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@ Evaluate ex vivo
drug responses

@ Treat with

matched drugs ‘

=

@ Establish patient-

sequencing

derived tumour model

Limitations of

« Most genomic drivers are not (yet)
clinically actionable

« Only a subset of tumours harbour genomic
features that can be used to guide therapy
selection

« Genomics does not reflect all aspects of
tumour biology

« Genomics is insufficient to understand all
cancer phenotypes and vulnerabilities

« Clinical success of genomics-based targeted
therapies may be context-dependent
or lineage-dependent

* Genomic biomarkers are unavailable for
many treatments (such as chemotherapies)

« Patient-derived tumour models reflect
aspects of tumour biology beyond

logy
« Functional assays might predict drug
sensitivity for therapeutics without genomic

« Functional assays might guide the selection
of personalized combination therapies

ing toxicity

« Functional assays need clinical-grade

Advantages genomics biomarkers
« Drug sensitivity can be tested within the
patient-specific (epi)genetic background
Clinical goals Predicting resp Over g
« The percentage of patients with an assay
Current that is suitable for drug testing requires standardization
limitations improvement

« Assay turnaround time, specifically for
PDOs, currently limits clinical utility

« Larger, prospective clinical trials are
needed to establish clinical value

PR 1 DA (R0 38 S B g iR R o B2y T

Fig. 1 Genomics-based precision oncology to functional precision oncology'™
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form tumor models functional characterization
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CTCs refer to tumor cells present
in the peripheral blood of cancer
patients, which are sorted and
cultured for genetic typing and
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Tumor tissue is dissociated into single
cells, and corresponding growth
factors are added to form a tumor
model that includes both tumor and
microenvironment cells through self-
assembly

Tumor stem cells and other related
cell types are sorted and classified,
and induced to form tumor
organoid models

2-3 weeks

Not commercialized

85%

>80%

Upregulation of growth and
proliferation signals, and with
downregulation of
immune/circulatory system

Yes

Yes

Partially retained

Pl 2 o R ) R G T o A A
Fig. 2 Primary tumor models for phenotype function testing'™"”
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Limitations of Gene Sequencing and Traditional Phenotypic Functional Testing

Gene Sequencing

% Numerous unknown genetic mutations and epigenetics
% Limited understanding of the functional consequences of

massive mutations in tumors

X

Static and limited sequencing results cannot accurately
characterize the dynamically complex process of tumor

microevolution

X

Inapplicable to the most commonly used chemotherapy

Traditional Phenotypic Functional Testing

% High sample demand

% Difficult to identify cellular composition in the tumor
microenvironment (TME)

% Inability to perform cell interaction analysis

% Difficult to analyze target protein distribution and content

% Inability to observe and analyze pharmacokinetics and
pharmacodynamics

% Inability to analyze molecular characteristics such as gene copy
number and expression changes

% Inability to provide metabolomics information

Detection based on optical microscopy imaging offers high-content investigation and analysis

High-throughput
Analysis with
Limited Samples

Insight into
the TME

Pharmacokinetics

pharmacodynamics

Gene expression
and copy
number

Metabolism and
proteomics

_________________________________________________

Optical microscopy imaging is powerful for precision oncology analysis and
detection

3 Tl W AORAR ) B G T R T (I 5

Fig. 3 Advantages of tumor precision medicine based on optical microscopy imaging phenotype detection
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Fig.4 Multiplex immunofluorescence (mIF) imaging provides in-depth exploration of the tumor microenvironment and cell-cell
interactions. (a) Multiplex immunofluorescence meets the needs of tumor spatial biology research at different research stages”;
(b) biomarkers can be identified in the tumor microenvironment through multiplex immunofluorescence imaging to predict
responses to immunotherapy™; (c) assessment of PD-L1 co-expression in breast cancer tissue microarrays (TMA) by multiplex
immunofluorescence is significant for predicting responses to immune checkpoint inhibitor therapy™’, with scale bar of 200 pum;
(d) 9-color composite images presented by multiplex immunofluorescence provide a powerful tool for studying cell interactions

and the tumor microenvironment””, with scale bar of 100 pm
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K5 B A2 BSR4 7 MR A8 B9 259 1 BUR L . (a) 56 T2k B NAD(P)H B 5O i B R 26 54T 40 i A28 48 5 K -F 1Y 25
Yy BB RN AR A 400 pm s (b) WU 96 5l A Xoh 2 APUAE AR e g D 26 1 4 32 8 3R 1 2 9 Ol ARG T T L T
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Y 5 i 2 LR % 16 B Al I K - B X AR IR AE S PR T LI R R 50 pm

