI and MboI BAC libraries were also constructed,

and end sequences of all three BAC libraries were analyzed. In this approach,

molecular genetic markers were used to anchor seed BAC clones. The tiling path

was generated by walking from seed clones in both directions using the analyzed

BAC end-sequencing data. This BAC-by-BAC approach resulted in the sequencing

of 117 Mb of tomato euchromatic regions with high accuracy (Mueller et al. 2005).

In 2008, the sequencing consortium adopted the selected BAC mixture (SBM)

approach with the aim of accelerating progress (The Tomato Genome Consortium

2012). A total of 30,800 BAC clones were selected having considered the BAC

end-sequence data accumulated in the initial phase of the project and the removal of

BACs that had repetitive elements at their ends. The chosen BAC clones were

pooled, and shotgun sequencing was performed using the Sanger sequencing

method. A total of 4.2 million reads corresponding to 3.1 Gb were produced, and

these sequences were assembled into contigs that covered 540 Mb of the genome

2 S. Sato and S. Tabata
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and encompassed >80 % of the previously registered tomato ESTs (http://www.

kazusa.or.jp/tomato/). The success of the shotgun approach prepared the way for a

next-generation sequencing (NGS) approach.

In 2009, the sequencing consortium decided to take advantage of the emerging

NGS platforms and increase the scope of the project from euchromatic regions only

to the whole tomato genome. Three NGS platforms, Roche/454, SOLiD, and

Illumina, were used to generate 21 Gb, 64 Gb, and 82 Gb of sequence data,

respectively. A de novo assembly of the ‘Heinz 1706’ genome was subsequently

performed using the Sanger data (3.3 Gb, including ~200,000 BAC and fosmid

paired-end sequences and 4.2 million SBM reads) and 454 data (21 Gb). Two

programs, Newbler and CABOG, were used to generate independent assemblies;

these were subsequently integrated. The structural accuracy of the de novo assem-

bly was confirmed by mapping to paired-end sequences of the BAC and fosmid

clones. The high coverage Illumina and SOLiD reads were used to improve overall

base accuracy. As a result of read-mapping and error-base correction, high-base

accuracy was achieved, resulting in only one base calling error per 29.4 kb and one

indel error per 6.4 kb. Contig gaps were filled by integrating 117 Mb of BAC-clone

Sanger sequences from the initial phase of the project. The resulting high-quality

scaffolds were linked with two BAC-based physical maps and anchored using a

high-density genetic map (Shirasawa et al. 2010), introgression-line mapping, and

genome-wide BAC fluorescence in situ hybridization (FISH). The final tomato

genome assembly consisted of 91 scaffolds covering 760 Mb. The scaffolds were

then aligned with the 12 chromosomes, and most of the gaps were found to be

restricted to pericentromeric regions (Table 1.1). The 21 Mb of sequences

Table 1.1 Status of tomato genome sequence (Assembly SL2.40)

Chromosome

Number of

scaffolds

Cumulative scaffold length

(bp)

Average GC

%

chr1 9 90,303,444 33.7

chr2 7 49,917,694 33.6

chr3 13 64,839,514 34.0

chr4 6 64,063,812 33.7

chr5 3 65,021,238 34.0

chr6 8 46,040,936 34.0

chr7 4 65,268,321 34.1

chr8 9 63,031,857 34.1

chr9 10 67,661,191 34.1

chr10 6 64,833,805 34.0

chr11 6 53,385,525 34.1

chr12 10 65,485,353 34.2

Subtotal anchored

scaffolds

91 759,852,690 34.0

Unanchored scaffolds

(chr0)

3132 21,492,721 37.8

Total 3223 781,345,411 34.1
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contained in the 3132 unanchored scaffolds were designated as chr0 and were

primarily repetitive sequences (Table 1.1).

