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Determination of the melon chloroplast and
mitochondrial genome sequences reveals that
the largest reported mitochondrial genome in
plants contains a significant amount of DNA
having a nuclear origin
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Abstract

Background: The melon belongs to the Cucurbitaceae family, whose economic importance among vegetable
crops is second only to Solanaceae. The melon has a small genome size (454 Mb), which makes it suitable for
molecular and genetic studies. Despite similar nuclear and chloroplast genome sizes, cucurbits show great variation
when their mitochondrial genomes are compared. The melon possesses the largest plant mitochondrial genome,
as much as eight times larger than that of other cucurbits.

Results: The nucleotide sequences of the melon chloroplast and mitochondrial genomes were determined. The
chloroplast genome (156,017 bp) included 132 genes, with 98 single-copy genes dispersed between the small
(SSC) and large (LSC) single-copy regions and 17 duplicated genes in the inverted repeat regions (IRa and IRb). A
comparison of the cucumber and melon chloroplast genomes showed differences in only approximately 5% of
nucleotides, mainly due to short indels and SNPs. Additionally, 2.74 Mb of mitochondrial sequence, accounting for
95% of the estimated mitochondrial genome size, were assembled into five scaffolds and four additional
unscaffolded contigs. An 84% of the mitochondrial genome is contained in a single scaffold. The gene-coding
region accounted for 1.7% (45,926 bp) of the total sequence, including 51 protein-coding genes, 4 conserved ORFs,
3 rRNA genes and 24 tRNA genes. Despite the differences observed in the mitochondrial genome sizes of cucurbit
species, Citrullus lanatus (379 kb), Cucurbita pepo (983 kb) and Cucumis melo (2,740 kb) share 120 kb of sequence,
including the predicted protein-coding regions. Nevertheless, melon contained a high number of repetitive
sequences and a high content of DNA of nuclear origin, which represented 42% and 47% of the total sequence,
respectively.

Conclusions: Whereas the size and gene organisation of chloroplast genomes are similar among the cucurbit
species, mitochondrial genomes show a wide variety of sizes, with a non-conserved structure both in gene
number and organisation, as well as in the features of the noncoding DNA. The transfer of nuclear DNA to the
melon mitochondrial genome and the high proportion of repetitive DNA appear to explain the size of the largest
mitochondrial genome reported so far.
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Background
The melon (Cucumis melo L.) is an important vegetable
crop grown in temperate, subtropical and tropical
regions worldwide. The melon belongs to the Cucurbi-
taceae family, which also comprises other vegetable
crops such as cucumber, watermelon, pumpkin and
squash, and whose economic importance among vegeta-
ble crops is second only to Solanaceae. C. melo is a
diploid species (2x = 2n = 24) with an estimated haploid
genome size of 454 Mb [1]. In recent years, extensive
research has been performed in melon to elucidate fruit
ripening processes, carotene accumulation and aroma
production [2]. In addition, genomic approaches to
melon breeding have been successfully applied to the
molecular characterisation of important agronomic
traits, such as pathogen resistance [3,4] and sex determi-
nation [5,6]. Recent research has increased the availabil-
ity of genetic and genomic resources for melon [7], such
as the sequencing of ESTs [8,9], the development of an
oligonucleotide-based microarray [10], the construction
of BAC libraries [11-13], the production of mutant col-
lections for TILLING analyses [14-16], the development
of a collection of near-isogenic lines (NILs) [17], the
construction of several genetic maps [9,18-22] and the
development of a genetically anchored BAC-based phy-
sical map [23].
The MELONOMICS project, aimed at sequencing the

complete melon genome using a whole-genome shotgun
strategy, was recently initiated by a Spanish consortium
[24]. Determination of the complete melon genome also
includes sequencing of the chloroplast (cpDNA) and
mitochondrial (mtDNA) genomes. As of 6 June 2011,
the NCBI databases contain 220 eukaryota plastid gen-
ome records [25]. Comparative studies have indicated
that the chloroplast genomes of land plants are highly
conserved in both gene order and gene content and are
moderately sized, between 130 and 150 kb [26]. In con-
trast, plant mitochondrial genomes range from 200 to
2,400 kb in size, which is at least 10 to 100 times the
size of typical animal mitochondrial genomes [27,28].
Cucurbitaceae possess the largest known plant mito-
chondrial genomes; however, species that belong to the
same genera within Cucurbitaceae and have similar
nuclear genome sizes show great size differences in their
mitochondrial genomes [27]. Experimental procedures
based on kinetic reassociation rate measurements have
predicted a melon mitochondrial genome of 2,400 kb,
the largest one among plants and animals and compar-
able in size to the genomes of many free-living bacteria
[27,29]. Recently, the mitochondrial genomes of Citrul-
lus lanatus (watermelon) (379 kb) and Cucurbita pepo
(squash) (983 kb) have been determined [30]. Sequence
analysis of these mitochondrial DNAs has suggested

that the increased genome size in this family reflects an
accumulation of chloroplast-derived and short repeated
sequences, whereas protein-coding regions are con-
served across these species, with minor exceptions
[30,31]. In general terms, DNA transfer from organellar
genomes to nuclear DNA, and vice versa, appears to be
a common phenomenon associated with the redistribu-
tion of genetic material between nuclear and organellar
genomes [32-35]. Furthermore, a reduction in organelle
DNA content is linked to a gradual loss of the genetic
autonomy of organelles [34,36,37].
Next-generation sequencing platforms are rapidly

changing the field of genomics, allowing both re-sequen-
cing and de novo sequencing of whole genomes with a
significant reduction in cost and time relative to conven-
tional approaches. Nevertheless, only a few examples of
plastid genome next-generation sequencing have been
published so far and no plant mitochondrial genome
has been sequenced that way [38-44]. In this article, we
report the complete sequence of the melon chloroplast
genome obtained from BAC end sequences (BES), and
we report an estimated 95% of the melon mitochondrial
genome determined using Roche-454 sequencing tech-
nology. With a size over 2.7 Mb, the mitochondrial gen-
ome of melon represents the largest mitochondrial
genome sequenced so far. Data on the structure and
content of both organellar genomes and a comparison
to published cucumber chloroplast and watermelon and
squash mitochondrial genomes are presented.

Results and discussion
Organisation of the Cucumis melo chloroplast genome
The complete nucleotide sequence of the chloroplast
genome of melon (C. melo subsp. melo, PIT92) was
determined (GenBank Acc. No. JF412791). The genome
was 156,017 bp long and included a pair of inverted
repeats (IRa and IRb) of 25,797 bp separated by small
(SSC) and large (LSC) single-copy regions of 18,090 and
86,334 bp, respectively (Figure 1, Table 1). The GC con-
tent was found to be 36.9%, which is identical to that of
cucumber, the only other reported cucurbit chloroplast
genome [45-47], and to other sequenced plant chloro-
plast genomes.
The melon chloroplast genome contains 132 genes,

including 98 single-copy genes and 17 duplicated in IR
regions (Figure 1 and Table 2). The gene-coding regions
accounted for 59.7% of the genome and included 75
protein-coding genes and 6 conserved ORFs, 4 rRNA
genes and 30 tRNA genes, which represented 51.6%,
2.9% and 5.2% of the total sequence, respectively; cis-
spliced introns accounted for 12.1% of the genome. The
genes clpP, rps12 and ycf3 contained two introns, while
15 additional genes contained one intron each. The
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rps12 gene was found to undergo trans-splicing, with
the 5’ exon located in the LSC region and the other two
exons located in both IR regions.
The border sequences between the IR, LSC and SSC

regions vary among different species. The pattern in
melon is similar to that in cucumber, as described in

[45]. In particular, IRa extended 1,199 bp into the ycf1
gene, and the IRb/SSC border was within the coding
regions of the ycf1-like and ndhF genes, which overlap
by 32 bp. The IRa/LSC border was located downstream
of the trnH-GUG gene, whereas the ψrps19 gene, pre-
sent in that region in other species such as Arabidopsis
thaliana, was absent in both melon and cucumber.
Finally, the IRb/SSC border extended 2 bp into the 5’
coding region of the rps19 gene, as in cucumber.
The melon chloroplast genome was screened for simple

sequence repeats (SSRs), which resulted in the identifica-
tion of 69 microsatellites that were at least 10 nt in length
(1 to 2 nt repeats) or contained at least four tandem repeat
units (3 to 6 nt repeats). All the microsatellites found were
shorter than 18 bp. SSRs accounted for 796 bp (0.5%) of
the total sequence, which was similar to the SSR content
estimated for the melon nuclear genome [48]. The poly
(A)/poly(T) microsatellite was the only mononucleotide
repeat found and represented 79.7% of all SSRs found.

