





Analysis the prognostic values of solute carrier (SLC) family 39 genes in gastric

Figure 2. mRNA expression of SLC
family 39 genes varied in primary
tumor and in corresponding normal
tissues in GC patients using Uaclan
database. A-N. All solute carrier fam-
ily 39 genes show high expression in
gastric tumor tissues compared with
gastric normal tissues.

for Cancer Genomics (http://www.cbioportal. Oncomine

org/), choose “Stomach Adenocarcinoma (TC-

GA, Provisional)”, and results were shown in the Some mRNA expression level data of SLC fam-
Cancer Types Summary webpage. ily 39 genes (SLC39A4, SLC39A5, SLC39A6,
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Figure 3. OS analysis of SLC
family 39 genes in GC patients
using Kaplan-Meier plotter.
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SLC39A10) in gastric cancer and in corres-
ponding normal tissues were downloaded
from Oncomine (http://www.oncomine.org/).
Choose “Cancer VS. Normal analysis” and
“Gene Summary View”, set p-value = 1E-4, fold
change = 2, data type = mRNA and top 5% gene
rank.

UCSC Xena browser

Different mMRNA expression of SLC family 39
genes in primary STAD (TCGA Stomach Cancer,
n = 591) were performed by UCSC Xena brows-
er (http://xenabrowser.net/), analyzed the data
from the Cancer Genome Atlas (TCGA).

Ualcan database

UALCAN is a web resource which provides a
comprehensive cancer transcriptome data [19]
(http://ualcan.path.uab.edu/). The whole sol-
ute carrier family 39 genes expression at mRNA
level in gastric cancer tissues and in corre-
sponding normal gastric tissues were assessed
by using UALCAN database.

490

& Gene : HR(%5% C1)  pVaue
SLC30A1 - 13704471 00053
sLcas2 : 174141212 11607
SLC3%A3 : 14(11178)  0.0061"
SLCI9A4 : » 144(1.18176)  0.00038*
SLC3045 —an 1.28(099165)  0.061
SLC36 ! 15%121-194)  0.00042*
SLC0AT HH 0.55(046-068)  8e0*
SLC39A8 : '] 1.41(1.141.74) 00016*
SLC3949 i ™ 147(118-184) 000088

SLC38410 F— 1.27(+1.62) 0.046*
SLC39AT 067053085  0.00085"
SLC3BA12 o 117092148 02
SLCHA1 Co—— 1610127205 7.3e05"
SLC9A - ; 0490039062  7.1e-10°
0.0 05 1.0 15 20
FP

Figure 4. The correlation between GC
patients OS, FP (First Progression),
PPS (Post Progression Survival) and
SLC family 39 genes expression.

Kaplan-Meier plotter

In order to assess the potential prognostic
values of SLC family 39 genes in GC, the rela-
tionship between expression level of SLC family
39 genes and survival analysis including OS,
FP, PPS of GC patients were obtained by the
Kaplan-Meier plotter (http://kmplot.com/analy-
sis/index.php?p = service & cancer = gastric).
Next, we further analyzed SLC family 39 genes
prognostic values associated with relatively
clinicopathological features also performed by
this database.

Results

Relative mRNA expression and genetic altera-
tion differences of SLC family 39 genes in GC

To explore the roles of SLC family 39 genes in
GC, genetic alteration data of 14 SLC family 39
genes in GC patients from uBioPortal database
were analyzed. Results showed that mRNA
deregulation was one of the most important
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