1.3 Features of Tomato Genome

1.3.1 Organization of Tomato Genome

Detailed analysis of the cytogenetic and genetic features of tomato genome orga-

nization was carried out based on the obtained tomato genome sequences anchored

on the 12 chromosomes (pseudomolecules). By comparing the BAC-clone FISH

results and the physical locations of these clones on pseudomolecules, it became

clear that tomato pachytene chromosomes consist of prominent pericentromeric

heterochromatin with 4�10� more DNA per unit length than distal euchromatin

(The Tomato Genome Consortium 2012). FISH analysis using Cot 100 DNA

(including most repeats) as a probe demonstrated that the repeats are concentrated

around centromeres and telomeres and within chromomeres. Using the positional

information from FISH BAC probes, recombination nodule locations derived from

cytological mapping were compared with the physical locations on the

pseudomolecules. This revealed a much higher recombination frequency in distal

euchromatin than in pericentromeric heterochromatin. This distribution was con-

firmed by the comparison of genetic distance and physical distance using molecular

genetic markers.

Early RFLP mapping of random genomic clones led to the estimation that a large

proportion of the tomato genome consists of low-copy, noncoding DNA (Zamir and

Tanksley 1988). This is supported by DNA renaturation kinetics, which are con-

sistent with predominantly low-copy DNA, despite the substantial proportion of the

genome that is heterochromatic (Peterson et al. 1998). The number of repetitive

sequences in the obtained tomato reference genome is far fewer than in the smaller,

740 Mb, sorghum genome, with ~4000 intact long terminal repeat (LTR)

retrotransposons identified as opposed to the ~11,000 identified in sorghum (Pat-

erson et al. 2009). The average insertion age (as estimated by base substitutions in

LTR sequences) of the tomato LTR retrotransposons was older than that of sor-

ghum [2.8 versus 0.8 million years (Myr) ago]. In addition, no high-copy full-length

LTR retrotransposons were identified in tomato. The largest cluster contained just

581 members, with all the other clusters containing <100 members. Features of

repetitive sequences in the tomato genome were also revealed by k-mer frequency

analysis. k-mer frequencies are a repeat-library-independent, and thus unbiased,

method for accessing the repetitive portion of a genome. When the frequencies of

each 16-mer in the tomato genome sequence were calculated, only 24 % of the

genome was found to be composed of 16-mers with frequencies that occur �10

times. This indicates that tomato has a distinctly lower repetitive element content
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than the smaller sorghum genome, in which 41 % of the genome is composed of

16-mers with frequencies �10. These characteristics of the repeated portions of the

tomato genome facilitated the creation of long scaffolds and the assignment of

scaffold sequences to specific chromosomes.

1.3.2 Gene Structure

The tomato genome was annotated by the iTAG consortium. An integrated gene

prediction pipeline based on EuGene (Foissac et al. 2008) and RNA-seq data was

used which produced a consensus annotation of 34,727 protein-coding genes in

tomato (iTAG v2.3: http://solgenomics.net/organism/Solanum_lycopersicum/

genome). As a large amount of the RNA-seq data were accumulated by using

NGS platforms, most of the predicted protein-coding genes (30,855) are supported

by transcribed sequence information. More than 90 % of the predicted genes

(31,741, with e-value <1e-3) are homologous to A. thaliana genes (TAIR10).

Functional descriptions were putatively assigned to 78 % of the tomato proteins,

and the remaining 22 % received a designation of “unknown protein.” Small RNA

data from three tomato libraries supported the prediction of 96 known miRNA

genes in tomato, which is consistent with the copy number found in other model and

non-model plant species investigated to date.

In order to survey conserved features in protein-coding genes, gene family

clusters among different plant species were defined using OrthoMCL software

(Li et al. 2003). The protein-coding genes of tomato, potato, Arabidopsis, rice,
and Vitis vinifera (grape) were included in the analysis, and a total of 154,880 gene
sequences from these five species were grouped into 23,208 gene groups (“fami-

lies,” each with at least two members). Of the 34,727 protein-coding genes

predicted on the reference tomato genome, 25,885 were clustered in a total of

18,783 gene groups. Of these 18,783 gene groups, 8615 are common to all five

genomes, 1727 are confined to eudicots (tomato, potato, grape, Arabidopsis), and
727 to plants with fleshy fruits (tomato, potato, grape) (The Tomato Genome

Consortium 2012). A total of 5165 gene groups were identified as Solanaceae

specific, while 562 were tomato specific and 679 were potato specific. Such genes

provide candidates for further validation and exploration of diverse roles in species-

specific traits, including fruit and tuber biogenesis.

