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WE B wA AW R T T kg h R & G (THBS) Rx& M i 5 B ey % 7, Tm B &
BT W RTUG # e AR &M, 7% 35 A ONCOMINE , GEPIA KM —plotter % cBioPortal % %t 3% & %
THBS K% £ B J& ¥ 69 mRNA F A K-F R FAG £ A F AT 94,420 GeneMANIA & DAVID #4345 &
2t THBS F k69 ik B A& BAT A7, 4R 5 Ew 202048 6, THBS1/THBS2/THBS3 £ ¥ &
P i) mRNA ik K-F i, B 48 5% M % % 22 o 41 THBS2/THBS3/THBSS5 # & ikt 0L 5 5% 32 o
1 AL A A8 &P KAk THBS2/THBS3/THBS4/THBSS 2% 2 7K -F THBSI ¢ 5 J8% & & it B A& 5 %
A A F(0S), #5# . THBS1/THBS2/THBS3 T 4t 2 'K & & 45 £ 76 J7 849 % /£ B 47, THBS2/THBS3/
THBS4/THBS5 T 1E A B & FUs # b9 Ax &40,
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Bioinformatics mining of THBS family gene expression data in

renal carcinoma”
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University of South China, Hengyang 421001 ; 2. Dept. of Ultrasound Medicine, the Second Affiliated
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Abstract Objective: To investigate the relationship between thrombospondin ( THBS) family and renal
carcinoma by bioinformatics, predicting new biomarkers for the treatment, diagnosis and prognosis.
Methods: ONCOMINE, GEPIA, KM -plotter and cBioPortal databases were used to analyze the mRNA
expression level and prognostic survival rate of THBS family in renal cancer. GeneMANIA and DAVID

database were used to analyze the function and biological pathway of THBS family. Results; THBS1/
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THBS2/THBS3 mRNA expression had been found down-regulated in renal carcinoma compared to normal
tissues, and THBS2/THBS3/THBS4/THBSS expression was correlated with pathological stage of renal
carcinoma. Patients with low levels of THBS2/THBS3/THBS4/THBS5 or high levels of THBS1 were
expected to have higher overall survival (0S). Conclusion; THBS1/THBS2/THBS3 may be a potential

target for precise treatment for patients with renal carcinoma, and THBS2/THBS3/THBS4/THBSS can be

used as a new biomarker for the prognosis of renal cancer.

Keywords: thrombospondin; renal carcinoma; bioinformatics

IMiL/INKR 52 17 2 1 ( thrombospondin, THBS ) Z 14
200 5 4 L 4 5 R O A AR . THBS K
WA S A, IR ZS R R 5y o =R AR A A
(THBS1 H1 THBS2) FlH. 2R {A& B W41 (THBS3 ,THBS4
FTHBSS) . Horfr THBSS thFR A 4 28 B L i 8 1
(cartilage oligomeric matrix protein, COMP) , X 4£45
SRS 5 AR L A i G5 NO-cGMP R
H ) 2R R AR A TOF-B 1 b it 2 it 5%
ol 200 JH0 2 T 2 11 PR G 06 0 e B A )5 4
e Rt A R Y 4 SUMOR B R A 2 A TR
TR I AE AR PR 22 T S A 2 I A AR 3R
B THBS S5 Mg i A8 A 4 & SR 434k vh 4y 13
FEWMRHEE MO

' 4411 Bl 95 ( renal cell carcinoma, RCC ) 455 ¥ 43 7
FEr Ry =2, BV 3% U] 40 i 9 (clear cell RCC,
ccRCC) , ' FL. 3 R 4 e 98 ( papillary RCC, pRCC),
16 (2,5 40 Ji9 98 ( chromophobe RCC, ¢hRCC) , 43 %)
e 75% ~80% . 10% ~ 15% 1 6% ~ 11 %, B 4t i s
(8 995 3 — ELAERG N, OF HLW P A 305 i R B R A
FET R AN BEE B IE R LS L,
2 THBST 433k /b | [7] A 325 B 440 983 il 457 P
H K A F (vascular endothelial growth factor, VEGF)
SR, AR HE T A0 e A 2R . B AT,
THBS Z AR 51 15 B 988 B DG 1 A T i, 1810t
B IIZ R S A T — 0 R, R AE R
SRR X THBS ZHETE B i v i) 2 3K 17 1 K 13
JEHEAT AT, LRSI T2 W RS HEIG YT X 0005 B
bR, SR B B 1 R S W | AR B o s 5
AIBET 2% R T B i BB 3 TS A AR I 43 0T, Ry i IR

- 30 -

LW 36T R UG BRI TR BRI

1 Ak
1.1 THBS ZEEBEHNREKERMEERFR
Vaxil

it FH 7R 2RI E T4 51 £ 32 ONCOMINE ( www.
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1.2 THBS KEHIEER EMREN 2 R
GeneMANIA ( http ://www. genemania.org ) $&ft " — 2.1 THBS XKRESEHHERKE
N AEH UG SR AL R 2 2R A B AR R Dy iE HRi, THBS % & i 5 4 i 5 41 i, % H

BUE™ . RH GeneMANIA 733 THBS ZIEA A MY ONCOMINE ¥ 2 % THBS S0 19 4 i 5 7E S [Fl
HIRAR RIS N Z M R 28 0GR I8 0 T ARAE i b 5 T 3 49U 6 K SEEAT LA AT
THBS ZKRHYIRE, K H DAVID % (hups://david. 7 Jones 251 Cuteliffe 2" Yusenko 25 $ 4
nciferf. gov/ ) # 47 T 7% F 2 fig (molecular functions, H L SIEH B 44U e, THBS1/THBS2/THBS3 1E4%
MF) 40 2 (biological processes, BP) MANKLIAY i s 2352 I, THBS4/ THBSS A1 X 44
(cellular components, CC) Y GO BT FFIiE P<O. kst F 1),

05,8317 T KEGG BT,
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THBS Z % AL (Eg oS R o g = A AR AL P '
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B LSRN vs TEH L -2.265 7.32E-5 -4.582
THBS2 et B M vs IEH 1Y -2.346 1.30E-8 -11.647
THBS3 B R LRI vs IR FFZH 4 -2.550 5.48E-7 -12.230

THBS4 NA NA NA NA
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