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Mangosteen (Garcinia mangostana Linn.) is a tropical treemainly found in South East Asia and considered as “the
queen of fruits”. The asexually produced fruit is dark purple or reddish in color, with white flesh which is slightly
acidicwith sweetflavor and a pleasant aroma. The purple pericarp tissue is rich in xanthoneswhich are useful for
medical purposes. We performed the first genome sequencing of this commercially important fruit tree to study
its genome composition and attempted draft genome assembly. Raw reads of the DNA sequencing project have
been deposited to SRA database with the accession number SRX1426419.

© 2015 The Authors. Published by Elsevier Inc. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
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Specification
ubject area
 Biology, plant molecular biology

ype of data
 Genomic DNA sequences

rganism/Cell line/tissue
 Garcina mangostana (leaf)

equencer type
 Illumina HiSeq™ 2000

ata format
 Raw sequences (Fastq)

xperimental factors
 Experimental plot

xperimental features
 DNA-seq dataset for mangosteen genome survey

ample source location
 Malaysia

ata accessibility
 SRA database accession SRX1426419

(http://www.ncbi.nlm.nih.gov/sra/SRX1426419)
1. Direct link to deposited data

http://www.ncbi.nlm.nih.gov/sra/SRX1426419.

2. Value of the data

• Garcinia mangostana plant is lacking in molecular genetics informa-
tion, which hinders genetic studies and crop improvement of this
commercially important fruit tree.

• The sequence data are important for genome survey and provide se-
quence information on the GC content, heterozygosity and estimated
genome size.
. This is an open access article under
3. Data

Genome sequences of G. mangostana were generated from DNA ex-
tract of young leaf tissues. The short reads were filtered, processed, as-
sembled and analyzed as describe in the next section. Raw data for
this project were deposited at SRA database with the accession number
SRX1426419 (http://www.ncbi.nlm.nih.gov/sra/SRX1426419).
4. Experimental design, materials and methods

4.1. Plant materials

Mangosteen plants were grown under shady environment in exper-
imental plot (2°55′09.0″N 101°47′04.8″E) at Universiti Kebangsaan
Malaysia, Bangi. Red young leaf tissues from 4 to 5 months old plant
were collected and frozen in liquid nitrogen before stored at −80 °C
for DNA extraction.
4.2. DNA extraction and quality control, library preparation and DNA-seq

DNA from leaf samples were extracted using DNeasy Plant mini kit
(QIAGEN) based on manufacturer's protocol. Quantity and quality of
extracted total DNA were determined using NanoDrop 1000 (Thermo
Fisher Scientific Inc., USA) and Agilent 2100 bioanalyzer (Agilent
Technologies, USA), respectively.

Paired end reads of 101 bp was generated through the Illumina
HiSeq 2000 sequencing platform using the standard DNA library prepa-
ration protocol implemented by BGI-Shenzhen, China.
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Table 1
Statistics of Garcinia mangostana sequencing and assembly.

Attributes Value

Raw reads
Total number 505,856,290
Total bases (bp) 51,091,485,290

Filtered reads
Total number 418,812,062
Total bases (bp) 42,300,018,262
N (%) 0.0089
GC (%) 38.14
Q20 (%) 99.19
Q30 (%) 95.43

Minia assembly
K-mer 41
Number of contigs 281,494
Contig Size 272,873,894
N50 (bp) 1006
Size range (bp) 83–14,015

SSPACE scaffolding
Number of scaffolds 284,879
Scaffold Size 279,483,966
N50 (bp) 1022
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4.3. Raw reads processing and assembly

Rawreadswere filtered to remove adapter sequenceswith sequence
pre-processing tool, Trimmomatic [1]. High quality Illumina raw reads
with phred score ≥25 were kept for assembly. We have predicted best
k-mer length (41 bp) for assembly using KmerGenie [2] and SGA
Preqc [3]. De novo assembly was done by using Minia assembler v2.0.3
[4] followed by scaffolding using SSPACE [5]. Assembled genome draft
was evaluated using CEGMA pipeline [6] by mapping towards core eu-
karyotic genes in clusters of eukaryotic orthologous groups (KOG) [7].
Table 1 shows the sequencing and assembly statistics.
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