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SHCBP1: A breast cancer treatment target candidate and potential prognostic marker
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Abstract; To investigate the expression characteristics and prognostic value of SHCBP1 in breast cancer and its
relevant subtypes, the Oncomine, be-GenExMiner v4.2, Kaplan-Meier plotter, GSE41994 | and STRING databases
were used to analyze the mRNA expression level of SHCBP1 in breast cancer patients and its correlation with their
survival rate. Results show that; (1) The mRNA level of SHCBP1 in breast cancer tissues was significantly higher
than that of normal tissue samples, but the expression level of SHCBP1 in breast cancer patients with different
molecular subtypes was different; (2) Increased expression of SHCBP1 might lead to shorter distant metastasis-free
survival (DMFS) and disease-free survival (DFS) of Luminal A subtype; (3) In patients with ER(+), PR(+)
subtype, chemo-adjuvant only, ER (+) with chemo-adjuvant therapy, endocrine therapy-include, and endocrine
therapy-exclude breast cancer, elevated SHCBP1 expression significantly correlated with shorten relapse-free
survival rate (RFS); (4) SHCBP1 and CDC45 mRNA expression levels were positively correlated and SHCBP1
might interact with 10 proteins such as KIF23. Therefore, SHCBP1 may be a promising prognostic indicator and
therapeutic target for breast cancer.
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Analysis Type by Cancer
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Fig.1 The expression of SHCBP1 in breast cancer tissue is significantly higher than that in normal tissue
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Table 1 Relationship between SHCBP1 mRNA expression

and clinical characteristic parameters of breast cancer

Variables mRNA No P-value
Age
<51 - 1329 0.975
=51 - 2 099
Nodal Status
- - 2 401 0.053
+ - 1 480
ER(IHC)
- - 1339 0.000
+ ! 3545
PR(IHC)
- - 771 0.000
+ 1 1212
HER2(IHC)
- - 1409 0.000
+ il 201
Triplr-negative Status
Not - 3 696 0.000
TNBC 1 374
Basal-like Status
Not - 3754 0.000
Basal-like 1016
-7 N T SO L SRR TR No
BRI HEARH
2.2 SHCBP1 EARRSG FIEMIRERE IR
EARE

mPE 1 PR, {#i il be-GenExminer v4.2 #E 47
Welch 38055 , AR AN [7] (4 1 PR BHURRAE | Ll 2% 2 A8
H SHCBP1 WG %K, S5 REW, <51 HHEH>
51 B TR EEZEST(P=0.975), WL
(Nodal status+) %) FL Bt 98 /255 th SHCBP1 mRNA 7K
kL 2k BAPE & (Nodal status-) AH b6 TG B 3 22 5%
(P=0.053), ER(+)(P=0.000) . PR(+)(P=
0.000) 5 SHCBP1 mRNA FikEMAHE (WFE 1),
I, 5 HER2( -) & A kb, SHCBP1 mRNA /K37
HER2(+) B E P RIAHm (P=0.000) (W& 1), H
8] bk K W, 78 = VL5 (TNBC) Hr, SHCBP1
mRNA 3£ 5 i 2% & T 3F TNBC (P=0.000) , ifi 7¢
Basal-like 7%t SHCBP1 mRNA 323k i 2 5 T HiAth
WAL (P=0.000) (W3R 1), 78455 F W5 53 #7 v,
SHCBP1 1t HER-2 WV % Fl Basal-like V. %Y v (i) 6 ik
A2 = T HL IR A Luminal A VY F luminal B 3 %Y
( Dunnett-Tukey-Kramer’ s test, P=0.000) ( WL/ 2a) ,
MRS T IS H8 50 (NPL) 434, NPT 7K P8
SHCBP1 1#) mRNA F3iAH = (P=0.000) (WKl 2b)
TF Scarff Bloom&Richardson 73245 #E (SBR) A7, SBR
Iy , SHCBP1 mRNA 7K 75 (P =0.000) (WL
Kl 2¢) .
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Fig. 2 SHCBP1 expression in breast
cancer patients with different molecular subtypes

% 18 4



551 3] BURFPT , 45 : SHCBP1 - FLIRRE 1R 7 (o HE S o5 M A TS AR 5 )
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expression have shorter DMFS, especially
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Fig.4 Patients with Luminal A subtype of breast cancer with high expression of SHCBP1 have a short DFS
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Oncomine 43 H7 SHCBP1 WL FRIRER , K
CDC45 5 SHCBP1 W3 EM K (WK 6a), B A
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