Fig.5 Autofluorescence microscopy reveals drug intervention responses in tumor cells. (a) Detecting drug sensitivity at the cellular and
organoid levels based on autofluorescence from the reduced form of NAD(P)H"", with scale bar of 400 um; (b) two-photon
fluorescence microscopy for detecting collagen, lipofuscin, and flavin autofluorescence in tissue models can predict tumor
responses to chemotherapy and immunotherapy””, with scale bar of 24 pum; (¢) obtaining lipofuscin autofluorescence lifetime
parameter through two-photon fluorescence imaging and fluorescence lifetime imaging (FLLIM) techniques can distinguish

between apoptosis and necrosis in individual cell level™, with scale bar of 50 pm
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Fig. 6

Fluorescence in situ hybridization (FISH) imaging detects biomarkers for targeted therapy and related tumor molecular

characteristics. (a) Amplification patterns of the oncogene MET can be distinguished using fluorescence in situ hybridization

1(

technology to analyze the relationship between this gene amplification pattern and tumor biological behavior””; (b) fluorescence

in situ hybridization microscopy can detect and analyze genetic abnormalities such as rearrangements, fusions, amplifications,

and deletions in various tumor tissues including lung cancer, gliomas, and breast cancer
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Fig.7 Second harmonic generation (SHG) microscopy reveals information about extracellular matrix components such as collagen to

elucidate tumor staging and metastatic potential. (a) SHG microscopy images illustrate that, compared to proliferating tumor

cells, dormant tumor cells have a lower degree of linear alignment and higher directionalality of extracellular matrix collagen

fibers""”, scale bar: 100 pm; (b) SHG-based microscopy image reveals that in situ tumors with a propensity for metastasis have a

significantly higher area of type I collagen (Coll) than subcutaneous tumors with less metastatic potential, and this distinction is

107 scale bar: 60 pm; (c) SHG images of normal tissue, adjacent normal

more pronounced in the normoxic regions of the tumors
tissue, malignant tissue without metastasis, and malignant tissue with metastasis show that as the malignancy of the tumor

increases, the aspect ratio of the fibers increases significantly!"”, scale bar: 60 pm

JB LT AEFEAT T o0 AT AR TR RUET 4k 4 402 e 5
W) Ff S o B 5 1, 6 935 e 5 40 D ) 2 2% R 97 2 200 JiE 1Y

BEAN , BE R K2 1Y Eliceirt 20452 A Bl — ki
W e X LR g I R RN 4 L g S PR 2 LY

0907004-9



E 514 F9HI/2024 £ 5 B/ E#N

LS 8s

T . Bian #0482 A AR R 008 I IO 1R B R
WFSE T 9 SRR B v e 52T o 114 A Ak K H: 5 T 1 6
R 25 B DA Y K B B AT DU SR W o
JE WA S48 bR o BT R K240 Best 28R IR
I RS RS T A (RCC) R i £F
Y 2V HES , BRI T H S R o R A e L
TR I 2 4 1 95 B AN HE S AE A A 43 2 iy RCC
T T W E 2SR XA BT R4 g
WERGR . A, R A AT 5 =g (THG) & £
T & 98 6 (2PEF /3PEF ) & iifg 7 B 454, $afit
HEE N MEAL R E R . Bl 856 kS
U B AR T LAGE R R R 25 4 F DNA R TE
B 1 G 2 BT, S B R B RTAR A o 2 EEOS ATE B
JE R AU AR AR T 5 & Ar i (HEE 5 B 43 ) — 3
B Jib R o B G iR R4S T A0 A B 2 I S i A
b T SR
3.5 MHETFHESHE S (CRS)BRIK %

B 5 624 H AR AN B 2 2, L 22 7 G0 058 e o Ao
6 I A7 2% 32 R AR 3R 1 I SO A A R B A AR R B
SEWFSE R BT B SR, 3T AL M WA RAEAE
— B R BRI 40 - B bRid T B A 2 T 40 i
B IE R AR B 2R W B R AR R i kT
fifi Z BRAE A 0] 7= AR RS 5 2 BRI 0E ok
BE A A7 76 19 6B P B 42 R ) T R AR ) s ) R 2% 5 AR
Z W E I EHARY , W0 40 P 60 R 28 R R 25 /N 4y
T OMELL SR TC R e S A bR IiE . A R B2 B AT
B AR i HEAT AT AT Ak 2 52O bRl & — R T TR
AR T vk, 16 T A P e A0 i A 4 4R AR A T
fiE 0% 52 BH /&5 25 (8] 43 B R U ROE e fR Bt A T IR B W 4R
8015 B, AT LUK 43 AS [ 9k =7 5 4y 1 454, 764y 1
WA A i B A AR K E ", A kP
PO A5 H B R a0 SR AR I L AR
J A2 PR eI A 3 i B ) T A PR A A2 T 4
B o

