252

5 KR 559 B2 5

J Clin Pathol Res 2019,39(2) http://Icblamegroups.com

doi: 10.3978/j.issn.2095-6959.2019.02.004
View this article at: http://dx.doi.org/10.3978/j.issn.2095-6959.2019.02.004

[ =]

ES: 2z

Abstract

ETHIEIZE S GPRCSA ERBREFRIRIZREX

1mE", %%, "trAi', BEE&', FR', BHIZP'
G2 AR EERE 1. B sty 2. JBERE, 20X 430060)

BHEY: 5T AEYE BEIRIZ 0 M ] G IR Z /R CK T SASEH (G protein-coupled receptor family
C, member S, group A, GPRCSA)TEBMRNE Y RE LImIKE L, Fik: KFROncomine,
TCGA, Human Protein AtlasZE IR EHEE , M GPRCSATE ARG T ERILES, FomHAER
(7 e TP B 208 o R I Western BT H AR TR 5QBUR N REE Be/NVEEAR BA I HP 6 UE GPRC S ATE JBR i i
K5 H R (8 1 #35KF, KM Kaplan-Meier#E 47 B % A= 77 404, 1% GPRCSA S #1725 1y it
EPER R AT 0T . B8R X Oncomine B 4 i A7 25 57 2 0K 19 29 ST 58 B dls it A7 22 S M40 #r
S BB 2 GPRC S AJE P ) SR I8 W i T IE W BRAR AL . X GPRCSATE A [A] i 2 h Rk 1Y
4 184 ST AT 25253, K BLGPRCSATE BRI L 4Urh B35 ks ol ad AR A7 0 B A Bl s 3%
IEGPRCSABRIE B AEAF M AR TRRIAH, MRBEE WS EZR. A, GPRCIARILLH
] 25 W) JL I8 B JE (M 25 W) BBURR PR A — 8 Gk, 518 GPRCSATEBRMREAZUh Rl s Rk, H58H
PG RFEMG, HA T RE RN BRI 12 8 S 25 W07 BB Ao

JFERRIEE s GPRCSA; Oncomine{HE % ; TCGAKHEH ; Human Protein AtlasBUHiJF

Expression and significance of

GPRC5A in pancreatic cancer utilizing datasets

WU Long', YUAN Jingping’, YE Junjie', CHENG Yanlei', LI Yuan', TAO Weiping'

(1. Department of Oncology; 2. Department of Pathology, Renmin Hospital of Wuhan University, Wuhan 430060, China)

Objective: To explore the expression of G protein-coupled receptor family C, member S, group A (GPRCSA) and
its prognostic role in pancreatic cancer based on datasets. Methods: The data of the GPRCSA in pancreatic cancer
were extracted from the online open Oncomine, TCGA and Human Protein Atlas databases. Then we explored
the difference in various cancers and verified the expression value of GPRCSA by immunohistochemical study
with clinical pancreatic cancer tissues. The prognostic value of GPRCS5A in pancreatic cancer was analyzed by
Kaplan-Meier Plotter. In addition, the association between sensitive of molecule-targeting agents and GPRC5A in
pancreatic cancer was researched. Results: A total 295 studies were obtained from Oncomine, and the results were
found that the expression of GPCRSA in pancreatic cancer was significantly higher than normal pancreatic tissues,

which were also verified by our immunohistochemical experiment. Compared with other types of tumor in 4 184
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samples, the expression of GPCRSA was significantly higher in pancreatic cancer. Survival analysis of pancreatic

cancer showed that the patients with higher level of GPCRSA showed a worse long-term prognosis. Furthermore,

the correlation between the clinical sensitive of Erlotinib and elevated GPCRSA were found, which suggested that

the GPCRSA may affect the regulation of chemosensitivity of Erlotinib. Conclusion: GPCRSA is found highly

expressed in pancreatic cancer tissue and its expression has a significant impact on the prognosis and Erlotinib

related chemotherapy, which is expected to be a potential molecular diagnostic and therapeutic target.
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Comparison of All Genes Across 8 Analyses
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Figure 2 Specific expression differences of GPRCSA mRNA in 8 data sets were analyzed in Oncomine
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Analysis the levels of GPRCSA mRNA between the pancreatic cancer tissues and normal pancreas in 8 datasets: (A) Badea Panccreas

dataset; (B) Pei Pancreas dataset; (C) Segara Pancreas dataset; (D) Ishikawa Pancreas dataset; (E) Iacobuzio-Donahue Pancreas 2 dataset;

(F) Grutzmann Pancreas dataset; (G) Buchholz Pancreas dataset; (H) Buchholz Pancreas dataset; (I) Meta-analysis of GPRCSA mRNA

across the 8 datasets.
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Figure 4 Different expression of GPRCSA mRNA between pancreatic cancer and other tumors in Oncomine
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Differences in GPRSA expression in pancreatic cancer cells or tissues were analyzed in 7 datasets: (A) Barretina CellLine dataset; (B) Bittner
Multi-cancer dataset; (C) Garnett CellLine dataset; (D) Gyorffy CellLine 2 dataset; (E) Su Multi-cancer dataset; (F) Wagner CellLine
dataset; (G) Wooster CellLine dataset; (H) Meta-analysis of GPRCSA mRNA in 7 datasets.
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(A) Expression of GPRCSA in pancreatic cancer and normal pancreas (IHC, left x 40, right x 100; (B) Immunohistochemical staining

intensity of GPRCSA; (C) Western blot analysis showed that GPRCSA was highly expressed in pancreatic cancer tissues.

Survivial of rate/%

0 500 1000 1500 2000 2500 3000
Days

El6 TCGA#RE i GPRCSARIA SR AR BTG Z BB 4 77
i3
Figure 6 Overall survival curve of GPRCSA expression in

patients with pancreatic cancer in TCGA database
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Figure 7 Analysis of GPRCSA gene associated protein network diagram, co-expression and Erlotinib resistance
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expression and Erlotinib resistance.
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