Comparison of the cucumber and melon chloroplast
genomes
As of today, the chloroplast genome of only one cucur-
bit species, Cucumis sativus (cucumber), has been pub-
lished [45-47]. Previous studies have suggested that
sequence analysis of chloroplast genes can be a valuable

Figure 1 Gene map of the Cucumis melo chloroplast genome. The nucleotide positions are numbered starting at the IRa/LSC junction and
extending clockwise. A pair of inverted repeats, IRb and IRa, located at coordinates 86,335 to 112,131 and 130,221 to 156,017, respectively,
separates the large single-copy region (LSC) from the small single-copy region (SSC).

Table 1 C. melo chloroplast genome characteristics

Total size [nt] 156,017

GC content 36.9%

Gene number 132a

Protein genes 87 (81)b

rRNA genes 8 (4)b

tRNA genes 37 (30)b

Single-copy genes 98

Duplicated genes 17

Gene with introns 18

Trans-spliced genes 1

Coding sequences [nt] 93,209 (59.7%)

Protein coding [nt] 80,580 (51.6%)

tRNAs and rRNAs [nt] 12,629 (8.1%)

Non-coding sequences [nt] 62,809 (40.3%)

cis-spliced introns [nt] 18,822 (12.1%)

Intergenic sequences [nt] 43,987 (28.2%)
aDuplicated genes counted as two
bIn parentheses, duplicated genes counted as one
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tool for phylogenetic studies among closely related spe-
cies [49,50]. Accordingly, and due to the highly poly-
morphic nature of the Cucurbitaceae family, a
comparison of the melon and cucumber chloroplast
genomes can provide useful information about the evo-
lutionary relationships among cucurbit species.
The chloroplast genome sequence of the C. sativus

’Chipper’ line (GenBank Acc. No. DQ865976.1) was
compared to the melon genomic sequence reported

here. The cucumber genome was 494 bp shorter than
the melon genome, but overall only approximately 5%
of the nucleotide sequences were different, mainly due
to indels and SNPs (Table 3). Deletions in the melon
sequence, compared to cucumber, were found at 237
loci and represented 2,742 bp, or 1.76% of the cucumber
genome. Eighty-five percent of the deletions involved
the loss of less than 10 bp, while five deletions repre-
sented the loss of 125 to 379 bp. Insertions in the

Table 2 List of genes found in the Cucumis melo chloroplast genome

RNA genes

tRNAs trnA-UGCa, b trnC-GCA trnD-GUC trnE-UUC trnF-GAA

trnfM-CAU trnG-GCC trnG-UCCa trnH-GUG trnI-CAUb

trnI-GAUa, b trnK-UUUa trnL-CAAb trnL-UAAa trnL-UAG

trnM-CAU trnN-GUUb trnP-UGG trnQ-UUG trnR-ACGb

trnR-UCU trnS-GCU trnS-GGA trnS-UGA trnT-GGU

trnT-UGU trnV-GACb trnV-UACa trnW-CCA trnY-GUA

rRNAs rrn16b rrn23b rrn4.5b rrn5b

Photosynthesis genes

Acetyl-coa carboxylase accD

ATP-dependent protease clpPc

ATP synthase atpA atpB atpE atpFa atpH

atpI

Cytochrome b/f petA petBa petDa petG petL

petN

Cytochrome c biogenesis ccsA

NADH dehydrogenase ndhAa ndhBa, b ndhC ndhD ndhE

ndhF ndhG ndhH ndhI ndhJ

ndhK

Photosystem I psaA psaB psaC psaI psaJ

Photosystem II psbA psbB psbC psbD psbE

psbF psbH psbI psbJ psbK

psbL psbM psbN psbT psbZ

Rubisco rbcL

Other genes

Conserved ORFs ycf1 ycf1-liked ycf2b ycf3c ycf4

ORF70b, e

Transl. initiation factor infA

Intron maturase matK

Membrane protein cemA

Ribosomal proteins rpl14 rpl16a rpl2a, b rpl20 rpl22

rpl23b rpl32 rpl33 rpl36 rps2

rps3 rps4 rps7b rps8 rps11

rps12b, c, f rps14 rps15 rps16a rps18

rps19

RNA polymerase rpoA rpoB rpoC1a rpoC2
aGene that contains one intron
bTwo gene copies due to IR
cGene that contains two introns
dycf1 spans an inverted repeat region (IRa) and the adjacent small single-copy region (SSC). ycf1-like is a truncated form of ycf1 that occurs in the inverted repeat
region IRb.
eEncodes a putative protein similar to ycf15 from Lactuca sativa (ABD47292.1) and Helianthus annuus (ABD47205.1)
fGene that undergoes trans-splicing
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melon sequence as compared to cucumber were found
at 188 loci representing 3,210 bp. Seventy-one percent
of these insertions involved the gain of less than 10 bp;
six insertions of 126 to 714 bp were also found. Addi-
tionally, we identified 2,250 SNPs, which represented
1.44% of the melon sequence.

Recombination mechanisms between direct repeat
sequences on the SSC/IR border regions have been
found to be responsible for the expansion/contraction of
the IR sequences, which can create large sequence varia-
tions in chloroplast genomes [45,51]. Significantly, the
area of highest diversity between the compared genomes

Table 3 Differences between the C. melo and C. sativus chloroplast genome sequencesa

Deletions1

length (bp) number

1 88

2 21

3-4 26

5-6 54

7-9 14

10-19 14

22-84 11

125-270 2

353-379 3

Total: 2742 (1.76%2) 237

Insertions3

length (bp) number

1 76

2-3 17

4-5 18

7-8 11

9 11

10-17 8

18 6

19-87 12

126 2

147 2

714 2

Total: 3210 (2.06%4) 188

SNPs5

C®A
G®T

} 507 C®T
G®A

} 437 A®G
T®C

} 420

A®C
T®G

} 392 C®G
G®C

} 254 A®T
T®A

} 240

Total: 2250 (1.44%)

Other polymorphisms5

number length

GA®TT
GTGG®AATC
CCAT®TTTA
TTAT®AATC

1
1
1
1

Highly polymorphic regions6 8 709 bp
aThe chloroplast genome sequence of Cucumis sativus ’Chipper’ line (GenBank Acc. No. DQ865976.1) was used for the comparison
1Positions where the C. melo sequence has a gap in comparison to cucumber
2Relative to the cucumber genome length
3Positions where the C. sativus sequence has a gap in comparison to melon
4Relative to the melon genome length
5Cucumber ® melon
6Highly divergent regions found between the melons at coordinates 126,000 and 130,000
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was found in the region located between the melon
sequence coordinates 126,000 and 130,000, close to the
SSC/IRa border. In particular, eight highly polymorphic
regions with a total length of 709 bp were found in this
region (Table 3).
An additional comparison between the amino acid

sequences of the melon and the cucumber chloroplast-
encoded proteins was performed, and the results are
shown in Additional file 1 Table S1. Except for ORF70
and the ycf1-like gene the annotation of both species
contained the same set of ORFs. Nevertheless, the pub-
lished cucumber sequence contains ORFs homologous
to those of melon ORF70 and ycf1.
When the predicted protein sequences were BLASTed

against the non-redundant GenBank database, cucumber
was identified as the highest-scoring plant species for 72
of the 81 predicted coding genes (duplicated genes were
counted as one gene). With the exception of the rpl22
and accD genes, which had identity values of 91% and
82%, respectively, the rest of the 72 genes showed iden-
tity values higher than 95% when compared to their
cucumber homologues.
Five out of nine genes whose highest-scoring match

was not cucumber showed protein identities higher than
96%, although the identity values, when compared to
their cucumber homologues, were also high (Additional
file 1 Table S1). Finally, the predicted proteins with
lower identity to other plant chloroplast proteins were
those encoded by the clpP, ycf2 and, particularly, both
the ycf1 and ycf1-like genes.