1.3.3 Genome Triplication

The draft genome of grape (V. vinifera) indicated that no recent genome duplication

had occurred, and this enabled the discovery of ancestral traits and features related
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to the genetic organization of flowering plants (French-Italian Public Consortium

for Grapevine Genome Characterization 2007). Further analysis revealed that

whole-genome triplication contributed to the establishment of the grape genome

and that this triplication is common to many dicot plants but is absent in monocots.

To test the hypothesis that the whole-genome triplication in the rosid lineage, which

includes grape and Arabidopsis, occurred in a common ancestor shared with tomato

and other asterids (Tang et al. 2008), the tomato and grape genomes (French-Italian

Public Consortium for Grapevine Genome Characterization 2007) were compared.

A comparison of grape triplet chromosomes to the tomato genome inferred 1730

tomato-grape (asterid-rosid) homologous DNA segments. The distribution of syn-

onymous nucleotide substitution rates (Ks) between corresponding gene pairs in

duplicated blocks suggests that one polyploidization in tomato preceded the asterid-

rosid divergence. Since each of the “triplets” of grape chromosomal segments

matches optimally with a distinct homologous block in tomato, it can be inferred

that tomato-grape genome structural divergence followed this triplication.

Comparison with the grape genome also reveals a more recent triplication in the

tomato genome. While few individual tomato genes remain triplicated, about 73 %

of tomato gene models are in blocks that are orthologous to one grape region,

collectively covering 84 % of the grape gene space. Among grape genomic regions,

22.5 % have one orthologous region in tomato, 39.9 % have two, and 21.6 % have

three. The most parsimonious explanation is that a whole-genome triplication

occurred in the tomato lineage and was followed by widespread gene loss. Based

on alignments of multiple tomato segments to single grape genome segments, the

tomato genome can be partitioned into three nonoverlapping “subgenomes.” The

smaller number of tomato-tomato (501) compared with tomato-grape (1730)

homologous segments is consistent with substantial gene loss and rearrangement

following this additional polyploidy. Based on the Ks of triplicated genes, the

tomato triplication is estimated at 71 Myr, and therefore, the majority of post-

triplication gene loss predates the ~7.3 Myr tomato-potato divergence (Wu and

Tanksley 2010).

These two genome triplication events shaped the evolution of genes involved in

fleshy fruit development. Most of the genes were eliminated by widespread gene

loss following the triplication events, with the duplicates that remained acquiring

new and distinct functions. This group of genes includes pleiotropic transcription

factors that are necessary for ethylene biosynthesis [RIN (Vrebalov et al. 2002),

CNR (Manning et al. 2006)], enzymes necessary for ethylene biosynthesis and

signaling (ACS (Nakatsuka et al. 1998), ETR (Klee and Giovannoni 2011)),

red-light photoreceptors that are associated with fruit quality [PHYB1/PHYB2

(Pratt et al. 1995)], and enzymes necessary for lycopene biosynthesis [PSY1,
PSY2 (Giorio et al. 2008)] (Fig. 1.1).
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1.4 Comparative Genomics of the Tomato Genome

1.4.1 Comparative Genome Analysis Against Potato

In the potato (S. tuberosum) genome-sequencing project (Potato Genome Sequenc-

ing Consortium 2011), which was published prior to the tomato genome, a homo-

zygous doubled-monoploid potato clone was used for sequencing in order to

overcome the highly heterozygous nature of most potato cultivars. A whole-

genome shotgun sequencing approach was applied using different NGS platforms,

primarily Illumina technology. A final assembly of 727 Mb was compiled from

96.6 Gb of raw sequences (Potato Genome Sequencing Consortium 2011).

Tomato and potato are estimated to have diverged ~7.3 Myr (Wu and Tanksley

2010). Sequence alignment of 71 Mb of euchromatic regions from the tomato

reference genome to their counterparts in potato revealed 8.7 % nucleotide diver-

gence with an average of one indel per 110 bp. The intergenic and repeat-rich

heterochromatic sequences generally showed nucleotide divergence of >30 %
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Fig. 1.1 Two triplication events in the Solanum genome. Reported polyploidization events in

monocotyledon and eudicotyledon genomes. A white triangle indicates occurrence of a triplication
event after divergence of dicotyledons from monocotyledons and before divergence of rosid and

asterid (pan-eudicot triplication). The triplication event identified in the Solanum lineage (tomato

and potato) is shown with a black triangle. Black circles indicate genome duplication reported in

previous publications
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between the two species, consistent with the high-sequence diversity in these

regions among different potato genotypes (Potato Genome Sequencing Consortium

2011). The chromosome pseudomolecules of the potato genome were updated by

anchoring the scaffolds on the integrated genetic and physical reference map

comprising nearly 2500 markers (Sharma et al. 2013). The dot plot alignments

between the updated pseudomolecules of the potato genome and those of the tomato

genome revealed 19 paracentric inversions including eight large inversions that

were previously known from cytological studies.

