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Method of the Year 2020:
spatially resolved
transcriptomics
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1. Fresh frozen tissue Visium Spatial Gene Expression solution (Version 1.0)
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2. Fresh frozen tissue Visium Spatial Gene Expression solution (Version 2.0)

202243, 10x GenomicsHE #8485 8] i RAAFDR T V2 FRZS, BTt HAE X LI BR CytAssist5 Z FLE. V2hR
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F I, REVBLR P EREE B FARPmRNAB R EHITAR B MMBRIR T S ERRATF ERRETH, AR LR
BEhRHITCONAG B, BN EEEEINF, REERREER.

5%‘?8_ e— M ’

LHS

T R R L S 'l’PereRHease
mRNA Target Site
& %3
Rz ARARE
l Probe Hybridization 25 E—
5 =3
apture on Surface
%a% N*"M c Surf
£l OO0 00 00 5

mRMNA Target Site Spatial
Read1 Barcoce UMI Pob({dTIVN
Sida

T AAARBARAA
l Probe Ligation \

Foag

"R, ot
<5 I 1;.,0“5,‘9@0“
T RO 800 O 5
Target mRNA
L
- e S
l RNA Digestion Read 75
5 ¥
Pl M
&"%_
¥ T
Target mRNA

10x Genomics Visiumix 2232 TIERIE

V2IRA B FEANERT R, ALLEBUE T EATRE, KT 2RXEE2ERARATF (Library Preparation) . &3
BERFRKXTH B2 MERXE, X8 B ai&it AR/ 20 : —F046.56.5mm, 5—#11*11mm, Visium CytAssistxd
WMEEARRNRINEERN A4 L, HERDEBAERAERRIN, 90% U EEEIGIT T 3IMREHN, BROEERERMES.



Visium CytAssist Capture Area with

Spatial Gene 4
Expression Slide 5000 Barcoded Spots

Visium Gene Expression
Barcoded Spots

Fiducial Frame
8mm x8mm

“ 100} Partial Read 1 Poly(dTVN
&) i ertie patisl UM<
S5pm V\
.

65 mm Slide

Vigiu:!tiglyégzilst Capture Area with Visium Gene Expression
P ~14,000 Barcoded Spots Barcoded Spots

Expression Slide
100 pm
ep) (mamam Portial Read 1 un POVEDVN
I S5pm \A
i mm Slide

10x Genomics CytAssist Visium#E#is Fr (Version2.0)

TP S N T ) BER )
pairs/spot

RNAJF 8 WA

Capture Area
mm x 11 mm

CytAssist_FHL

TREHREN

D75

10x Genomics Visium (Version 2.0) SE30 57772

3.Fresh frozen tissue Visium Spatial Gene Expression solution (Version HD)
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YFheE! 2 AL DR 24 £
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EHEMES, MAFBS FEMFE S AT FFPE AT, HmE I FFPEF AR TS BE2AF M T /HRHEE,

BEEYFFPEM AT B RANFERSFEZETVisium CytAssist—F B ZAFAL D IYEB RS, T UERER
FFPE ALRYIH EMIRHEANERAE BEMNSBHIFH BB E Visium BESH L, RIALRT A NSEEEDTIZHER
RRT REFNRESBREHERNBEMRTHRE, EUEREE, SMEMT FFFPEERNERREGN, TRSFEE
S NHTHFEEHIMEL

Visium CytAssist Spatial Gene Expression for FFPE
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(human or mouse) ization transcriptome
on standard glass slides probe-mediated
mRNA detection
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B i

Probe Extension,
Elution & Pre-amp

qPCR, SI-PCR,
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" -\- [
@ im é g , a — : ‘ A,
EIH &: 2 Brightfield image capture == ‘;1.‘,“\
3. RNA digestion, probe e - —
release & capture
“15h >1h =15h Overnight — «lh ~2h ~3h
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1.Visium Spatial Gene Expression solution for FFPE (Version 2.0)

20224 3K, 10x Genomics ¥t FFPEAF A= B RAARR T ZEV2 IRAR, [EIFT i HAE X R0 E8 CytAssist5 Z iR E. V2
kRS BT 7 RNARIRIE R (RTL)IRE &R, BrAD B D &S RAEEREI, 90% LA EEFIZIT T 3IMREN, FEERGHERTES
HES,

AV A RHERBRESMB R £, MIFERSH £, ALEUE T M AR R EANREEERERESH
(Library Preparation) . @K ERFRA F LB 2 MBI, Xig B aii& it K204 —#796.5% 6.5mm, 55—
J911* 11mm, Visium CytAssistXJ FFPEfFZSHIDV200E RN A30%, AN E Z KEIREN S EREEIED,

Visium CytAssist " s "
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x
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o)l i Spatial UM
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Capture Area
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8]t vy Purtie
85um

10x Genomics CytAssist Visium@#uth i (Version2.0)
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BT REA
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10x Genomics Visium (Version 2.0) S2585742

