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a b s t r a c t

Plants produce a wide array of nutrients that exert synergistic
interaction among whole combinations of nutrients. Therefore
comprehensive nutrient profiling is required to evaluate their
nutritional/nutraceutical value and health promoting effect. In
order to obtain such datasets for mung bean, which is known as a
medicinal plant with heat alleviating effect, proteomic and meta-
bolomic analyses were performed using four cultivars from China,
Thailand, and Myanmar. In total, 449 proteins and 210 metabolic
compounds were identified in seed coat; whereas 480 proteins
and 217 metabolic compounds were detected in seed flesh,
establishing the first comprehensive dataset of mung bean for
nutraceutical evaluation.
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Specifications Table

Subject area Biology
More specific sub-
ject area

Plant Science

Type of data Figure, Tables
How data was
acquired

Gel-free/label-free proteomic analysis using data-dependent acquisition
mode on a LTQ Orbitrap mass spectrometer coupled to an Ultimate 3000
nanoLC system.
Metabolic analysis using an Agilent 7890 GC system coupled with a Pegasus
HT TOF-MS.

Data format Filtered
Experimental
factors

Comparison of metabolic pathways in seed coat and flesh of mature mung
bean

Experimental
features

Whole-protein and metabolic compounds of mung bean coat and flesh were
identified from four cultivars.

Data accessibility Datasets are directly provided with this article.

Value of the data

● The data represent comprehensive repository of protein and primary metabolites contained in seed
coat and flesh of mung bean, a medicinal plant with heat alleviating activity.

● This experimental design allows multiomics analysis of metabolic pathways of seed coat and flesh
of mung bean.

● Differences in metabolic pathways and bioactive compound-containing pattern between seed coat
and flesh were revealed using this data as described in [1].

1. Data

The data here represent different omics approaches to understand the mung bean metabolic
pathways and compound-containing pattern in seed coat and flesh. The dataset is associated with
the research article in BBA Proteins and Proteomes entitled “Proteomics and metabolomics-driven
pathway reconstruction of mung bean for nutraceutical evaluation” and contains eight lists of
proteins and two lists of metabolites obtained from four cultivars originated from different
habitats (Fig. 1).

2. Experimental design, materials and methods

2.1. Plant materials

Mung beans (Vigna radiata (L.) R. Wilczek) from different habitats in Asian countries were pur-
chased from local supermarkets in Tokyo and Yokohama, Japan. These cultivars were referred as China
1, China 2, Thailand, Myanmar, respectively, according to their habitats. For protein and metabolite
extraction, mung bean seeds was soaked in milliQ water to separate coat and flesh.

2.2. Gel-free/label-free proteomic analysis

The coat and flesh was ground to powder in liquid nitrogen using a mortar and pestle and
transferred to an acetone solution containing 10% trichloroacetic acid and 0.07% 2-mercaptoethanol.
The proteins were extracted as described in [1]. After enrichment with methanol and chloroform to
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