In order to carry out a precise comparison between protein-coding genes of

tomato and potato, the potato genome was re-annotated using the same pipeline as

that used for tomato annotation. The annotation predicted 35,004 genes for potato,

which is comparable to the number of genes (34,727) predicted for the tomato

genome. By comparing the predicted genes in the tomato and potato genomes,

18,320 clearly orthologous tomato-potato gene pairs were identified (The Tomato

Genome Consortium 2012). A total of 138 (0.75 %) gene pairs had significantly

higher than average non-synonymous (Ka) vs. synonymous (Ks) nucleotide substi-

tution rate ratios (ω), indicating diversifying selection, and many high ω-group
genes were found to encode proteins that regulate biological processes, such as

transcription factors. Conversely, 147 gene pairs (0.80 %) had significantly lower

than average ω, indicating purifying selection, and most low-ω genes were found to

be structural genes such as histone superfamily proteins and ribosomal proteins.

Comparison of the predicted genes also revealed genes conserved only in tomato

or potato. Cytochrome P450 provides an example; several cytochrome P450 sub-

families show complete loss in tomato with respect to potato. Some of these losses,

such as CYP80N1 and CYP82E4, may be ecologically significant. Their absence

may limit the biosynthesis of toxic glycoalkaloid and thus promote the development

of a nutritionally attractive fruit that, in turn, enhances seed dispersal by animals

(Cipollini and Levey 1997; Chakrabarti et al. 2007).

1.4.2 Comparative Genome Analysis of Tomato and Wild
Relatives

The reference tomato genome sequence was obtained from ‘Heinz 1706’, a culti-

vated variety. To explore variation between cultivated tomato and the nearest wild

tomato species, the tomato genome-sequencing consortium sequenced the

S. pimpinellifolium genome (accession LA1589) using a whole-genome shotgun

approach with Illumina technology (The Tomato Genome Consortium 2012). A

final assembly of 739 Mb was generated from 39.3 Gb quality-trimmed sequences

(43.7-fold coverage). Mapping the S. pimpinellifolium reads to the S. lycopersicum
pseudomolecules revealed a nucleotide divergence of only 0.6 % (5.4 million

SNPs), indicating a remarkably high level of genomic similarity between the two

species. Correspondingly, no large structural variation was detected in gene-rich
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euchromatic regions; however, a k-mer-based mapping strategy revealed that sev-

eral pericentromeric regions containing coding sequences are absent in

S. pimpinellifolium. The chromosome 1 indel contains a putative self-

incompatibility locus, while the indel on chromosome 10 is segregated in the

broader S. pimpinellifolium germplasm, suggesting the existence of an even greater

reservoir of genetic variation among other isolates.

More than 90 % (32,955) of the predicted genes in the S. lycopersicum genome

are present in the genome of S. pimpinellifolium. As expected from the pedigree of

‘Heinz 1706’, which has S. pimpinellifolium as one of its ancestors, putative

S. pimpinellifolium introgressions were detected. Examination of the variation

between the two species for 32,955 (92 %) of the iTAG annotated genes revealed

6659 identical genes and 3730 genes with only synonymous changes. Despite this

high genic similarity, 68,683 SNPs from 22,888 genes are potentially disruptive to

gene function, including non-synonymous changes, gain or loss of stop codons or

essential splice sites, and indels causing frameshifts. In addition, 1550 genes either

gained or lost a stop codon in S. pimpinellifolium. Since the identified SNPs can be

used as markers for the whole S. pimpinellifolium genome, it will be possible to

explore the biological relevance of this variation and its relationship to domestica-

tion and crop improvement. Within cultivated germplasms, particularly among the

small-fruited cherry tomatoes, several chromosomal segments are more closely

related to S. pimpinellifolium than to ‘Heinz 1706’, supporting previous observa-

tions on the recent admixture of these gene pools as a consequence of breeding

(Ranc et al. 2008). ‘Heinz 1706’ itself has been reported to carry introgressions

from S. pimpinellifolium (Ozminkowski 2004). Genomic regions with low diver-

gence between S. pimpinellifolium and ‘Heinz 1706’ but with high divergence

among domesticated cultivars were regarded as S. pimpinellifolium introgressions.