5 A &P 80— AT P2 EU (CRS)
Oy TR S AE R A% B9 AL (0 e T DL s R ot
2 RN BT B I S R B R DT B R AR
AR R GEE . AT H = B E A A T T IE
v TP S HU (CARS) 5 2 47 2 #U0F (SRS) i i
AR A . CARS AR £ R T+ 1982 48 i AE T 3¢ [+ g
TS A AR T CARS 2 2 b 59 B, 7 BR O AT
283 o 1R AR B 4 R e g™ Ak i CARS
FoAEIEIRE R T, b T gt ] 8, s
b K 2 Y B A R B4 7E 2008 4F HE T SRS £
AR, SRS B —F T 2SR AR . fEZH
A, WA R 2% 5 R A T B R Bl A R DL A R
6 (ZR 3 6 A i 46 5 30706 ) 38 3 52 O R SE BB 2
SR A &R RO T S oy AR Bh 2 E
LR 6 B 2 e, 2 IO AR T 4G SE Bk R E k&

A A AR 5 oy T B R Bl 1 AR Ak 43 i) R 32 B 2 4
%5 (SRG) Ml 32 J 4 2 B FE (SRL) , 2R J5 XF SRG/SRL
AT R, SRR o AR B A 5y T
JLPRFFAE AP A2 AL 4R S0 T80, RO ASE AE
5 A &2 —5, I H AT LG o4 7 R g IR 500
2 AR T o R AR R R 10~ 10° 4%, 7
A=A T B R B T P Ak 52 R e B S A BE O R
PR A AL 24 A5 BUBAZ , 78 I IR A o 2= 7 A o I LA
BRI

2020 4F , 35 [ fin M B T 2% Bg 9 Wei H AU F)
SRS AR B AR B GT T 4% A5 1 BE 60 2R R A A 1 AR
WHRRAE o A AT SRS B2 AR XF & €8 22 50 5 48 i 1) 1R
WY AT T BB RN S WG, L E T O R 40 A R AR AR
U 25 5, IR AT T X e 2 S S IR T R A A %
SR KR, WE 8(a) Fin . A& N5 i i A ik
AR AT AR Ry P 2R R 2 W e 55 1 B TR AR AE 5 A ik
[i1) 72 5T 44 Ji vh i B B AN AR RN B2 5 BRAF 10 19 [ A
HEBAT Ko MATHE SRS WAL 45 2R 5 15 ot 41 2% i 5
2R ah AR SR AT AT, R T 3T RS R AR O U s
WEIRIT I A2 o SRS HUAR H AR W] 45 75 20241 A 1 £ 344
S M O T R AR A A0 B R B S R AR T
FEAAHEBEZ L., Z TAERI T SRS B MUK 4
A i 9 R o B 7 I 5T v B g AR ) O E TR RN 56
TIE 25 1) R0 LA R A At S O 1 DA e S B AR
254 1 45 TR HORE

3 2k % TR 24 i 9 A A AR EE g R 3R T AT F
¢, W K 2 A B kOB 0 R A 4 R SRS B
AR AR & BT H ST 25 A B e AR B B AR
Ak, a3 B 75 Ak A 355 B B B2 (F A 55 BUCAY 388 i LA & 4 45
Y 5 IBCHUME U5 A B AR B 2 o X — R B3R B O
21 it DA 7 75 R B4 A BRI B R QA AR R B T TR
WORE o PR T — A AR T, B A b
AT A= R0 g 1R 48 A LU (B Cln 181 8 (b) 7R ) o 1% 48
5 01 5L 9 0 M X B0 28 25 1 B T 2 K P A R 1 A
K, LT SRS BLAG e A I B 2 24 ) T 2 1)
A1 T Ah iR R SRS i m AR B AR F
%7 B S T 40 (CSCs) By AL R 1E |, 45 3R B s .
55 Ak U1 B9 T 40 A tL L B0 S5 T 40 i BT 3
TR A AR R B T R K SF- o 3 2R B AS A0 RN B 7 R T BE
2 O L9 T 20 B A AR AR R L O R Bl T R 9 2
PSR E T A — R SR IT R R R BT
SERN - E R L R i R VNG Al | R AR T U g
A B, Bardhan 2 #2 I AL F H B 2 S8 A% 1
M T KRAS 2848 (19 25 B W 9 (CRC)HCT116 41 il 7€
25 VR R A OGS AR A8 Ak, IF R AR S B T
W Y6 7 SN B 48 b o BFSE & B, HCT 116 48 ffd % 78
ZERPL(CTX) X P — A 7 25 9 HA | pi ik, =
5 F 7 R COXO) #E 17 40 i 5 Ak vT L 5 iR 3k Fof
Uk o ST A8 G ORI G R Y AR S AE T AR A