Organisation of the Cucumis melo mitochondrial genome
After the isolation of intact mitochondrial organelles
from young melon leaves, mtDNA was extracted and
sequenced using the Roche-454 technology, and the
104,462 resulting reads were assembled as described in
the Methods section. BES from two different BAC
libraries [13] and whole genome sequences derived from
454 sequencing of 3-kb, 8-kb and 20-kb paired-end (PE)
libraries (unpublished) were also used to improve the
genome assembly.
The resulting sequence amounts to 2.74 Mb distributed

in five scaffolds of lengths 2,428,112 bp, 147,837 bp,
107,070 bp, 47,488 bp and 6,086 bp and four additional
unscaffolded contigs that totalled 1,809 bp. (Table 4).
The overall sequence coverage is 18-fold. The size of the
melon mitochondrial genome has previously been esti-
mated to be approximately 2.4 to 2.9 Mb [27,30]. Based
on this estimate, we can assume that 95% of the mito-
chondrial genome has been assembled and that 84% of
the genome is contained in a single scaffold. Failure to
assemble all the reads in a single circular sequence can
be attributed to the high degree of repetitive sequences
found in this genome, as will be discussed later. However,

the existence of several subgenomic molecules that coex-
ist inside the mitochondria, as has been described in
other species [52-54], cannot be ruled out. The contig
and scaffold sequences have been deposited in GenBank
under Accession Numbers JF412792 to JF412800.
The GC content of the mitochondrial genome was

found to be 44.5%, which is higher than that of the
chloroplast and nuclear melon genomes and similar to
the estimated GC content of the watermelon and squash
mitochondrial genomes [27]. Annotation of the
sequence was performed, and 67 genes were detected
(Tables 4 and 5). Gene-coding regions accounted for
1.7% of the genome (45,926 bp) and included 36 pro-
tein-coding genes and 4 conserved ORFs, 3 rRNA genes
and 24 tRNA genes, which represented 1.3%, 0.1% and
0.3% of the total sequence, respectively; cis-spliced
introns accounted for 1.8% of the genome. The genes
nad2, cox1, ccmFc, rpl2, rps3 and rps10 contained one
intron, nad4 contained three introns, and nad1, nad5
and nad7 contained four introns each. The nad1, nad2
and nad5 genes were found to undergo trans-splicing.
As of 6 June 2011, the mitochondrial genome

sequences of 32 Streptophyta have been deposited in
GenBank [25], including two cucurbit species: C.

Table 4 C. melo mitochondrial genome characteristics

Total scaffold/contig size [nt] 2,738,402

GC content 44.5%

Gene numbera 78

Protein genesa 51

rRNA genesa 3

tRNA genesa 24

Genes with introns 10

Trans-spliced genes 3

Coding sequence 1.68%

Protein coding 1.37%

tRNAs and rRNAs 0.31%

Non-coding sequence 98.32%

cis-spliced introns 1.80%

Intergenic sequences 96.53%

Repetitive content

SSRs 0.15%

Transposable-related sequences 0.24%

Any perfect repeats 42.70%

Tandem repeats 1.51%

Inverted repeats 1.85%

Mitochondrial-likeb 4.4%

Chloroplast-likec 1.41%

Nuclear-liked 46.47%
aDuplicated and triplicated genes (see Table 5) were counted once
bHomologous regions between C. melo, C. lanatus and C. pepo mitochondrial
genomes
cHomologous regions between C. melo mitochondrial and chloroplast
genomes
dHomologous regions between C. melo nuclear and mitochondrial genomes
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lanatus (NC_014043) and C. pepo (NC_014050). Genes
homologous to all the predicted protein-coding genes
from the watermelon and squash mitochondrial gen-
omes have been found in the annotated melon
sequence, with the exception of the rps19 gene. How-
ever, it is already known that this gene has been lost
from the mitochondrial genome in diverse species due
to transfer to the nucleus; in particular, cucumber,
which is phylogenetically closer to melon than both
watermelon and squash, has apparently recently lost this
gene [55]. Apart from the loss of the rps19 gene, some
differences were found regarding the number of tRNA
genes in the three cucurbit genomes. For example, while

two trnQ genes, two trnC genes and one trnK gene
were found in watermelon, only one trnQ gene and no
trnC or trnK genes were present in melon. However, it
is well known that even phylogenetically related species
differ substantially in their tRNA complement set (for
example, see [30] for cucurbits).
When the predicted protein sequences were BLASTed

against the non-redundant GenBank database, cucurbits
were identified as the highest-scoring plant species in
only 16 of all 40 predicted coding genes (Additional file
2 Table S2). This is in sharp contrast to the chloroplast
sequences discussed above, in which the majority of
melon proteins displayed the highest identity values

Table 5 List of genes found in Cucumis melo mitochondrial genome

RNA genes

tRNAs trnD-GTCa trnE-TTCb trnF-GAA trnfM-CATb trnG-GCCb

trnH-GTGb trnH-GTG-cpc trnI-CATb, d trnL-CAAb trnM-CAT

trnM-CAT-cpc trnN-GTT trnN-GTT-cpc trnP-TGG trnQ-TTG

trnR-ACG trnR-ACG-cpc trnS-GCTb trnS-TGA trnS-TGA-cpc

trnW-CCAe trnY-GTA Ψtrnf ΨtrnC

rRNAs rrn26 rrn18 rrn5a

Complex I
(NADH dehydrogenase)

nad1g, h, i nad2i, j nad3 nad4k nad4Lg

nad5h, i nad6 nad7h nad9

Complex II
(succinate dehydrogenase)

sdh3 sdh4

Complex III
(ubiquinol cytochrome c reductase)

cob

Complex IV
(cytochrome c oxidase)

cox1j cox2 cox3

ATP synthase atp1 atp4 atp6 atp8 atp9

Other genes

Cytochrome C biogenesis ccmB ccmC ccmFcj ccmFn

Transport membrane mttB

Maturase matRl

Ribosomal proteins rpl2j rpl5 rpl16m rps1 rps3j

rps4 rps7 rps10g, j rps12 rps13

Conserved ORFs ORF1n ORF2o ORF3p ORF4q

Pseudogenes are symbolised by ψ
aThree gene copies
bTwo gene copies
cChloroplast origin
dC assumed to be post-transcriptionally modified to lysidine, which pairs with A, not G (see PubMed ID 1698276)
eSeven gene copies
fUndetermined anticodon
gRNA editing creates a codon
hGene contains five exons
iGene undergoes trans-splicing
jGene contains one intron
kGene contains four exons
lStart codon not determined
mAlternative start codon (see PubMed IDs 8193306 and 9327595)
nSimilar to chloroplast ycf2 gene
oSimilar to ORF150 in V. vinifera, ORF159b in Nicotiana, ORF168 in Marchantia and ORF187 in Physcomitrella
pSimilar to amino acid sequence GenBank ID CAA69750.1
qSimilar to 5’ fragment of photosystem I P700 apoprotein A1
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when compared to their cucumber homologues. The
identity values of the 16 proteins ranged from 78% (rps3
protein) to 99% (cob protein). However, RNA editing
events, which are known to frequently alter mitochon-
drial transcripts, have not been identified in melon
except for a limited number of cases. Therefore, the
actual identity values are expected to be somewhat
higher than our estimated values. Twenty out of 24
genes whose highest-scoring match was not a cucurbit
species showed protein identities higher than 90% for
the corresponding best hits. Finally, the predicted pro-
teins with lower identity to other plant mitochondrial
proteins are those encoded by sdh3, ccmFn, rps1, rps4
and, particularly, ORF2, ORF3 and rps3.
For gene distribution along the mitochondrial chro-

mosome, several small syntenic clusters are found when
the melon, watermelon and squash mitochondrial
sequences are compared (Additional file 3 Figure S1).
However, as has been described for watermelon and
squash, the distribution of these clusters reveals a high
level of genomic shuffling and rearrangement between
these three species [30].

Analysis of repetitive DNA, chloroplast and nuclear-
derived DNA
Although the gene content of melon is highly similar to
that of watermelon or squash, the melon mitochondrial
genome size is thrice that of squash and as much as
seven times that of watermelon. In fact, regions of DNA
as large as 600 kb could be found that contained no
protein-coding genes. Figure 2 shows a schematic repre-
sentation of the gene density of the largest scaffold (2.43
Mb).
To establish the fraction of this huge genome that is

shared with the other two cucurbit mitochondrial gen-
omes, all three sequences were cross-compared using
BLASTn. It has been previously reported that processes
such as nuclear or chloroplast DNA transfer to the
mitochondria and internal recombination of the mito-
chondrial genome lead to a high degree of sequence
rearrangement that can obscure any trace of homology
over time [30]. For this reason, a less conservative e-
value of 1E-3 was chosen for the comparative analysis.
As a result, 173 kb (46%) and 163 kb (16.6%) of the
watermelon and squash mitochondrial genomes, respec-
tively, were found to be homologous with the melon
sequence. In addition, 73% of these homologous regions
(119 kb from watermelon and 125 kb from squash)
were shared among all three species. Seventy-nine
regions longer than 500 bp accounted for 60% of the
total homologous sequence (1,000 homology regions
averaging 180 bp in length). These figures are in accor-
dance with the generally accepted theory of watermelon
being phylogenetically closer to melon than to squash.

