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a b s t r a c t

Bacterial blight (BB) caused by Xanthomonas oryzae pv. oryzae (Xoo)
has become one of the most devastating diseases for rice, a major
food source for over half of the world populations. To investigate
the roles of protein phosphorylation in rice bacterial blight resis-
tance, a quantitative phosphoproteomic study was conducted in
rice variety IRBB5 at 0 h and 24 h after Xoo infection. 2367 and
2223 phosphosites on 1334 and 1297 representative proteins were
identified in 0 h and 24 h after Xoo infection, respectively, out of
which 762 proteins were found to be differentially phosphory-
lated. In associated with the published article “A comprehensive
quantitative phosphoproteome analysis of rice in response to
bacterial blight” in BMC Plant Biology (Hou et al., 2015) [1], this
dataset article provided the detailed information of experimental
designing, methods, features as well as the raw data of mass
spectrometry (MS) identification. The MS proteomics data could be
fully accessed from the ProteomeXchange Consortium with the
dataset identifier PXD002222.

& 2015 Published by Elsevier Inc. This is an open access article
under the CC BY license

(http://creativecommons.org/licenses/by/4.0/).

Contents lists available at ScienceDirect

journal homepage: www.elsevier.com/locate/dib

Data in Brief

http://dx.doi.org/10.1016/j.dib.2015.11.071
2352-3409/& 2015 Published by Elsevier Inc. This is an open access article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).

n Corresponding author.
E-mail address: zhangjian@caas.cn (J. Zhang).

Data in Brief 6 (2016) 282–285

www.sciencedirect.com/science/journal/23523409
www.elsevier.com/locate/dib
http://dx.doi.org/10.1016/j.dib.2015.11.071
http://dx.doi.org/10.1016/j.dib.2015.11.071
http://dx.doi.org/10.1016/j.dib.2015.11.071
http://crossmark.crossref.org/dialog/?doi=10.1016/j.dib.2015.11.071&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1016/j.dib.2015.11.071&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1016/j.dib.2015.11.071&domain=pdf
mailto:zhangjian@caas.cn
http://dx.doi.org/10.1016/j.dib.2015.11.071


Specifications Table

Subject area Biology
More specific sub-
ject area

Rice phosphoproteomics

Type of data Table, excel files
How data was
acquired

Easy-nLC1000 liquid chromatography system (Thermo) Q Exactive Plus
(Thermo)

Data format Raw, analyzed
Experimental
factors

Rice plants of IRBB5 were obtained from China National Rice Research Institute
(CNRRI). IRBB5 plants were inoculated with the Chinese representative strain of
Xoo (Zhe173) at the booting stage by the leaf clipping method [2]. The con-
centrations of Xoo suspension is up to 3�108 cfu/mL. After inoculation, around
5 cm long IRBB5 leaves close to the clip position were collected immediately
after Xoo inoculation (0 h) and at 24 h after inoculation (24 h).

Experimental
features

Non-gel, label-free, quantitative phosphoproteomics

Data source
location

China National Rice Research Institute, Hangzhou, 311400, P.R.China

Data accessibility The mass spectrometry proteomics data have been deposited to the Proteo-
meXchange Consortium [3] via the PRIDE partner repository with the dataset
identifier PXD002222. Other datasets are directly provided with this article.

Value of the data

● This data provided over 2000 phosphosites and phosphopeptides information of rice leaf proteins.
● The differential phosphorylation pattern indicates the potential function of phosphoproteins in rice

disease resistance.

1. Data, experimental design, materials and methods

1.1. Experimental design

The leaf total protein of rice variety IRBB5 was isolated at the 0 h and 24 h after Xoo infection
respectively. After the proteins were digested by trypsin, the peptides were enriched byTiO2 beads
and applied for LC–MS/MS identification to explore the protein phosphorylation sites, intensities and
dynamics (Supplemental Fig. 1).

1.2. Plant growth conditions and bacterial blight inoculation

Rice plants of IRBB5 (xa5) were obtained from National Rice Research Institute (CNRRI). IRBB5
(xa5) seedlings were grown in the net house of CNRRI. The cultivation and management of the rice in
the net house proceeded as usual. IRBB5 plants were inoculated with the Chinese representative
strain of Xoo (Zhe173) at the booting stage by the leaf clipping method [2]. The concentrations of Xoo
suspension is up to 3�108 cfu/mL.

1.3. Total protein extraction

After inoculation, around 5 cm long IRBB5 leaves close to the clip position were collected imme-
diately after Xoo inoculation (0 h) and at 24 h after inoculation (24 h). The total proteins were
extracted using the urea-extraction method. Briefly, 1 g of rice leaf tissue was grinded into fine
powder, lysed with 5 mL lysis buffer (150 mM Tris pH8.0, 8 M urea, 1� phosphoprotein protease

Y. Hou et al. / Data in Brief 6 (2016) 282–285 283



Download English Version:

https://daneshyari.com/en/article/174953

Download Persian Version:

https://daneshyari.com/article/174953

Daneshyari.com

https://daneshyari.com/en/article/174953
https://daneshyari.com/article/174953
https://daneshyari.com

