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Precise medicine and individualized diagnosis and treatment of bladder cancer

MAO Kaisheng', YAN Hai’ (1. Genetron Health (Beijing) Technology, Co. Ltd., Beijing 102206, China;2. the Pres-
ton Robert Tisch Brain Tumor Center at Duke, Department of Pathology, Duke University Medical Center, Durham,
NC,USA)

[Abstract] Bladder cancer is one of the most common malignant tumors of urinary system. It has been more and more difficult to diag-
nose and treat bladder cancer with old clinical models. Neo-biomarkers and actionable targets emerge with the incoming big data such
as TCGA (the cancer genome atlas), MSK-IMPACT (Memorial Sloan-Kettering-integrated mutation profiling of actionable cancer tar-
gets), and HPA (human protein atlas) etc, providing more sufficient and reliable basis for the precise diagnosis, treatment and prognosis
of bladder cancer. Precision medicine systems based on clinical data and omics information will be applied to the clinic more widely.
More investment from government, lower cost and the constant development in new techniques represented with NGS (next generation
sequencing) and liquid biopsy all make the precision medicine available from bench to bed, which will provide patients with more accu-
rate and effective diagnosis and treatment. Here, we mainly summarize the development of precision medicine and its study and clinical
application in bladder cancer.
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MeE. T XEREEFWITREZALLFM L4
FREEEES Ko TEERENERGHLBKE,
R E i MER AT R W UEIR, TERX—
BArEiey B, g EEAFW RGN A E
STRERMNERZABFFN DT . EFRTHA
HAATHE RN EFANF 5 EWE BT, AR
BRAE X T A0 8 0 B 1 4% A 28 A U T R 2 At XS A B 9]
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ARG EZ-CERBEERAFAENN S T
BB RFRFEFERER, AT A BEE S T
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B & ¥ 89 9% JE &£ F I i (the cancer genome at—
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tium, ICCO X Fr Ry P B E A FF A £ T F £ U
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SNP F& 7| KR Z A FH 40 F (whole genome se-
quencing,WGS)HH £ & By K %, £ H T 30244 2
F 5845 (£ PVRL4,BCL2L1 #1 ZNF703 % ¥ FH 4 & A4
HRARE) 5T AN B 22 NG AT B 4 A
# ILHE 5 (DL CDEN2A R & ik 3 4 % WL, AT% B A
FEAY ) s B4 A 129 ] A A B # A ) F (RNA-
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7 RNA-seq # #& X 3 #£ — 2k LA FGFR3 R % 3/ &8 =
HWOE N REM o F A, & A4 UL FGFR3 -
TCAAC3®E & A R XM E R, WX f R®E UERL
TR g, RUTESFEE 6K EF
4 (ASCO) & L/ A1 B 25 47 LOX0- 101 8 1] £ % NTRX
EHBAREY, TARETEF LS THENL
MARNME, #tX —REHXWE AT
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F A 2013 4, i1 Guo % A 4T Ay o B BB\ % & 3t
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(copy number variation,CNV), PA % i it RNA-seq
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LY, AAEE IR IE 4 M (ciruculating tumor cell,
CTC) . {& *F B 98 DNA(ciruculating tumor DNA,ctDNA)
&, 53 ERYATH PR ERSH I6T T
E%. BERTIABTREEARS, RAZEERE
] A P AR B e BB 4 L. & 2003 45K Bert
Vogelstein % 4547 # & A BEAMing B A™, ¥ AZ BR 46 1]
W B FACE, BT R R R E A T 6 A
IR o B & NGS LA By & & , LLR Safe-seqS B A Y H
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JoE Bt B B b R ReR T o TR R R B A K, KPR
BT E , RIBCH Ry — A 36 % B A B R AR AR,
EL b i A M A A IR b B AR TR R AR AR
FEXRF 4 fF S A FISH Z & R & & 22(nuclear
matrix protein 22,NMP22)% % fb F EX, 1B £ # I £
B _EAT o R AR AT i R R Sk (R 2)™ . 2016 4F van
Kessel %4 & SNaPshot #¢ Methy—PCR 3 A , %t 154 5]
o f B 26 R R L 45 TERT 78 B 7 A B & F 4710
AT R R LU A B B RE 8, & R M SR E 7
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