The conserved mitochondrial-like sequence was found
to contain all the predicted ORFs except for ORF1 and
ORF4 (which are present in conserved regions in melon
and watermelon, but not squash), and so it can be con-
cluded that the approximately 120 kb of conserved
sequence (32%, 12% and 4.4% of the watermelon, squash
and melon mitochondrial genomes, respectively) repre-
sented a core cucurbit mitochondrial genome present in
all three sequenced genomes. Also, the finding that
approximately 27% of the conserved melon and water-
melon regions were not conserved in squash, and vice
versa, points to independent events that have directed
the evolution of these three genomes from a common
cucurbit ancestor. In any case, the previous data showed
that 95% of the melon mitochondrial genome had no
homology whatsoever with the mitochondrial sequences
of other cucurbits.
Previous reports have indicated that small, repetitive

DNAs contribute significantly to the expanded mito-
chondrial genome of cucumber, which is estimated to
be 1.8 Mb [31]. Therefore, the presence of SSRs, trans-
posable elements, inverted repeat regions and tandem
and direct repeats was analysed. The mitochondrial
sequence contains 357 SSRs (one SSR every 7.7 kb) that
amounts to 4,071 bp (0.1% of the total sequence). All
the microsatellites were shorter than 21 bp, except for a
(GACT)7. This value is ten times lower than the esti-
mated SSR content of the melon nuclear genome [48].
In comparison, the squash and watermelon mitochon-
drial genomes contain one SSR every 4.6 kb and 5.6 kb,
respectively (0.3% and 0.2% of the total sequence).
Therefore, microsatellites represent an insignificant por-
tion of the melon mitochondrial genome and cannot
explain its large size. The presence of transposon-related
sequences was also investigated, but only small frag-
ments that totalled 6,480 bp (0.23% of the total
sequence) were found to show homology to transposable
elements (mainly LTR retrotransposons). The search for
inverted repeat sequences (IRs) produced 427 pairs of
IRs, which amounted to 50,601 bp (1.8% of the available
mitochondrial sequence). Percent matches between IRs
were higher than 70%, with 137 pairs of IRs showing
values higher than 95%. The average repeat length was
82 bp; the longest IR found was 1,067 bp. In compari-
son, the IR contents of watermelon and squash were
also calculated, but only 14 IRs (1,497 bp) and 17 IRs
(2,096 bp) were found in those species, which is
between four and nine times lower than the melon IR
content. Therefore, the melon mitochondrial genome
was significantly enriched in sequences that can mediate
recombination events.
Regarding the tandem repeat content of the sequenced

genome, the analyzed sequence contained 449 tandem
repeats, which amounted to 41,212 bp or 1.5% of the
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available sequence. The average period size and period
copy number were 39 and 3, respectively. The most
abundant type of tandem repeats were those with period
sizes of 29, 35 and 70, which totalled 40% of all tandem
repeats found and 56% of the tandem distributed
sequence. As a comparison, the tandem repeat contents
of watermelon and squash were also calculated, and 10
repeats (1,036 bp or 0.3% of the genome) and 236
repeats (19,060 bp or 1.9% of the genome), respectively,
were found. Therefore, while the relative tandem repeat
contents of melon and squash were similar, watermelon
showed a significantly reduced tandem repeat content in
its mitochondrial genome.
Additionally, the maximal repeat content and repeat

families of the mitochondrial genomes of watermelon,
squash and melon were calculated using two different pro-
grams (see Methods section). The RepeatScout program,
which detects repeats larger than 50 bp and excludes low
complexity sequences, predicted 101 repeat families (with
an average copy number per family of 35) in melon, 13
families (with an average copy number per family of 34) in
squash and 2 families (with an average copy number per
family of 3) in watermelon. The most abundant repeat

families for the compared mitochondria consisted of 365
copies of approximately 120-bp-long repeats for melon
and 90 copies of approximately 173-bp-long repeats for
squash. Only 3 repeats were found to be longer than the
average read length, which is 399 nt. Incidentally, the fact
that the most abundant repetitions are shorter than the
average 454 read length implies that, in those cases, the
454 reads extends the repetitions and result in the correct
assembly of reads. Therefore, although the existence of
mis-assemblies of repetitive sequences cannot be comple-
tely rule out, mis-assemblies probably affect our proposed
sequence to a much lower degree that could be guessed
based only on the high repeat content of the genome.
We also searched for exact repeats longer than 20 bp

using REPuter (results summarised in Table 6). Similar
to the findings reported for squash [30], we found a sig-
nificant content of short repeats in the mitochondrion
of melon. Our numbers for squash and watermelon
were slightly lower compared to data obtained in [30]
because we looked only for exact repeats, but the differ-
ences among the genomes analysed are clear. The mito-
chondrion of melon is much richer in large repeats than
that of squash.

Figure 2 Gene density representation of 2.43 Mb of the melon mitochondrial genome. The displayed region corresponds to the largest
scaffold obtained, which represents 84% of the estimated melon mitochondrial genome. The symbol ^ connects exons of the same gene, while
horizontal lines connect exons of trans-spliced genes. The nad5 gene contains five exons, of which only four are present in the depicted
scaffold.
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Chloroplast-derived DNA accounts for as much as 9%
of sequenced plant mitochondrial genomes [56]. The
melon chloroplast genome described above was used to
identify mitochondrial sequences of putative chloroplast
origin. In all, 35 mitochondrial regions that ranged from
61 to 10,578 bp (average 1.1 kb) and totalled 38.6 kb or
1.4% of the mitochondrial genome, showed homology
with the melon chloroplast sequence. On the other
hand, 54 kb or 35% of the melon chloroplast genome
showed homology to the mitochondrial genome. The
38.6 kb difference in the chloroplast-derived mitochon-
drial sequence was due to duplicated regions in the
chloroplast genome. As a comparison, watermelon’s
mitochondrion contains 23 kb of chloroplast-like
sequences, while squash’s mitochondrion contains 113
kb, which represents approximately 80% of other
sequenced cucurbit chloroplast genomes such as those
of melon and cucumber. Therefore, no correlation
seems to exist between the mitochondrial sizes of these
three species and their chloroplast-derived sequence
content.
Finally, nuclear-derived sequences have been detected

in several plant mitochondrial genomes and amount to
up to 7% of their size [30,57]. In watermelon and
squash, approximately 20 kb of nuclear-like sequences,
most of which resemble retrotransposable elements,
have been found. Although the contribution of retro-
transposons to the expanded melon mitochondrial gen-
ome is negligible, as discussed above, the BLASTing of
361 Mb of the melon nuclear genome draft sequence
obtained in our laboratories (unpublished data) against
the mitochondrial sequence produced 1,114 mitochon-
drial regions that ranged from 193 bp to 10,355 bp and
that totalled 1,272,615 bp (46.5% of the available mito-
chondrial sequence). Significantly, even when only the
413 homologous fragments longer than 1 kb were con-
sidered, more than 33% of the available mitochondrial
sequence still showed homology with melon nuclear
regions. The analysis of those 37 mitochondrial homolo-
gous regions longer than 4 kb and totalling ca. 200 kb
showed that the average identity between the mitochon-
drial and nuclear regions was 91% with values ranging
from 84 to 96%. The detailed analysis of two of these

regions with lengths 4,220 and 4,044 bp and identities
of 94% and 89% relative to their nuclear counterparts,
showed a transition/transversion mutation ratio of 2.2
and 3.8 respectively, with CMit ® TNuc and GMit ®
ANuc the most abundant mutations found, and CMit ®
ANuc the most representative transversion mutations.
Twenty-seven indels totalling 70 nt and five gaps of
between 11 and 60 nt were also found.
Interestingly, all 37 regions analyzed but three dis-

played high levels of sequence identity with at least two
different nuclear regions, therefore suggesting a relation-
ship between the repetitive nuclear DNA and the mito-
chondrial DNA of putative nuclear origin.
A large fraction of the mitochondrial gene-containing

regions and some chloroplast-like regions in the mito-
chondria showed homology with the nuclear sequence,
as was expected because many mitochondrial genes
have homologous counterparts in the nuclear genome.
Also, DNA transfer from the chloroplast to the mito-
chondrion has been known to occur. When these
regions were not considered, 1.14 Mb of mitochondrial
sequence still showed homology to nuclear sequences.
In all, nearly half of the melon mitochondrial genome
seemed to be of nuclear origin; therefore, the transfer of
DNA from the nucleus can, at least partially, explain the
large size of this mitochondrial genome. However, the
nature of approximately 1.5 Mb of mitochondrial
sequence remains to be elucidated.