0907004-10



B LR IR

E 514 F9HI/2024 £ 5 B/HhE#N

SRR B O G e R A g o110 - O E = I N S e (VA=
R AZ A A 35 4G 0 A B T I PR Bk 988 96 9 1 s B
MG o

FE T I DA T e 78 RO V& 440 B R 0 8 RS T R Ak 9T IR
PR € RS el ORI 7) e K | A== M W NN o SO R )
16 B A BN R SRS S i3 A AR B AR X s EE vk
JU V& A0 M E AT T ORAR A BT, LA R R R (GC) E IR H
B (PM) 19 K 0 9 8 % FN G B o M iFF SRS BB 5
W Bkas A kB T — M 454 K-means Ml
F 443 B (PCA) B K-PCA B3, JH H E 47 40 g 43
B[] i T AR T E VR VR B IR AN R AN
BT 25 FI2H 0 5 A, LA o R b IX 40 B % PH 1

Live single-cell ratios

FUBAPE AR A, 25 38 & TR I A R R R R &
I

UEAh, SEAE SRS R 403 B 1% 5655 B R E W
P34, IR 4G BT -0 b 1A AT 5% BT 1Y Regev 2045 A1 A
O A R SRS R G RN 22 B B 4 T
TG AR ) SRR SRR . AEWE AR, A AR 2 Ry
B B4y F RNA-FISH (smFISH) %% ¥ 1F 2 4 5, %
scRNA-seq &l 1% 5 B 4} 14 2 18] 5 6 3 7 8 BR 45 4k
oK, 18 F AL 2% 27 20 B R0 DA B 400 i 7K S 1R Ol 1% AR AR
HE T T SR A RE W 8 (o) B R o % TAE R
T SRS A H A 7 12 i 95 R o B 3R PR R R
5% 3 =X 7 1 11 R

(C) Live cell culture

Live oell:/ == \Erssoc:me into single cells
(@) Live-cell label-free imaging

with Raman microscopy (2) scRNA-seq

L

A § ‘\.‘ e

l . .ﬂ.lmanv.wncm‘w ) {' /7
High et
I~ = | |

YAP? 13: Spatial smFISH for anchoring Trajectory analysis and
5A7 I Raman spectra and sScCRNA-seq marker gene selection
Low

Intensity (a.u )

Marker gene selection
-« @ —

(EGEEs
B2

¥
Metabolic index -
@ Ratio of
C<C/C<C + C-D)
— Linear fit
COVia-cisR
'@ Label-free, non-destructive prediction of single-cell transcriptome profiles
PEOSL via multi-modal data integration and translation
L}
cowas OVCARS R = ,T il )
0 Py
OVCARS > Sy >
| Regression Integration via l' .
PEO1 ! M Tangram :
5 10 15 2 )

Single cell Anchor:smFISH scRNA-seq
Raman spectra

IC50 of cisplatin (M)

B8 SRS AR Sy Mob g K o PR Y7 24 T 0 IR A (3R ¢, (a) 1 SRS 119 378 40 o J 15 040 4 200 ity 3 78 5 R PR R OG &% | L, i e I 0 308 4
HE AR T g R AL, 48 7% AR T BUAR YT AP E R R HE B R 2 20 pum s () SRS ML 21 15501 Tt 245 48 Jfa I\ 5 %4 % 1) g Ul i 1K 6t
PR AE AL, 3 T X5 SRS R4 TE 43745t A0 AR Bond AT e ik 25 B0, e IR - 20 pm s () Raman2RNA(R2R)
TAEURR ARG A0 55 3% AU 5y T PR 2h RE AR T 320 T RNA 28 IR A 24 58 (smFISH) W% FEA7 15 3% 40 1) B 410 i RNA

WP (seRNA-seq) , LR 3 L a5 25 > F 2 A5 25 B8 88 45 DAL & 06338 v 39000 B 200 i RN A -seq #3515

