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We provide detailed datasets from our analysis of proteins that are
differentially expressed in gastric cancer tissues compared with
adjacent normal gastric tissues, as identified by iTRAQ-based
quantitative proteomics. Also included is a set of representative
images of immunohistochemical staining of gastric cancer tissues
showing four levels of expression of fatty acid binding protein
(FABP1) and fatty acid synthase (FASN). The data presented in this
paper support the research article “Quantitative proteomic analy-
sis reveals that proteins required for fatty acid metabolism may
serve as diagnostic markers for gastric cancer” (Jiang et al., 2017)
[1]. We expect that the data will contribute to the identification of
sensitive and specific biomarkers for early detection of gastric
cancer.
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Value of the data

� Current biomarkers for gastric cancer show insufficient clinical diagnostic sensitivity and specifi-
city [2]. There is thus an urgent need to identify more reliable clinical biomarkers and to develop
accurate and effective approaches to gastric cancer diagnosis, especially for early-stage screening.
One promising approach is to identify metabolic proteins dysregulated in cancer cells through
quantitative proteomics analysis [3–5].

� Data from the LC-ESI-MS/MS analysis will provide researchers with detailed information on pro-
teins dysregulated in gastric cancer tissues.

� Data from the immunohistochemical analysis will enable researchers to observe the different levels
of FABP1 and FASN staining in gastric cancer tissues.
1. Data

We used iTRAQ labeling combined with LC-ESI-MS/MS analysis to identify proteins that were
differentially expressed in gastric cancer tissues compared with adjacent normal tissues. The analysis
identified 431 proteins that were differentially expressed, of which 224 and 207 proteins were
expressed at increased or decreased levels, respectively, in gastric cancer tissues (Z1.2-fold change)
(Tables 1 and 2). Our data showed that the differential expressed proteins included the proteins to the
cellular components, molecular functions, and biological process in gastric cancer tissues. The vali-
dation studies showed that FABP1 was highly expressed in GC tissues (Fig. 1). FASN was found to be
overexpressed in gastric cancer tissues (Fig. 2 and Table 3). An in-depth analysis of the data is pre-
sented in the associated research article [1].
2. Experimental design, materials and methods

2.1. Materials

Paired gastric cancer and adjacent normal tissues (at least 5 cm from the cancer tissues) were
selected from the tissue bank at the Department of Pathology of Affiliated Traditional Medicine
Hospital of the Southwest Medical University. Any radiation therapy or chemotherapy was received



Fig. 1. Representative images of immunohistochemical staining levels of FABP1 in gastric cancer tissues. (A) absent [0],
(B) weak [1], (C) moderate [2], and (D) strong [3].

Z. Jiang et al. / Data in Brief 11 (2017) 122–126124
by the patients before surgery. The clinical data including patient age, sex, diagnosis, and treatment
strategies were collected. The iTRAQ reagents were purchased from Applied Biosystems (Foster City,
CA, USA). The Polyclonal antibodies against fatty acid binding protein 1 (FABP1), fatty acid synthase
(FASN), and β-actin were purchased from Cell Signaling Technology (Boston, MA, USA).

2.2. Methods

The experimental design and methods was as follows. First, we performed iTRAQ labeling and
LC-ESI-MS/MS to analyze a test group of four paired samples of gastric cancer and adjacent normal
tissues to identify differentially expressed proteins. For iTRAQ labeling, the first pair of gastric cancer
and adjacent normal tissues in the test group was labeled with iTRAQ reagents 113 and 114,
respectively, and the second, third, and fourth tissue pairs were labeled with iTRAQ reagents 115 and
116, 117 and 118, and 119 and 121, respectively.

The International Protein Index human sequence database and Mascot software Version 2.2
(Matrix Science, London, U.K.) were used to identify and quantify the peptide.

The Blast2 GO software (http://www.blast2go.com) and the Kyoto Encyclopedia of Genes and
Genomes (KEGG) database were used to perform the Gene Ontology (GO) analysis and to identify the
differential expressed proteins with metabolic pathways in gastric cancer tissues. Second, we per-
formed IHC analysis of a validation group of 70 paired of samples of gastric cancer and adjacent
normal tissues to confirm the differential expression of selected proteins (FABP1 and FASN) identified
in the iTRAQ analysis of the test group.

http://www.blast2go.com


Fig. 2. Representative images of immunohistochemical staining levels of FASN in gastric cancer tissues. (A) absent [0], (B) weak
[1], (C) moderate [2], and (D) strong [3].
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