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Introduction

Figure 2. Gene Ontology (GO) of the genes present in the coexpression modules related to
Lauren's classification. A) GO of Turquoise, B) Blue and C)Red

Lauren's histological
classification is an important
prognostic factor in Gastric Cancer
(GC) patients undergoing
gastrectomy. However, the
molecular characteristics of the
% subtypes of this histologic
Intestinal Diffuse classification are unclear.

A

Thus, there is a search for new
biomarkers that may be useful in

hd The genes in Turquoise are
the clinical practice of GC.

involved in the process of
Protein Synthesis, those in
Blue participate of
Transcription and those in
Red are responsible for

Biological networks analysis of gene expression patterns might lead to the
discovery of putative "hubs" genes (biomarkers), supposed to have important
roles in cancer occurrence and consequences. L

T Cellular Invasion.
Figure 3. Heatmap of hub gene expression
.
Tipo ] woat
M Diffuse l L %ﬂz
B Intestinal e l iy
= =
- e
= - = T
Q 0z | =
k [ Sitie
41 Gastric 5 e
Tumor Sampl lllumin B3 e
umor Samples MRNA S umina [ ¥ i
isolation ey e
Platform AR [RR R
\ / Patients
Y
. The expression of genes in the Turquoise group discriminate the
. . Intestinal subtype
. . WGCNA Analysis However, the expression of the hub genes in Blue and Red

) seems to be similar in both Lauren's subtypes
(@) @) (@] _—»  Expression yp
® Q Analysis
. Survival Analysis
. . . Figure 4. Expression of the hub genes impacts overall survival of GC patients. Example hub

genes with impact on OS in A) Turquoise, B) Blue and C) Red.
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Three gene coexpression clusters were identified in the network: 8 o prognosis
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Conclusions

‘ The hub genes identified in the modules are associated with biological pathways which are important for the histological and functional characteristics of
Lauren's subtypes;
Turquoise hub genes are overexpressed in the Intestinal subtype, thus these genes may be related to the development of this subtype;
The hub genes in module Turquoise are related to the prognosis of GC patients;
Although the genes in Blue and Red are not expressed in a single subtype, they have an impact on the overall survival of patients with GC.
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