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Abstract

Accurate diagnosis and prognostic assessment of prostate cancer are of paramount importance in
optimizing treatment regimens and ameliorating patient outcomes. The advent of radiomics and
multi-omics technologies has bestowed novel vistas upon prostate cancer research. Radiomics
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facilitates the visualization of intratumoral heterogeneity and unearths the latent prognostic bio-
logical information within imaging images via high-throughput extraction of quantitative features
therefrom. Multi-omics technologies, by integrating multi-dimensional data including genomics,
transcriptomics, proteomics, and metabolomics, furnish the feasibility for comprehensive cancer
analysis and precision therapeutics. This review centers on the extant research panorama of radi-
omics and multi-omics within the domain of prostate cancer, delves into the disputes and hurdles
extant in pertinent research, and prognosticates the forthcoming developmental trajectories.
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32. ZEFHW|HNAE

3.2.1. XML R BIEMLE

TEZ M HAR AR, R A [ 20 22 500 2 TR AR DG B A R 5 i . I e o e 1 A
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2) BERIEE L. P FAS A 2H 22 500 A o AR, SR 5K 2 AR GO 2R A AL . N, Ogbonnaya
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7] 22 20 2 AR I T 5 v 23 i B B A DS T A B R, 8o T BRI ORS00 S 4 i, s iR T RN
FVAIT SRt 7 BT 5T 7 1A . Bian Z5[50]38 1 scRNA-seq. 75 ()8 40 24 A1l ATAC-seq, %5 H LU SOX9
MK AR FIX HRFAE FE AR S AN AR B, 3 Bk L 20 i 75 57 2 e 0t Je vp L VR . I 41 A
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4.2. FERBF

B OH 2R AR BE RS AE TS JE DR 2 IR 2% A0 mRNA Rk 3h4%, JHAE PR AR ) B S Y
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SATILIEREA, KB AT H 81 51 B9 -5 8312 Wi . Giunchi 1 Gomez-Cebrian 2£[70] [71]f 58 &K L
AT A AR L ZE R T AZ PR A TCA IS A B 25, R T i is R A R A4k, A
ROH IR IT SRS SRAE T 5 A . BeAh,  FRIBAIETAL 22 M IE W LE 5 80 B (032 W R 305 A o B B B4y
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