Conclusions
Whereas the size and gene organisation of the chloro-
plast genome were similar among cucurbit species, the
mitochondrial genomes showed a wide variety of sizes,
with a non-conserved structure both in gene number
and organisation, as well as in the features of the non-
coding DNA; nevertheless, we identified a minimum
cucurbit genome core of 119 kb between melon, water-
melon and squash with a high level of nucleotide
sequence conservation. In addition to a high propor-
tion of repetitive DNA content in melon, compared to
watermelon and squash, the transfer of nuclear DNA
to the melon mitochondrial genome seems to explain
the size of the largest mitochondrial genome reported
so far.

Methods
Source of the chloroplast genome sequences
A melon random-shear BAC library had been previously
constructed and the BES from 16,128 clones determined
[13]. The average sequence length was 534 bp. The BES
were then filtered using the cucumber chloroplast gen-
ome sequence (GenBank Acc. No. DQ865976.1) as a
reference, and 5,785 BES totalling 3.2 Mb were found to
show homology with the cucumber sequence.

Table 6 Repeat content in the mitochondria of Cucumis
melo, Cucurbita Pepo and Citrullus lanatus

Repeat coverage (%)

Repeat length (# nt) C. melo C. pepo C. lanatus

20-29 17.16 15.33 1.65

30-39 7.12 4.30 0.57

40-49 3.75 1.60 0.35

> 50 14.67 4.15 5.76

All 42.70 25.39 8.33
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Chloroplast genome assembly, annotation and analysis
The selected BES were assembled using the Sequencher
4.1.1 software package with a minimum overlap of 15
and a minimum match of 85%. Due to the presence of
an inverted repeat in the chloroplast genome of plant
species, a final step of manual assembly was required to
obtain a final contig of 5,683 sequences that represented
the melon chloroplast genome.
The consensus sequence was then annotated using the

DOGMA online organellar annotation tool [58]. The
predicted ORFs, including cis- and trans-splicing sites,
were manually checked by comparison with all other
published chloroplast genes, and several changes were
then introduced into the DOGMA preliminary annota-
tion to produce the final annotated sequence. A graphi-
cal representation of the annotated genome was
produced using the CGViewer Server [59].
The melon and cucumber chloroplast genome

sequences were aligned using MEGA4 software to detect
polymorphisms between these species. The predicted
chloroplast-encoded proteins were analysed for homol-
ogy with other known proteins using the GenBank non-
redundant protein database and the BLASTP software.
Microsatellites were searched using msatcommander
0.8.2 software [60]. SSRs considered for the final dataset
included 1- to 2-nt repeats of at least 10 nt in length
and 3- to 6-nt repeats with at least four unit repetitions.

Plant material
Melon seeds from the double haploid line PIT92
(derived from the cross PI 161375 × T111) were germi-
nated inside a Petri dish in a dark growth chamber for 3
days at 25°C. After germination, the seeds were planted
in pots that contained synthetic soil and maintained in a
greenhouse at 26 ± 2°C and with day/night cycles of 16/
8 h, respectively. The PIT92 melon line was also used
for construction of BAC libraries [12,13] and has been
used for whole genome sequencing (Garcia-Mas et al.,
unpublished).

Isolation of mitochondrial DNA from intact mitochondria
Intact mitochondrial organelles were isolated from
young melon leaves according to a modification of a
previously described method [61]. Fifty grams of young
melon leaves were manually harvested, cut into 10- to
20-mm lengths and ground in a Polytron PT2000
homogeniser with 120 ml of grinding medium at 4°C.
The homogenate was filtered through four layers of
Miracloth, placed into 6 × 50 ml Nalgene tubes and
centrifuged for 5 min at 3,200 rpm with a JA14 rotor in
a Beckman Coulter centrifuge (Avanti J-26 XP). The
supernatant was then re-centrifuged for 20 min at
13,600 rpm, and the resulting pellet was resuspended in
5 to 10 ml of 1× wash buffer, transferred to a 50 ml

Nalgene tube and centrifuged for 5 min at 3,200 rpm
with a JA17 rotor. After centrifugation, the supernatant
was transferred to a new tube and re-centrifuged at
13,600 rpm for 20 min. The resulting pellet was thor-
oughly dispersed with a fine paintbrush in 5 ml of wash-
ing buffer, layered over a 0 to 5% PVP gradient made
earlier and centrifuged for 40 min at 21,000 rpm in a
Beckman Coulter ultracentrifuge (Optima L-90 K). After
centrifugation, the mitochondria formed a white-yellow
colour band toward the bottom of the gradient, which
was carefully recovered with a syringe, transferred to a
new 50-ml Nalgene tube with 1× wash buffer and con-
centrated in a pellet with 3 wash centrifugation steps at
13,600 rpm for 15 min. After organelle isolation, mito-
chondrial DNA was lysed and purified as described [62].

Mitochondrial genome sequencing and assembly
Sequencing was performed using the Roche Genome
Sequencer FLX System on 1/8 of a Titanium Microtitre
Plate. The filtering process was passed by 120,802
sequences, which contained 48,154,028 bases with an
average length of 399 nt. Duplicate reads were identified
using the cd-hit-454 program [63], and 104,462 nonre-
dundant reads were assembled using Newbler (version
2.5 beta) to produce a set of contigs totalling 2.711 Mb.
The obtained contigs (except for the 64 contigs out of
539 that had < 10× coverage) were used as a query for
BLASTing [64] against additional pools of sequences
(obtained from the same genotype, PIT92, used in this
study) that were available in our laboratory: BES from
two different BAC libraries [13] and whole genome
sequences derived from Roche 454 sequencing of 3-kb,
8-kb and 20-kb paired-end libraries (unpublished). Raw
BESs were filtered and trimmed for quality and vector
contamination using SeqTrim [65]. Only BESs that had
> 98% identity to the query for over 80% of their length
were considered. In cases in which the BESs were paired
(when both 5’ and 3’ ends of the same BAC insert were
available), both pairs were taken if only one pair met
the described conditions. At the end, there were 1,822
BESs (97.5% paired) used in this study. For the 454
whole genome PEs, we created a database from a subset
of nonredundant and “true” PEs (sequences that con-
tained the 454 linker flanked on each side by > 50 nt of
sequence). We retrieved sequences that had > 99% iden-
tity to the query and ended up with 10,724 3-kb, 14,723
8-kb and 2,683 20-kb PEs.
Assemblies were performed using two different pro-

grams: Newbler (version 2.5 beta) and MIRA (version
2). Newbler is able to sort contigs into scaffolds using
the PEs but is often unable to incorporate conserved
repeats into these scaffolds, which leaves gaps of
approximated sizes based on paired-end insert distances
(repeats are often assembled into “collapsed” contigs
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that remain orphaned after the assembly). In contrast,
MIRA is unable to build scaffolds, but it tries to differ-
entiate copies of conserved repeats and include them
with the rest of non-repeat contigs. Therefore, contigs
derived from MIRA were used, when possible, to close
the gaps in the scaffolds obtained with Newbler or to
join two or more scaffolds. A detailed summary with the
metrics of the assembly process can be found in the
Additional file 4 Table S3.

