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[ Abstract ] Background and objective It was believed that immunoglobulin G (IgG) was synthesized
only by B cells. However, in recent years, researchers have found that a variety of cancer cells can also synthesize
IgG (cancer-IgG) which promote the development of tumors. This study analyzed the expression and clinical
significance of cancer-IgG in non-small cell lung cancer (NSCLC), and initially explored its mechanism. Meth-
ods The expression of IgG1 heavy chain gamma 1 (IGHG1) and cancer-IgG were detected by bioinformatics
and immunohistochemistry in NSCLC; The gene set enrichment analysis (GSEA) method was used to explore
the signaling pathways involved in IGHG1 regulation. Results The expression level of cancer-IgG in NSCLC
was significantly higher than that in normal tissues. The high expression group had a poor prognosis and was as-
sociated with clinical stage (P=0.042), T stage (P=0.044) and metastasis (P=0.007). GSEA analysis showed that
IGHG1 was associated with cell adhesion, cytokine interaction and chemokine signaling pathway. Conclusion
High expression of cancer-IgG in NSCLC is a poor prognosis factor, which may be related to the promotion of
tumor invasion and metastasis.
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% 1 RP215ZENSCLCHEIRIE R IGRFFIE ST

Tab 1 Association between RP215 expression and clinicopathological features of lung cancer patients

Characteristics Number of cases (%) RP215 P
Low High

Age (yr) 0.729
=60 26 (36.1) 8 18
<60 46 (63.9) 16 30

Gender 1.000
Male 54 (75.0) 20 34
Female 18 (25.0) 6 12

Pathological type 0.632
Squamous 44 (61.1) 17 27
Adenocarcinoma 28 (38.9) 9 19

Clinical stage 0.042
I 20 (27.8) 9 1
I 12 (16.7) 6 6
1 24 (33.3) 10 14
v 16 (22.2) 1 15

T classification 0.044
T 12(16.7) 8 4
T2 34 (47.2) 9 25
T3 26 (36.1) 9 17

N classification 0.594
NO 36 (50.0) 15 21
N1 10 (13.9) 4 6
N2 14 (19.4) 3 1
N3 12 (16.7) 4 8

Metastasis 0.007
No 56 (77.8) 24 32
Yes 16 (22.2) 1 15

NSCLC: non-small cell lung cancer.
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B 2 IGHGIZENSCLCHIIRIEEREE SRR, EGEOHIEEGSE33532 (A) FTCGA+GTEXHERE (B) HIGHGIENSCLCHHMRIEZEES TE
EAHELR (P<0.01) . #EGSE30219%#E& (C) FKaplan-Meier Plotter (D) HEINSCLCHIRHITEFMEN, IGHGISRIEMNBEFREZEETIR
RIEMEE,

Fig 2 IGHG1 expression in NSCLC and its correlation with prognosis. The expression of IGHG1 in NSCLC was significantly higher than that in normal

lung tissues (P<0.01) in GSE33532 (A) and TCGA+GTEx datasets (B); In the GSE30219 (C) and Kaplan-Meier Plotter (D) NSCLC with high expression of

IGHG1 had significantly worse prognosis than with Iomprﬁ D D D D
www.lungca.org
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Fig 3 The immunohistochemistry staining results of cancer-IgG in NSCLC and Kaplan-Meier survival analysis. The expression of cancer-IgG in NSCLC
with negative (A). weak positive (B), moderate positive (C) and strong positive (D); E: The survival of patients with high expression of cancer-lgG in

NSCLC was significantly lower than patients with low expression.
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