Large introgressions were detected on both chromosomes 9 and 11, and both

chromosomes have been implicated in the breeding of disease-resistance loci into

‘Heinz 1706’ using S. pimpinellifolium germplasm (Ozminkowski 2004).

1.5 Continuing Sequencing Efforts and Future

Perspectives

NGS allowed the tomato genome-sequencing project, which began by using clone-

by-clone Sanger technology of selected regions, to progress to the sequencing and

assembly of the whole genome. The comprehensive datasets, which include large

amounts of NGS data and BAC/cosmid end Sanger reads, alongside scrupulous

attention-to-error correction, produced one of the highest-quality genome

sequences to date (Assembly SL2.40). Nevertheless, the Tomato Genome Sequence

Consortium is pursuing efforts to further improve the genome and reach “gold

standard.” These endeavors are currently focused upon gap closure and scaffold

validation. A large number (~2000) of additional BAC clones have been sequenced
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using NGS platforms with the aim of closing gaps within and between scaffolds.

For smaller gaps of up to 1000 bp, an additional high-throughput method was

developed using 454 technology and applied to gap closure. Scaffold validation was

enhanced by adding >600 BAC clones to the tomato FISH map (SOL Newsletter

April 2013, Issue 35: http://solgenomics.net/). The locations of the BAC clones

were used both for estimating gap size between scaffolds and for validation and

adjustment of the order and orientation of the scaffolds. Many of the localized BAC

clones were selected from chr0 scaffolds (unanchored scaffolds), and the obtained

FISH map data allowed these scaffolds to be mapped to pseudomolecules. The

accumulated new data will be incorporated and the updated reference tomato

genome information will be released as SL2.50 (Lucas Mueller, personal

communication).

Extensive molecular marker analysis revealed that, as a result of domestication,

genetic diversity in the cultivated tomato is much lower than in its wild relatives.

The availability of a high-quality genome from the domesticated cultivar ‘Heinz
1706’ is facilitating the sequencing of additional cultivated and wild tomato

ecotypes, with the aim of analyzing genetic variations and improving the data

available for marker-associated breeding. One large-scale example of these ongo-

ing projects is the “150 tomato genomes project” (http://www.tomatogenome.net).

In this project, 84 ecotypes including 10 old varieties, 43 cultivated lines, and

30 wild accessions have been selected for sequencing. Moreover, some 60 F8

individuals of S. pimpinellifolium recombinant inbred lines (RILs) will also be

sequenced with the aim of identifying recombination breakpoints at the sequence

level. Popular cultivars in tomato experimental studies such as ‘Ailsa Craig’,
‘Rutgers’, ‘M82’, and ‘Micro-Tom’ will also be sequenced (Aoki et al. 2013;

http://solgenomics.net/organism/1/view). Although most of these datasets are not

currently publicly available, they will serve as excellent information resources for

developing SNP markers and intraspecific maps.

In addition to cultivated and wild tomato ecotypes, hundreds of Solanaceae

species will be sequenced using NGS technologies to create a common

Solanaceae-based genomic framework that includes sequences and phenotypes of

100 genomes encompassing the phylogenetic diversity of Solanaceae group. This

clade-oriented project, called “SOL-100,” involves sequencing 100 different

Solanaceae genomes and linking these sequences to the reference tomato sequence.

The ultimate aim of this project is to explore key issues of plant biodiversity,

genome conservation, and phenotypic diversification, and more information is

available at the SOL Genomics Network (SGN) site (http://solgenomics.net/organ

ism/sol100/view). At the time of writing (August 2013), genome-sequencing pro-

jects involving 25 Solanaceae species are ongoing (Table 1.2; http://solgenomics.

net/organism/1/view), and the obtained results are beginning to emerge (Bombarely

et al. 2012; Sierro et al. 2013).