Mitochondrial genome annotation and analysis
A nucleotide database was built that contained the pre-
dicted cDNAs from all the sequenced Streptophyta
mitochondrial genomes, as previously published [25].
BLASTN searches were performed, and each individual
ORF found was checked by comparison with all other
mitochondrial proteins published; several changes were
then introduced to produce the final annotated
sequence. Structural RNA genes were identified using
tRNAscan-SE 1.21 (for tRNAs) and RNAmmer 1.2 (for
rRNAs) software [66,67].
The predicted mitochondrially encoded proteins were

analysed for homology with other known proteins using
the GenBank non-redundant protein database and the
BLASTP software. Microsatellites were searched using the
msatcommander 0.8.2 software. SSRs considered for the
final dataset included 1- to 2-nt repeats of at least a 10 nt
length and 3- to 6-nt repeats with at least four unit repeti-
tions. Transposable-related sequences were identified
using CENSOR online (with default sensitivity parameters
and Arabidopsis thaliana as a reference DNA source) [68].
Tandem repeats were analysed using the Tandem Repeats
Finder software [69] (min. align. score 60; max. period size
2,000). Inverted repeats were detected using the Inverted
Repeats Finder software [70] (match 2; mismatch 3; delta
5; match probability 80; indel probability 10; Minscore 40;
Maxlength to report 500,000; MaxLoop 500,000). Two dif-
ferent programs were used to look for duplicated DNAs
and to repeat family classification in the sequences of
interest: REPuter and RepeatScout, respectively, with
default parameters [71,72]. Results from REPuter were
analysed to avoid overestimating the total repeat content
due to repeat overlaps.
Nuclear-like mitochondrial regions were identified by

performing a BLASTN with e-value < 1E-100 (corre-
sponding approximately to a hit of 200 nt and 90% iden-
tity or a 400 nt hit with 85% identity) against a melon
nuclear genome draft that has been produced in our
laboratories [Garcia-Mas et al., manuscript in prepara-
tion]. Chloroplast-like regions were identified by per-
forming a BLASTN analysis with e-value < 1E-40
against the assembled melon chloroplast genome
reported in this paper.

Comparisons to the C. lanatus and C. pepo mitochon-
drial genomes (GenBank Acc. Nos. GQ856147 and
GQ856148) were performed using BLASTN with e-
values < 1E-3.

Additional material

Additional file 1: Table S1. Protein homologies between C. melo and
other plant chloroplast genomes.

Additional file 2: Table S2. Protein homologies between C. melo and
other plant mitochondrial genomes.

Additional file 3: Figure S1. Syntenic relationships between the
mitochondrial genomes of Cucumis melo, Citrullus lanatus and Cucurbita
pepo. Only the protein coding regions have been used for this analysis.
Intronless genes are depicted as orange vertical lines. Individual colours
are used for the exons of each gene with introns.

Additional file 4: Table S3. Metrics of the Cucumis melo mitondrial
genome assembly.

Acknowledgements
We gratefully acknowledge Sandra Correa and M. Dolores Lapaz (CEBAS-
CSIC, Murcia, Spain) for technical assistance in the isolation of the
mitochondrial fraction. We gratefully acknowledge Gisela Mir and Celine
Humbert (IRTA-CRAG) for Roche 454 sequencing of the mitochondrial DNA.
This project was conducted as part of the MELONOMICS project (2009 to
2012) of the Fundación Genoma España and was also supported by funding
from the Consolider-Ingenio 2010 Programme of the Spanish Ministerio de
Ciencia e Innovación (CSD2007-00036 “Centre for Research in
Agrigenomics”).

Author details
1Departamento de Biología del Estrés y Patología Vegetal, Centro de
Edafología y Biología Aplicada del Segura (CEBAS)-CSIC, 30100 Espinardo
(Murcia), Spain. 2Department of Molecular Genetics, Centre for Research in
Agricultural Genomics CSIC-IRTA-UAB, UAB Campus, Edifici CRAG, 08193
Bellaterra (Barcelona), Spain. 3IRTA, Centre for Research in Agricultural
Genomics CSIC-IRTA-UAB, Campus UAB, Edifici CRAG, 08193 Bellaterra,
(Barcelona), Spain.

Authors’ contributions
LRM performed isolation of mitochondria and purification of mitochondrial
DNA. VMG conducted the assembly, annotation and analysis of the
chloroplast genome. AB carried out the assembly of the mitochondrial
genome and provided bioinformatic analysis support. LRM and VMG
conducted the annotation and analysis of the mitochondrial genome and
helped completing the manuscript. MCM taught LRM how to isolate
mitochondria and participated in the isolation. MAA generated and sent to
LUCIGEN®® plant melon material for the construction of the random shear
BAC library. PP is the main coordinator of the MELONOMICS project and
participated in the conception of the study together with MAA and JGM.
JGM is the principal investigator and coordinated the writing of the
manuscript. All authors read and approved the final manuscript.

Received: 11 March 2011 Accepted: 20 August 2011
Published: 20 August 2011

Arumuganathan K, Earle ED: Nuclear DNA content of some important
plant species. Plant Mol Biol Rep 1991, 9:208-218.
2. Ayub R, Guis M, Amor MB, Gillot L, Roustan J-P, Latché A, Bouzayen M,

Pech JC: Expression of ACC oxidase antisense gene inhibits ripening of
cantaloupe melon fruits. Nat Biotechnol 1996, 14:862-866.

3. Nieto C, Morales M, Orjeda G, Clepet C, Monfort A, Sturbois B,
Puigdomènech P, Pitrat M, Caboche M, Dogimont C, García-Mas J,
Aranda MA, Bendahmane A: An eIF4E allele confers resistance to an

Rodríguez-Moreno et al. BMC Genomics 2011, 12:424
http://www.biomedcentral.com/1471-2164/12/424

Page 12 of 14

http://www.ncbi.nih.gov/entrez/query.fcgi?db=Nucleotide&cmd=search&term=GQ856147
http://www.ncbi.nih.gov/entrez/query.fcgi?db=Nucleotide&cmd=search&term=GQ856148
http://www.biomedcentral.com/content/supplementary/1471-2164-12-424-S1.XLS
http://www.biomedcentral.com/content/supplementary/1471-2164-12-424-S2.XLS
http://www.biomedcentral.com/content/supplementary/1471-2164-12-424-S3.JPEG
http://www.biomedcentral.com/content/supplementary/1471-2164-12-424-S4.XLS
http://www.ncbi.nlm.nih.gov/pubmed/9631011?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9631011?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17026540?dopt=Abstract


uncapped and non-polyadenylated RNA virus in melon. Plant J 2006,
48:452-62.

4. Joobeur T, King JJ, Nolin SJ, Thomas CE, Dean RA: The Fusarium wilt
resistance locus Fom-2 of melon contains a single resistance gene with
complex features. Plant J 2004, 39:283-297.

5. Boualem A, Fergany M, Fernandez R, Troadec C, Martin A, Morin H, Fabrice
Collin M-A, Flowers JM, Pitrat M, Purugganan MD, Dogimont C,
Bendahmane A: A conserved mutation in an ethylene biosynthesis
enzyme leads to andromonoecy in melons. Science 2008, 321:836-838.

6. Martin A, Troadec C, Boualem A, Rajab M, Fernández R, Morin H, Pitrat M,
Dogimont C, Bendahmane A: A transposon-induced epigenetic change
leads to sex determination in melon. Nature 2009, 461:1135-1138.

7. Ezura H, Fukino N: Research tools for functional genomics in melon
(Cucumis melo L.): Current status and prospects. Plant Biotechnololy 2009,
26:359-368.

8. Gonzalez-Ibeas D, Blanca J, Roig C, González-To M, Picó B, Truniger V,
Gómez P, Deleu W, Caño-Delgado A, Arús P, Nuez F, Garcia-Mas J,
Puigdomènech P, Aranda MA: MELOGEN: an EST database for melon
functional genomics. BMC Genomics 2007, 8:306.

9. The International Cucurbit Genomics Initiative (ICuGI):[http://www.icugi.org].
10. Mascarell-Creus A, Cañizares J, Vilarrasa-Blasi J, Mora-García S, Blanca J,

González-Ibeas D, Saladié M, Roig C, Deleu W, Picó-Silvent B, López-Bigas N,
Aranda M, Garcia-Mas J, Nuez F, Puigdomènech P, Caño-Delgado A: An
oligo-based microarray offers novel transcriptomic approaches for the
analysis of pathogen resistance and fruit quality traits in melon (Cucumis
melo L.). BMC Genomics 2009, 10:467.

11. Luo M, Wang YH, Frisch D, Joobeur T, Wing RA, Dean RA: Melon bacterial
artificial chromosome (BAC) library construction using improved
methods and identification of clones linked to the locus conferring
resistance to melon Fusarium wilt (Fom-2). Genome 2001, 44:154-162.

12. van Leeuwen H, Monfort A, Zhang HB, Puigdomènech P: Identification and
characterization of a melon genomic region containing a resistance
gene cluster from a constructed BAC library. Microlinearity between
Cucumis melo and Arabidopsis thaliana. Plant Mol Biol 2003, 51:703-718.

13. González VM, Rodríguez-Moreno L, Centeno E, Benjak A, Garcia-Mas J,
Puigdoménech P, Aranda MA: Genome-wide BAC-end sequencing of
Cucumis melo using two BAC libraries. BMC Genomics 2010, 11:618.

