h flBE % e &
Medical Journal of Peking Union Medical College Hospital

- BRI -

BEEEOCIRZEHFTEEZE:. NEXRZEIAITREES

£ &', Iy, KB, 77, KFG

R BEERERE U B R AUt RE O NRE 2 R RS L, dEaT 100730
WEEE . kT8 HIE: 010-69155068, E-mail; zhangshuyang2018@ 126.com

[FZ] JE RO HUR A BEAE R — K28R W R N s AR O LB S, W4k R T, w0 . Ry, HOIR
NRINBETCHE SR, IR PR I2 W B A2 e B T il O UL 3 LA 1 T A 2 *’Jﬁiﬂﬁﬁj’%ﬁ myik, AR, R LR E
PEaiEr kO R HEEBWIEAR NS, THER PR %ﬁﬂﬁuﬁﬂx(@t%ﬂﬁa&bﬁﬁﬁ% %ﬁjﬂﬁﬁk%uﬂﬂ
W RE A BB Wi AR BN AR R IR TR . BT, B A R AL B 2 rhu o RER B IR RIS Wik 2, A T 35
PG S IBAE 0T, TR R ORI N FE 0 g (8 SR WEE 2 E R, I MRS MR 44 #T %Hmﬁ
BRI R | L= A A,

[XBIA] FEMEONR; WRER; SPER; KifkES

[FEISZEE] R445; R542.2 [ XEktRER] A [XEHS] 1674-9081(2019)01-0006-05

DOI: 10.3969/]. issn. 1674-9081. 2019. 01. 002

New Clinical Diagnostic Pathway of Primary Cardiomyopathy: from High-resolution
Imaging to Molecular Precision Medicine

WU Wei', WANG Yi-ning®, DAI Jing-wen®, JIN Zheng-yu®, ZHANG Shu-yang'

'Department of Cardiology, >Department of Radiology, *Center for Rare Diseases Research, Peking Union Medical College
Hospital, Chinese Academy of Medical Sciences & Peking Union Medical College, Beijing 100730, China

Corresponding author; ZHANG Shu-yang Tel; 86-10-69155068, E-mail: zhangshuyang2018@ 126.com

[ Abstract] Primary cardiomyopathies were previously defined as primary myocardial disorders of unknown
causes, in which the secondary effect of ischemia, hypertension, diabetes, and hyperthyroidism, etc. was exclu-
ded. The clinical diagnostic pathway was limited to describing the structural and functional abnormalities, such as
dilatation, hypertrophy, restrictive cardiomyopathies, and systolic or diastolic heart failure. With the progression
of diagnostic techniques, especially of high-resolution imaging and molecular precision medicine, the previous
definition and pathway cannot satisfy clinical demands. Accordingly, large medical centers with sufficient equip-
ment should adopt a new clinical diagnostic pathway including high-resolution imaging and genetic analysis in the
new era, which would supply more precise information of cardiac images and particular genetic abnormalities. This
new pathway will greatly help the radiomics analysis, gene therapy, the development of targeted drugs, and genet-
ic counseling for patients with cardiomyopathies.
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