The highly accurate ‘Heinz 1706’ reference genome sequence will, alongside

genome sequences of S. pimpinellifolium and potato, pave the way for comparative

and functional studies and for genomics-assisted breeding in Solanaceae. Addi-

tional sequencing and bioinformatics resources are currently being devoted to

10 S. Sato and S. Tabata

http://solgenomics.net/
http://www.tomatogenome.net/
http://solgenomics.net/organism/1/view
http://solgenomics.net/organism/sol100/view
http://solgenomics.net/organism/sol100/view
http://solgenomics.net/organism/1/view
http://solgenomics.net/organism/1/view


expand the Heinz 1706 sequence into a “gold standard.” Extensive sequencing

efforts on cultivated and wild tomato accessions will provide marker and gene pools

of sufficient depth for crop improvement. Moreover, the SOL community aims to

sequence and analyze 100 additional Solanaceae genomes (SOL100) and develop

the needed translational tools. Along with the systematic development of material

and information resources, genomic studies of cross-Solanaceae species analyses

will bear considerable fruit in coming years.
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Chapter 2

Melon Genome Sequence

Jordi Garcia-Mas and Pere Puigdomènech

2.1 Introduction

Since the publication of the sequence of the genome of the model plant Arabidopsis
thaliana in 2000 (The Arabidopsis Genome Initiative 2000), several international

initiatives followed that completed the genome sequence of other plant species such

as rice (The International Rice Genome Sequencing Project 2005), poplar (Tuskan

et al. 2006), grapevine (The French-Italian Public Consortium for Grapevine

Genome Characterization 2007) and papaya (Ming et al. 2008). The sequencing

of all these genomes was performed using the Sanger technology. High sequencing

costs for such genome initiatives hampered the start of new initiatives to sequence

other genomes with potential scientific and economic interest. It was only after the

implementation of next-generation sequencing (NGS) technologies (Shendure and

Ji 2008) that an outburst of plant genome sequences was made available to the

scientific community. In fact, the first draft plant genome sequence that was

obtained using NGS technologies was a cucurbit, cucumber (Cucumis sativus L.)
(Huang et al. 2009). Since 2009, the draft genome of many economically important

plants is already available, including species with large genome size such as maize

(Schnable et al. 2009). Draft sequences have also been obtained from some of the

largest plant genomes such as barley (The International Barley Genome Sequencing

Consortium 2012) with a 5.1 gigabase genome and Norway spruce (Nystedt

et al. 2013) that has a 20 gigabase genome.

Melon (Cucumis melo L.) is a diploid (2n¼ 2�¼ 24) species that belongs to the

cucurbit family, which contains other important species such as cucumber,
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watermelon (Citrullus lanatus) and squash (Cucurbita spp.). Recent studies have

discussed a possible origin of melon in Asia, as its close relative cucumber

(Sebastian et al. 2010), or in Africa, based on chloroplast genome sequencing of

distant varieties (Tanaka et al. 2013). Melon is a morphologically highly diverse

species that has been divided into several botanical varieties included in two

proposed subspecies, melo and agrestis (Pitrat 2008). The melon genome size is

small and was estimated in 454 Mb after nuclear DNA content studies

(Arumuganathan and Earle 1991). Melon has been proposed as a suitable model

species for studying important biological processes such as sex determination

(Boualem et al. 2008), phloem physiology (Zhang et al. 2010) and fruit ripening

(Pech et al. 2008). Much effort has been done in the past years to obtain a set of

genetic and genomic tools to assist breeding in melon, as mapping populations,

genetic maps constructed with different types of molecular markers (Diaz

et al. 2011), transcriptomes (Clepet et al. 2011) and mutant collections (Dahmani-

Mardas et al. 2010). In the era of high-throughput sequencing of plant genomes, it

was also important to provide the cucurbit scientific community with the genomes

of melon (Garcia-Mas et al. 2012) and other related species as cucumber (Huang

et al. 2009) and watermelon (Guo et al. 2012). The availability of the genome

sequences of these three cucurbit species is expected to boost the improvement of

breeding material in the following years.

