The 27-gene 10 score is associated with molecular features and response to
iImmune checkpoint inhibitors (ICIs) in patients with gastric cancer
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Introduction Aim
) To demonstrate that the 27 gene IO score, a TIME
® '. Patients more likely classifier, is associated with the existing molecular

t t . - . .
' ' Lles ki markers of gastric cancer and with objective
— response to ICI therapy in a clinical cohort.
22 Patients less likely to
' ' respond to ICIs

Methods
Response to ICIs

« RNA-seq expression data was obtained from
3 independent cohorts including TCGA (STAD),
ACRG (GSE84437, GSE84426), and a clinical
cohort with ICI response data (PRJEB25780,

« Gastric cancer (GC) is the 3rd leading cause of
cancer-related death worldwide.

A variety of biomarkers have been used to identify
patients most likely to benefit from ICI therapies
such as high PD-L1 expression, MSI-high, Epstein
Barr virus (EBV) positive, or TMB high.

» ICIs + chemo have recently been approved as a

first line treatment in advanced GC for patients
with CPS> 5%.

« Among GCs, there is extensive molecular
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Molecular Classifier

Known biomarkers associated
with treatment outcome

F

GC Patients 27-gene 10 score

Table 1: Cohort Characteristics of TCGA and ACRG
TCGA(STAD)

Table 4: Response status
by molecular feature

Table 3: Molecular features associated with I0

ACRG score in a clinical cohort

heterogeneity, tumor immune microenvironments
(TIME), and patient factors that may be
associated with outcomes

» Despite these potential biomarkers, most patients
with advanced GC do not respond to ICI
treatment.
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EBV
Posttive

N

10'
n (%)

4 (80%)

IO
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p=0.15
1 (20%)

Negative

15 (37%)

2 (63%)

Missing
MSI

6 (43%)

8 (57%)
p=0.79

Feature

MSI type
MSI

Res
CR/PR

21 (60%)

8 (40%)

MSS

Posttive

7 (18%)

13 (529%)

32 (82%)

12 (48%)
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* The 27 gene IO algorithm was applied to all
available patient data to derive IO scores

» Fisher’s exact test was used to examine the
associations between 10 score and clinical
features and molecular subtypes.
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« In TCGA, IO score was associated with the
molecular features EBV, MSI, TMB, and PD-L1
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