PP SR T AR 20254F 11 H 20 HEE 25855 118 Journal of Neuroscience and Mental Health, November 20, 2025, Vol.25, No.11

A B 5 &5 4B A0 S AR A L IR PRIE R i AR

R ERE FRkk EALE FR

300308 REWIEK S AT EELLET FARAFHILERIR, F4); 300052 KEZEFK F
B ERAY 2N KA 2R F AT (el oA ) 510282 5 M, dy i BA K
ZRIT R Be AP 2 SPFH(FR k)

BIEAEH . B3, Email: jie.li@proteint.com; B A& % , Email : kang97061@tmu.edu.cn

DOI: 10.3969/j.issn.1009-6574.2025.11.001

(FEE ] MR IR 24 oy 4 i o i 1) 809% , FLRZB VSR . TG 22, A I RIS ok T B KBk
W0 ABGUAG SIS DAL L I 2 1 g A A S BTV AN . A A G IR st R
JIRAH AL AE) 438 KU 432 By 81 2 R W R (4t T A5 0 Ay, DT IS8 1 0y 7 o Ak o =7
SR 1) fi FSE FC 982 e PRI, FH PR Ao R, AR AL B8 S5 L U800, | 3857 R A — L Bl A 5 T e
PEAJE LA S AN 52 23 48 SR i A DA A58 552 ) RAT LAl JFC 7% . 30 FB1 08 i Jse TR R Y1297 1) S B e
SAGE A AR I ) SCHE 5 R B, SR IE R O RE AR SR 2 | s S TR, g 2 AR (166 PR
FHAR AR SR,

[ K8BiR ] Mo ; KW, Z41%;  beifE

EEWE: | R4 H &SR & 41 (2023B1111020008)

Multi-omics testing and standardized clinical sample delivery process for glioma Zhao Na,
Cui Xiaoteng , Guo Hongbo, Kang Chunsheng , Li Jie
Tianjin Key Laboratory of Clinical Multi-omics, Proteomics Research Laboratory, Tianjin 300308, China
(Zhao N, Li ]); Department of Neurosurgery, Tianjin Medical University General Hospital, Tianjin Institute of
Neurology, Tianjin 300052, China (Cui XT, Kang CS); Department of Neurosurgery, Zhujiang Hospital of
Southern Medical University, Guangzhou 510282, China (Guo HB)
Corresponding authors: Li Jie, Email : jie.li@proteint.com; Kang Chunsheng, Email : kang97061@tmu.edu.cn

[ Abstract ] Gliomas account for approximately 80% of all malignant intracranial tumors, with strong
invasiveness and poor prognosis, posing significant challenges to clinical diagnosis and treatment. Traditional
imaging and pathological grading often prove inadequate in addressing the significant intra- and intertumoral
heterogeneity. Multi-omics (such as genomics, transcriptomics, proteomics, metabolomics) provide an integrated
perspective for subtyping, risk stratification, and efficacy/recurrence monitoring, thereby accelerating the
translation of novel therapies and precision medicine strategies into clinical applications for gliomas. However,
challenges such as batch effects in sample preprocessing, inconsistent cross-platform standards, insufficient
data integration and interpretability, and the integration of complex results into clinical pathways continue to
hinder its implementation. This paper summarizes the key value and limitations of multi-omics testing in the
practical context of precision diagnosis and treatment for gliomas, emphasizes standardized sample delivery,
quality control, and reporting processes, providing guidance and recommendations for the clinical application of
multi-omics testing.

[ Key words ] Glioma; Accurate diagnosis; Multiomics;  Standards
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