2.2 Sequencing the Melon Genome: A Historical

Perspective

Despite the worldwide economic importance of melon, the number of genetic and

genomic tools available in the past years had been scarce. In 2005, the International

Cucurbit Genomics Initiative (ICuGI) was established by several international

research teams, with the main goal of obtaining different melon genomic tools and

storing the information in a single location. As a result, the ICuGI webpage was

constructed (http://www.icugi.org), which originally contained centralized informa-

tion from melon genetic maps and expressed sequence tags (ESTs). New data have

been added to ICuGI in the last years, including cucumber, watermelon and squash

genomic data and the cucumber and watermelon draft genomes (http://www.icugi.

org). Some of these melon genetic and genomic tools are briefly described here.

2.2.1 Genetic Maps

Many genetic maps obtained in different genetic backgrounds and using different

types of molecular markers have been reported in melon. As a result of the ICuGI

initiative, a saturated consensus genetic map that integrated eight independent

previously published genetic maps was built, containing 1592 markers and
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370 QTLs that controlled 62 traits (Diaz et al. 2011). Some QTLs for the same trait

obtained in different experiments were shown to map in similar genomic locations.

This genetic map is now considered the initial reference map for melon. More

recently, a new genetic map was built using a double haploid line (DHL) mapping

population derived from PI 161375 (Songhwan charmi, ssp. agrestis) (SC) and the

Piel de Sapo line T111 (ssp. melo) (PS), which contains 602 SNP markers (Esteras

et al. 2013; Garcia-Mas et al. 2012). This genetic map has been used to anchor the

melon genome sequence to chromosomes (see below).

2.2.2 ESTs and RNA-Seq

The ICuGI initiative also aimed at increasing the number of ESTs from different

plant tissues and genetic backgrounds. A melon transcriptome containing all

published melon ESTs obtained with Sanger sequencing and representing 24,444

unigenes is available at http://www.icugi.org (Clepet et al. 2011), which includes

1382 full-length transcripts. An oligo-based microarray containing 17,510 of the

above-mentioned unigenes was developed (Mascarell-Creus et al. 2009), which

was used to perform transcriptome analysis in melons infected with watermelon
mosaic virus (Gonzalez-Ibeas et al. 2012) and Monosporascus cannonballus (Roig
et al. 2012). More recently, RNA-seq data have been generated from different

melon genotypes and tissues, using 454 pyrosequencing (Blanca et al. 2011b;

Corbacho et al. 2013; Portnoy et al. 2011) or SOLiD sequencing (Blanca

et al. 2012). In some of these works, SSR and SNP markers have been mined

from the sequences, representing a valuable source of genetic markers that can be

applied to melon breeding programmes.

2.2.3 Mutant Collections

Induced mutations in genes of agronomic interest from mutant populations can be

efficiently screened using Targeting Induced Local Lesion in Genomes (TILLING)

(Till et al. 2003). Several mutant populations have been developed in different

genetic backgrounds representing the cantalupensis and the inodorus melon types

(Dahmani-Mardas et al. 2010; Gonzalez et al. 2011; Tadmor et al. 2007), which

have been used to identify mutations in target genes as the sex determination genes

a (andromonoecious) and g (gynoecious), among others (Boualem et al. 2008;

Dahmani-Mardas et al. 2010; Martin et al. 2009).
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2.2.4 BAC Libraries

At least five different BAC libraries have been reported in melon, which have been

used for positional cloning of agronomically important genes (e.g. the sex deter-

mination genes a and g and the resistance genes Fom-2 and nsv) and for improving

the genome assembly (Boualem et al. 2008; Garcia-Mas et al. 2012; Gonzalez

et al. 2010b; Luo et al. 2001; Martin et al. 2009; van Leeuwen et al. 2003). Previous

to the sequencing of the melon genome, a pool of 57 BAC clones from two of these

BAC libraries, which represented 1.5 % of the genome, was sequenced with

454 pyrosequencing, allowing obtaining a preliminary view of the genome struc-

ture (Gonzalez et al. 2010a). Also, the availability of BAC-end sequences from two

of these BAC libraries (Gonzalez et al. 2010b) has proven to be extremely useful for

the efficient assembly of the melon genome (Garcia-Mas et al. 2012).