14. Tadmor Y, Katzir N, Meir A, Yaniv-Yaakov A, Sa’ar U, Baumkoler F, Lavee T,
Lewinsohn E, Schaffer A, Buerger J: Induced mutagenesis to augment the
natural genetic variability of melon (Cucumis melo L.). Israel J Plant Sci
2007, 55:159-169.

15. Nieto C, Piron F, Dalmais M, Marco CF, Moriones E, Gómez-Guillamón ML,
Truniger V, Gómez P, Garcia-Mas J, Aranda MA, Bendahmane A: EcoTILLING
for the identification of alleclic variants of melon eIF4E, a factor that
controls virus susceptibility. BMC Plant Biol 2007, 7:34.

16. Dahmani-Mardas F, Troadec C, Boualem A, Lévêque S, Alsadon AA,
Aldoss AA, Dogimont C, Bendahmane A: Engineering melon plants with
improved fruit shelf life using the TILLING approach. PloS ONE 2010,
5(12):e15776.

17. Eduardo I, Arus P, Monforte AJ: Development of a genomic library of near
isogenic lines (NILs) in melon (Cucumis melo L.) from the exotic
accession PI161375. Theor Appl Genet 2005, 112:139-148.

18. Harel-Beja R, Tzuri G, Portnoy V, Lotan-Pompan M, Lev S, Cohen S, Dai N,
Yeselson L, Meir A, Libhaber SE, Avisar E, Melame T, van Koert P, Verbakel H,
Hofstede R, Volpin H, Oliver M, Fougedoire A, Stalh C, Fauve J, Copes B,
Fei Z, Giovannoni J, Ori N, Lewinsohn E, Sherman A, Burger J, Tadmor Y,
Schaffer AA, Katzir N: A genetic map of melon highly enriched with fruit
quality QTLs and EST markers, including sugar and carotenoid
metabolism genes. Theor Appl Genet 2010, 121:511-33.

19. Fukino N, Sugiyama M, Ohara T, Sainoki H, Kubo N, Hirai M, Matsumoto S,
Sakata Y: Detection of quantitative trait loci affecting short lateral
branching in Cucumis melo1. In In Proceedings of the IX EUCARPIA meeting
on genetics and breeding of Cucurbitaceae. Edited by: Pitrat M. INRA,
Avignon (France); 2008:.

20. Perin C, Hagen S, De Conto V, Katzir N, Danin-Poleg Y, Portnoy V,
Baudracco-Arnas S, Chadoeuf J, Dogimont C, Pitrat M: A reference map of
Cucumis melo based on two recombinant inbred line populations. Theor
Appl Genet 2002, 104:1017-1034.

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

22. Deleu W, Esteras C, Roig C, González-To M, Fernández-Silva I, González-
Ibeas D, Blanca J, Aranda MA, Arús P, Nuez F, Monforte AJ, Picó MB, Garcia-
Mas J: A set of EST-SNPs for map saturation and cultivar identification in
melon. BMC Plant Biology 2009, 9:90.

23. González VM, Garcia-Mas J, Arús P, Puigdomènech P: Generation of a BAC-
based physical map of the melon genome. BMC Genomics 2010, 11:339.

24. Garcia-Mas J, Benjak A, Gonzalez V, Mir G, Aranda M, Arus P,
Puigdomenech P: Towards a complete melon genomic sequence. Initial
analysis. Plant & Animal Genomes XIX Conference San Diego, CA; 2011.

25. The National Center for Biotechnology Information, Organelle Genome
Resources:[http://www.ncbi.nlm.nih.gov/genomes/GenomesHome.cgi?
taxid=2759&hopt=html].

26. Raubeson LA, Jansen RK: Chloroplast genomes of plants. In Diversity and
Evolution of Plants-Genotypic and Phenotypic Variation in Higher Plants.
Edited by: Henry H Wallingford. CABI Publishing; 2005:45-68.

27. Ward BL, Anderson RS, Bendich AJ: The mitochondrial genome is large
and variable in a family of plants (Cucurbitaceae). Cell 1981, 25:793-803.

28. Gillham N: Organelle Genes and Genomes. Oxford University Press, New
York; 1994.

29. Moran NA: Microbial minimalism: genome reduction in bacterial
pathogens. Cell 2001, 108:583-586.

30. Alverson AJ, Wei X, Rice DW, Stern DB, Barry K, Palmer JD: Insights into the
evolution of mitochondrial genome size from complete sequences of
Citrullus lanatus and Cucurbita pepo (Cucurbitaceae). Mol Biol Evol 2010,
27:1436-1448.

31. Lilly JW, Havey MJ: Small, repetitive DNAs contribute significantly to the
expanded mitochondrial genome of cucumber. Genetics 2001,
159:317-328.

32. Timmis JN, Scott NS: Sequence homology between spinach nuclear and
chloroplast genomes. Nature 1983, 305:65-67.

33. Martin W: Gene transfer from organelles to the nucleus: frequent and in
big chunks. Proc Nat Acad Sci 2003, 100:8612-8614.

34. Timmis JN, Ayliffe MA, Huang CY, Martin W: Endosymbiotic gene transfer:
organelle genomes forge eukaryotic chromosomes. Nat Rev Genet 2004,
5:123-135.

35. Kleine T, Maier UG, Leister D: DNA Transfer from organelles to the
nucleus: the idiosyncratic genetics of endosymbiosis. Annu Rev Plant Biol
2009, 60:115-638.

36. Kurland CG, Andersson SG: Origin and evolution of the mitochondrial
proteome. Microbiol Mol Biol Rev 2000, 64:786-820.

37. Leister D: Origin, evolution and genetic effects of nuclear insertions of
organelle DNA. Trends Genet 2005, 21:655-63.

38. Moore MJ, Dhingra A, Soltis PS, Shaw R, Farmerie WG, Folta KM, soltis DE:
Rapid and accurate pyrosequencing of angiosperm plastid genomes.
BMC Plant Biology 2006, 6:17.

39. Cronn R, Liston A, Parks M, Gernandt DS, Shen R, Mockler T: Multiplex
sequencing of plant chloroplast genomes using Solexa sequencing-by-
synthesis technology. Nuc Acid Res 2008, 36(19):e122.

40. Tangphatsornruang S, Sangsrakru D, Chanprasert J, Uthaipaisanwong P,
Yoocha T, Jomchai N, Tragoonrung S: The chloroplast genome sequence
of Mungbean (Vigna radiata) determined by high-throughput
pyrosequencing: structural organization and phylogenetic relationships.
DNA Res 2010, 17(1):11-22.

41. Dempewolf H, Kane NC, Ostevik KL, Geleta M, Barker MS, Lai Z, Stewart ML,
Bekele E, Engels JMM, Cronk QCB, Rieseberg LH: Establishing genomic
tools and resources for Guizotia abyssinica (L.f.) Cass.-the development
of a library of expressed sequence tags, microsatellite loci, and the
sequencing of its chloroplast genome. Mol Ecol Res 2010, 10:1048-1058.

42. Blazier JC, Guisinger MM, Jansen RK: Recent loss of plastid-encoded ndh
genes within Erodium (Geraniaceae). Plant Mol Biol 2011, 76:263-272.

43. Nock CJ, Waters DLE, Edwards MA, Bowen SG, Rice N, Cordeiro GM,
Henry RJ: Chloroplast genome sequences from a total DNA for plant
identification. Plant Biotech J 2011, 9:328-333.

44. Straub SCK, Fishbein M, Livshultz T, Foster Z, Parks M, Weitemier K,
Cronn RC, Liston A: Building a model: Developing genomic resources for
common milkweed (Asclepias syriaca) with low coverage genome
sequencing. BMC Genomics 2011, 12:211.

45. Kim JS, Jung JD, Lee JA, Park HW, Oh KH, Jeong WJ, Choi DW, Liu JR,
Cho KY: Complete sequence and organization of the cucumber (Cucumis
sativus L. cv. Baekmibaekdadagi) chloroplast genome. Plant Cell Rep 2006,
25:334-340.