Fig.8 Stimulated Raman scattering (SRS) imaging provides deeper insights for precision medicine in cancer. (a) SRS-based live cell

imaging elucidates the relationship between cell phenotype and genotype, explaining the metabolic reprogramming mechanisms

of melanoma cells, revealing potential targets for metabolic intervention therapy"'”, scale bar: 20 pm; (b) SRS observes

metabolic shifts from glucose to fatty acid dependence in cisplatin-resistant cells, and metabolic index derived from quantitative

analysis of SRS images can be used for tumor resistance prediction"'”, scale bar: 20 um; (c) the workflow of Raman2RNA (R2R)

encompasses cell culturing, molecular vibrational energy level detection of cells, single-molecule RNA fluorescence in situ

hybridization (smFISH) imaging, parallel single-cell RNA sequencing (scRNA-seq) of cultured cells, and the prediction of

single-cell RNA-seq expression profiles from Raman spectra through machine learning and multi-modal data integration””’
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Fig.9 Mid-infrared (MIR) photothermal microscopy and transient absorption (TA) microscopy techniques provide subcellular

biochemical molecular imaging. (a) A three-dimensional view of mid-infrared photothermal imaging of PC-3 prostate cancer

cells, clearly showing individual lipid droplets within the cells"*”; (b) MIP imaging results of MIA PaCa-2 pancreatic cancer cells

treated with JZL.184, with images quantitatively displaying the distribution of intracellular drug and lipid content derived from

multivariate curve resolution (MCR) analysis'"*”,

scale bar: 20 pm; (¢) multicolor mid-infrared photothermal imaging of SISA-1

cells pretreated with Dox (doxorubicin) and a cyanine-labeled enzyme activity probe, visualizing the distribution of phosphatase

and caspase-3/7 activity (from left to right are brightfield, protein, lipid droplets, phosphatase, caspase-3/7, and the merged

enzyme activity images)"™, scale bar: 40 um; (d) transient absorption microscopy imaging the AuNPs (gold nanoparticles) probe

bound to Her2 mRNA, demonstrating the expression levels and localization patterns of Her2 mRNA in MCF-7 and SK-BR-3

breast cancer cells""”, scale bar: 20 pm
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Table 1 Application scenarios and technical comparisons of relevant optical microscopy techniques in the field of precision oncology
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evaluation are requirement
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1) Drug response y .
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assessment No need for exogenous .
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Autofluorescence 2) Tumor heterogeneity Moderate labeling, reduces .
level ms-s . complex data processing to
(AF) research (pmol/L) interference to the ; .
. _ (1-5 pm) differentiate between
3) Metabolic activity sample .
o different fluorescence
monitoring .
signals
1) Gene copy number . -
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. analysis Provides precise . . .
Fluorescence in . . . Subcellular . . . design, time-consuming
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situ hybridization . level s-min . hybridization process, high
. detection (nmol/1.) expression and
(FISH) (<<1 pm) L demands on sample
3) Tumor molecular localization .
. preservation state
typing
1) Extracellular matrix . . . Limited by non-
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Second harmonic analysis Submicron . . . centrosymmetric structures
. . High high-resolution .
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(SHG) 3) Invasion and (<100 nm) optical transparency of the
. exogenous markers . X
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3) Cellular pathology for labeling complex data processing
detection
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Mid-infrared . . Submicron . b be Hng - P .
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photothermal B scale ms-s . . S .
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3) 3D imaging of tumor tissues sources and detectors
samples
1) mRNA expression . . -
) *pre Capable of rapid Requires specific sample
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Optical Microscopy Imaging Contributes to Precision Oncology

Yang Bin, Yue Shuhua, Wang Pu

Beijing Advanced Innovation Center for Biomedical Engineering, School of Biological Science and Medical

Engineering, Beihang University, Beijing 100083, China

Abstract

Significance Precision oncology is imperative for accommodating the distinct journey of each cancer patient, which is determined
by the unique genetic, molecular, and cellular profiles of individual tumors. This shift from a general treatment model to a
personalized approach is driven by the recognition that each patient with cancer presents a distinct set of challenges that must be
addressed to achieve optimal therapeutic outcomes and prognostic accuracy. The conventional methods of cancer treatment, which
typically involve generalized therapies, are deficient owing to the heterogeneity of tumors and the dynamic nature of cancer
progression.