2.3 MELONOMICS: Sequencing the Melon Genome

In 2009, the MELONOMICS project started, a Spanish public–private initiative

that aimed at obtaining a draft of the melon genome using NGS technologies with a

whole-genome shotgun strategy. The sequenced DNA material was obtained from

the doubled haploid line DHL92, which was derived from a hybrid between PI

161375 (SC) and the Piel de Sapo line T111 (PS) (Garcia-Mas et al. 2012) (http://

melonomics.net).

2.3.1 Genome Assembly

The chosen technology for genome sequencing was 454 pyrosequencing (Roche).

14.8 million shotgun and 7.7 million paired-end reads from 3-kb, 8-kb and 20-kb

paired-end libraries were produced, respectively. Additionally, 53,203 BAC-end

sequences from two BAC libraries obtained from DHL92 were also used in the

assembly of the genome (Gonzalez et al. 2010b). Melon chloroplast and mitochon-

drial genomes were assembled and filtered before genome assembly (Rodriguez-

Moreno et al. 2011). Strikingly, melon mitochondria contains one of the largest

(2.74 Mb) genomes reported in plants. The melon genome assembly v3.5 spans

375 Mb, which represents 83 % of the 454 Mb estimated melon genome size. The

unassembled genome fraction most probably contains repetitive DNA sequences.

The melon genome assembly v3.5 contains 1594 scaffolds and 29,865 contigs,

90 % of the assembly is contained in 78 scaffolds and the N50 is 4.68 Mb. A

comparison of these data with other NGS-sequenced plant genomes confirmed the

good quality of the melon genome assembly, probably attributable to the use of the

454 Titanium technology, which yields longer reads than those produced using
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Illumina sequencing, combined with the efficient scaffolding obtained with the

Sanger BAC-end sequences. Nowadays, the most efficient way of sequencing a

medium-size plant genome is probably the one based in the use of a combination of

NGS technologies (454 pyrosequencing, Illumina-Solexa, SOLiD) and Sanger

sequencing. The melon genome assembly v3.5 was corrected with low-coverage

Illumina reads from DHL92, as 454 pyrosequencing frequently introduces sequenc-

ing errors in homopolymer regions.

2.3.2 Genome Anchoring

The anchoring of the genome assembly to chromosomes was performed using the

SC� PS DHL genetic map, which contains 602 SNPs. It allowed placing 316 Mb of

the genome assembly (87 scaffolds, 84 % of the assembly) to the 12 melon linkage

groups. Of these, 71 scaffolds (292 Mb, 78 % of the assembly) were correctly

oriented (http://melonomics.net). Mapped SNPs between SC and PS were previ-

ously identified from a melon 454 transcriptome (Blanca et al. 2011b) and

genotyped using the Illumina GoldenGate genotyping method (Esteras

et al. 2013). Genetic markers from two additional genetic maps in the SC� PS

(Gonzalo et al. 2005) and the PI 414723�Dulce (Oliver unpublished) genetic

backgrounds were also used to resolve the order and orientation of some scaffolds.

During the genome anchoring, 5 chimerical scaffolds were detected and manually

corrected, yielding a final version of the assembly containing 1599 scaffolds and

29,865 contigs.

An improved version of the melon genome anchoring has been recently

obtained, where approximately 95 % of the genome assembly has been positioned

in the 12 melon linkage groups. Briefly, after selecting the 150 largest genome

scaffolds, which represent 95 % of the assembly, SNPs were mined from scaffolds

that were not anchored in the first published version. The resequenced genomes of

SC and PS (see below) were used for SNP mining. An F2 mapping population of

150 individuals in the same genetic background (SC� PS) was used for the genetic

map construction with higher mapping resolution (Argyris et al. 2015).

2.3.3 Transposon Content in the Melon Genome

For an efficient annotation of the gene content in a plant genome, it is necessary to

previously identify and mask the fraction of transposable elements (TEs) included

in the genome assembly. A total of 73,787 copies of the two major types of TEs

(retrotransposons and DNA transposons) were annotated using ab initio and

homology-based methods, which accounted for 19.7 % of the genome assembly.

LTR retrotransposons of the copia and gypsy superfamilies were the most abundant

retrotransposon classes, accounting for 5.5 and 7.2 % of the genome assembly,
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