Rodríguez-Moreno et al. BMC Genomics 2011, 12:424
http://www.biomedcentral.com/1471-2164/12/424

Page 13 of 14

http://www.ncbi.nlm.nih.gov/pubmed/17026540?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15255859?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15255859?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15255859?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18687965?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18687965?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19847267?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19847267?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17767721?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17767721?dopt=Abstract
http://www.icugi.org
http://www.ncbi.nlm.nih.gov/pubmed/19821986?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19821986?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19821986?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19821986?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11341724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11341724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11341724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11341724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12678558?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12678558?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12678558?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12678558?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21054843?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21054843?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17584936?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17584936?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17584936?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21209891?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21209891?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16208502?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16208502?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16208502?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20401460?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20401460?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20401460?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12582608?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12582608?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18806992?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18806992?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19604363?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19604363?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20509895?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20509895?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21863568?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21863568?dopt=Abstract
http://www.ncbi.nlm.nih.gov/genomes/GenomesHome.cgi?taxid=2759&hopt=html
http://www.ncbi.nlm.nih.gov/genomes/GenomesHome.cgi?taxid=2759&hopt=html
http://www.ncbi.nlm.nih.gov/pubmed/6269758?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6269758?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20118192?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20118192?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20118192?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11560907?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11560907?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12861078?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12861078?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14735123?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14735123?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19014347?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19014347?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11104819?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11104819?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16216380?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16216380?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16934154?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20007682?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20007682?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20007682?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21327834?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21327834?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21542930?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21542930?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21542930?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16362300?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16362300?dopt=Abstract


46. Chung SM, Gordon VS, Staub JE: Sequencing cucumber (Cucumis sativus
L.) chloroplast genomes identifies differences between chilling-tolerant
and -susceptible cucumber lines. Genome 2007, 50:215-225.

47. Plader W, Yukawa Y, Sugiura M, Malepszy S: The complete structure of the
cucumber (Cucumis sativus L.) chloroplast genome: Its composition and
comparative analysis. Cell Mol Biol Letters 2007, 12:584-594.

48. González VM, Benjak A, Hénaff EM, Mir G, Casacuberta JM, Garcia-Mas J,
Puigdomènech P: Sequencing of 6.7 Mb of the melon genome using a
BAC pooling strategy. BMC Plant Biol 2010, 10:246.

49. Kim KJ, Li HL: Complete chloroplast genome sequences from Korean
ginseng (Panax schinseng Nees) and comparative analysis of sequence
evolution among 17 vascular plants. DNA Res 2004, 11:247-261.

50. Logacheva MD, Penin AA, Samigullin TH, Vallejo-Roman CM, Antonov AS:
Phylogeny of flowering plant by the chloroplast genome sequences: in
search of a “lucky gene”. Biochem(Moscow); 2007:72:1324-1330.

51. Vaillancourt RE, Jackson HD: A chloroplast DNA hypervariable region in
eucalypts. Theor App Genet 2000, 101:473-477.

52. Klein M, Eckert-Ossenkpp U, Schmiedeberg I, Brandt P, Unseld M,
Brennicke A, Schuster W: Physical mapping of the mitochondrial genome
of Arabidopsis thaliana by cosmid and YAC clones. The Plant J 1994,
6(3):447-455.

53. Woloszynska M: Heteroplasmy and stoichiometric complexity of plant
mitochondrial genomes-though this be madness, yet there’s method
in’t. J Exp Bot 2010, 61:657-671.

54. Alverson AJ, Zhuo S, Rice DW, Sloan DB, Palmer JC: The mitochondrial
genome of the legume Vigna radiata and the analysis of recombination
across short mitochondrial repeats. PLoS One 2011, 6:e16404.

55. Adams KL, Qiu YL, Stoutemyer M, Palmer J: Punctuated evolution of
mitochondrial gene content: High and variable rates of mitochondrial
gene loss and transfer to the nucleus during angiosperm evolution. Proc
Natl Acad Sci USA 2002, 99(15):9905-9912.

56. Goremykin VV, Salamini F, Velasco R, Viola R: Mitochondrial DNA of Vitis
vinifera and the issue of rampant horizontal gene transfer. Mol biol Evol
2009, , 26: 99-110.

57. Notsu Y, Masood S, Nishikawa T, Kubo N, Akiduki G, Nakazono M, Hirai A,
Kadowaki K: The complete sequence of the rice (Oryza sativa L.)
mitochondrial genome: frequent DNA sequence acquisition and loss
during the evolution of flowering plants. Mol Genet Genomics 2002,
268:434-445.

58. [http://dogma.ccbb.utexas.edu].
59. [http://stothard.afns.ualberta.ca/cgview_server/].
60. Faircloth BC: MSATCOMMANDER: detection of microsatellite repeat arrays

and automated, locus-specific primer design. Mol Ecol Resour 2008,
8:92-94.

61. Heazlewood JL, Howell KA, Whelan J, Millar AH: Towards an analysis of the
rice mitochondrial proteome. Plant Phyology 2003, 132:230-242.

62. Triboush SO, Danilenko NG, Davydenko OG: A method for isolation of
chloroplast and mitochondrial DNA from sunflower. Plant Mol Biol Rep
1998, 16:183-189.

63. Niu B, Fu L, Sun S, Li W: Artificial and natural duplicates in
pyrosequencing reads of metagenomic data. BMC Bioinformatics 2010,
11:187.

64. Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W,
Lipman DJ: Gapped BLAST and PSIBLAST: a new generation of protein
database search programs. Nucleic Acids Research 1997, 25:3389-3402.

65. Falgueras J, Lara AJ, Fernández-Pozo N, Cantón FR, Pérez-Trabado G,
Claros MG: SeqTrim: a high-throughput pipeline for pre-processing any
type of sequence read. BMC Bioinformatics 2010, 11:38.

66. Lowe TM, Eddy SR: tRNAscan-SE: A program for improved detection of
transfer RNA genes in genomic sequence. Nucleic Acids Res 1997,
25:0955-0964.

67. Lagesen K, Hallin P, Rødland EA, Stærfeldt H-H, Rognes T, Ussery DW:
RNAmmer: consistent and rapid annotation of ribosomal RNA genes.
Nucleic Acids Res 2007, 35:3100-3108.

68. Jurka J, Kapitonov VV, Pavlicek A, Klonowski P, Kohany O, Walichiewicz J:
Repbase Update, a database of eukaryotic repetitive elements. Cytogenet
Genome Res 2005, 110:462-467.

69. [http://tandem.bu.edu/trf/trf.advanced.submit.html].
70. [http://tandem.bu.edu/].

71. Kurtz S, Choudhuri JV, Ohlebusch E, Schleirmacher C, Stoye J, Giegerich R:
REPuter: the manifold applications of repeat analysis on a genomic
scale. Nucleic Acids Res 2001, 29:4633-4642.

72. Price AL, Jones NC, Pevzner PA: De novo identification of repeat families
in large genomes. Bioinformatics 2005, 21:351-358.

doi:10.1186/1471-2164-12-424
Cite this article as: Rodríguez-Moreno et al.: Determination of the melon
chloroplast and mitochondrial genome sequences reveals that the
largest reported mitochondrial genome in plants contains a significant
amount of DNA having a nuclear origin. BMC Genomics 2011 12:424.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Rodríguez-Moreno et al. BMC Genomics 2011, 12:424
http://www.biomedcentral.com/1471-2164/12/424

Page 14 of 14

http://www.ncbi.nlm.nih.gov/pubmed/17546086?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17546086?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17546086?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21073723?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21073723?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15500250?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15500250?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15500250?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19995826?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19995826?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19995826?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21283772?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21283772?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21283772?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12119382?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12119382?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12119382?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12471441?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12471441?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12471441?dopt=Abstract
http://dogma.ccbb.utexas.edu
http://stothard.afns.ualberta.ca/cgview_server/
http://www.ncbi.nlm.nih.gov/pubmed/21585724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21585724?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20388221?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20388221?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9254694?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9254694?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20089148?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20089148?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17452365?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16093699?dopt=Abstract
http://tandem.bu.edu/trf/trf.advanced.submit.html
http://tandem.bu.edu/
http://www.ncbi.nlm.nih.gov/pubmed/11713313?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11713313?dopt=Abstract

	Abstract
	Background
	Results
	Conclusions

	Background
	Results and discussion
	Organisation of the Cucumis melo chloroplast genome
	Comparison of the cucumber and melon chloroplast genomes
	Organisation of the Cucumis melo mitochondrial genome
	Analysis of repetitive DNA, chloroplast and nuclear-derived DNA

	Conclusions
	Methods
	Source of the chloroplast genome sequences
	Chloroplast genome assembly, annotation and analysis
	Plant material
	Isolation of mitochondrial DNA from intact mitochondria
	Mitochondrial genome sequencing and assembly
	Mitochondrial genome annotation and analysis

	Acknowledgements
	Author details
	Authors' contributions
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