The complexity of tumor biology is a multifaceted challenge that is governed by the intricate relationship among genetic
mutations, epigenetic alterations, and the tumor microenvironment. Tumors are not static—they evolve through a series of genetic
and epigenetic changes that enables them to evade the host’s immune system and resist the effects of various treatments. The tumor
microenvironment, which comprises a diverse array of cell types, extracellular matrix components, and signaling molecules,
significantly affect tumor growth, metastasis, and response to therapy. This renders it difficult to develop comprehensive treatment
plans that can effectively target the specific characteristics of each tumor.

Optical microscopy imaging technologies have been adopted widely in precision oncology as they can address the challenges
posed by the complexity of tumor biology. These technologies allow one to visualize and analyze tumor tissues and cells with high
resolution, thus enabling quantitative and spatially localized analysis of genomic, proteomic, and metabolomic information. This level
of detail is critical for identifying patient-specific molecular characteristics and biochemical abnormalities for developing targeted
treatment strategies.

The significance of optical microscopy imaging in precision oncology is manifold. First, it bridges the difference between the
genomic and phenotypic aspects of cancer, thus allowing for a more nuanced understanding of tumor behavior and response to
therapy. Second, it enables the identification of biomarkers that can predict treatment response, thus providing guidance in selecting
the most appropriate treatments for individual patients. Third, the non-invasive nature of these imaging techniques allows for the
repeated monitoring of tumor progression and response to treatment, thereby facilitating real-time adjustments to treatment strategies
as necessary.

The potential of optical microscopy imaging to transform cancer treatment is substantial. By providing detailed, patient-specific
information, these imaging techniques can facilitate the development of more effective and less-toxic treatment regimens. This
personalized approach can improve patient outcomes by increasing the efficacy of therapies and reducing the incidence of adverse
effects. Furthermore, the ability to monitor treatment response in real time can facilitate more informed clinical decision-making, thus
potentially improving the overall survival rates and quality of life of patients with cancer.

In conclusion, the integration of optical microscopy imaging into precision oncology is a significant advancement in cancer

treatment. Optical microscopy imaging technologies are effective for understanding the complex biology of tumors and for guiding the
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development of personalized treatment strategies. As research in this field continues to progress, the potential for optical microscopy
imaging to revolutionize cancer diagnosis and treatment will be immense, thus affording more targeted therapies and better patient
outcomes in the future. The continued evolution of these technologies is crucial for bridging the disparity between genomic research

and clinical practice, thus ultimately resulting in more effective and personalized cancer treatments.

Progress Optical microscopy imaging techniques have progressed significantly in the field of precision oncology and can provide a
comprehensive view of tumor characteristics. Auto-fluorescence (AF) imaging has been utilized to monitor metabolic activities within
tumors and offers label-free insights into drug responses and cellular metabolism (Fig. 5). Second harmonic generation (SHG) imaging
has been pivotal for analyzing the extracellular matrix (ECM), particularly collagen fiber organization, which is crucial for
understanding tumor invasion and metastasis (Fig. 7). Coherent Raman scattering (CRS), in particular stimulated Raman scattering
(SRS), has emerged as an effective tool for imaging tumor metabolites without requiring labels. SRS has been instrumental in
revealing metabolic heterogeneity, which is vital for identifying therapeutic targets and understanding cancer-cell metabolism (Fig. 8).
Mid-infrared photothermal (MIP) imaging has demonstrated its potential in assessing drug pharmacokinetics and pharmacodynamics by
imaging the distribution of drugs within cells and tissues at a deep cellular level (Fig. 9). Furthermore, multiplex immunofluorescence
(mIF) and fluorescence in sizu hybridization (FISH) have been employed for immunophenotyping (Fig. 4) and genetic analysis (Fig. 6),
respectively, to characterize the immune microenvironment and detect gene amplifications. These techniques, as summarized in
Table 1, collectively contribute to the increasing number of tools available for the characterization of tumors and the optimization of

targeted therapies, thus ultimately improving patient outcomes in cancer treatment.

Conclusions and Prospects Optical microscopy imaging is becoming essential in precision oncology as it allows one to
understand the relationship between tumor genetics and phenotypes. As the field progresses, the integration of these imaging
techniques into clinical settings will become more evident, which will significantly improve cancer diagnostics and treatment. Future
studies shall be conducted to render this technology more accessible by reducing equipment costs and enhancing imaging
methodologies, thereby solidifying its key role in precision oncology.

Key words precision oncology; next-generation sequencing; phenotypic functional assays; optical microscopy imaging; coherent

Raman scattering; mid-infrared photothermal imaging
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