2. Fresh frozen tissue Visium Spatial Gene Expression solution (Version HD)

24%E4]), 10x Genomics HEHITEEIE AT B RARDR S ZRVisium HDRRZS, AkIBHEE CytAssistiE Fr Y, IR RS X S210
TAEREFEVersion 2.0, 1R F =83 RAFA = mVisiumBIRE, LR ZFRBIVisium HDE A ##5F 7 AKERE55um spotidig
1T, MERA2* 2umBIIE 75 72 H B 73 47 B3, FFRER TIBIIR, B IERREBMEI T RIFIER R D PR K ENTEER
48, BRIHD/S A R RIIRIEAR/NZE6.5*6.5mmBYlE, Bl AF/NR.
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10x Genomics Visium FFPE##Zs Al _EH IR AR RY

=.FFPERZETH (V2.0) 5=% (HD) MRE =

AhH

BUAaAT A DV200>30%(FFPE) DV200>30%
Ret#= FNERE3-57 FNERE3-57F
HIRER/ N 6.5*6.5 mm/11*11 mm 6.5*6.5mm
Ko LRRIESE 24 24
BEARER R/ B A BIR/BkR
=A% E eI RATsEL PEE TERE
SR Fspottis ~5000(6.5*6.5 mm).~14000(11*11mm) 27“2%5?;;%;‘?@@’
g 80G(6.5*6.5 mm). 150G(11*11 mm) 100G(6.5*6.5 mm)
RNABRIQIE A FH 2 455 pmig s 4K5 pmit S
HERBEZRAE 1255 umBALE 12K5umBALE
SRR E - -
EXLRHFARE 455 umil A (B EFIRA 8E&EuE L) 4F5 umil A (BT IR &I E L)
LIRS HE 1055 umtl & 1055 pmil &
HEARYREE 5um 5um
BRIITE aE/ER:4°C atE/aR:4°C

ARMFARENEEBRATS, ERENAIIET —ESHIURFE, FTUEREET

M, RIS RBFFPEFARR S
BREMEE RN AL EIE (Formalin-Fixed Paraffin Embedded, FFPE) AR H 3 FR17 B R IF R AB LR
SH R, ERIKEF SRR SR 2N A ATMFFPER K] &I 125, RNARTREF/ERAE, XTEPoly TIRSTL/AHRR, B

ARV ATRZR, AR FEHRARA TS ERFTFFPERFABIHTF B,

BBl 58, DI BFFEEFFPEFAEERD AL mm.

24F6 B R MR T RAFFPEF A X, I B “MENIR T W FFPERF AR AR MM N A Total RNASD F#HITRAIIFHIR,
FiEd =B (Coordinate D, CID) EREI= B E, A LI 225 RA T B FEEIEBIE % m Pl EE— K
R ESRIMHRER &/ AR EHERTED T B S HRRIHRDIPERNMNE, A StereoMapa] DT TR, A E#

ZREE

TRIEN=ESAMKTDT. FRY, 2HBIStereoMapif <556 = HARDE TR, AR ERBZHUHNBFMRFER.
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AR AR EIRALR AR EIRALR
SN S TEFERA (HE+ 5. IF+ ) = a4 R4H [HEF ssDNA (cell bin) Zi%—]
NEFEa Illumina/T7 MGI T7
RARE ALSWERE RS, /NE1OWEERE PEANIR IR
DHRE binE#&:2um binialfE: 7t spotE{&:220nm spotialE:500nm

A E:0.5%0.5cm. 1*1cm

iz /5 *
el LA L"2em, 2*2cm. 2*3cm

spot#x 11000000 bin(—F—&A) 4*1078 spot
RIEM —REEFEB2 DR =21 i R VS M i w2y =2
BIRDNMARE  US*SumAR/NDITETT Zspottt@bin T iE R ; R4 P cell bin

Visium HD5 4 RFFPERCAREERY

. SiE)dE RAB LIRS R

FEEFRABIEDTHIZOERIBE DA L& Mspot (bin) WERRKE B#FHITRE, AERspot (bin) RIBAATIE
FHIRREIZIARMER b, BE A XS N genefEAR FRIAMTEUEHITE L.

(1) 10x Genomics Visium== jBl5 REHR 1

RENEFEIER, B ASpace Ranger 7] L B 5L AT B & #1702 R L33 A Barcode b 38, S /M—1 2R 14
Loupe Cell Browser@—M&RH FWindowsHIMacOSH EE R FER, BRI LURIR. EEMM A A 5347 10x VisiumE3E. (8
SEMIRR T IR EEspot (bin) EREFUMIE ST 1A spot (bin) BB LT B markerEE D SEMA SR 0, BEHE
RIEME D, IS E pathwayIhBEEE DT EH,
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(2) LA = RABUR S

Stereo-seq A R B 1EStereo-seq D mIZ U € (Stereo-seq Analysis Workflow, SAW) #1StereoMap (ImageStu-
dioB&FH A\StereoMap) . SAWE ERF i =B ERE R IAEIE, StereoMap@—FR S E i Al LR, 7T LSS EM G B
RERAIMURR SR THREE R A, RIEEINE 2. Z A, UPAIL D P (CellBin) BIAEITERRIAT(E
I R R RATEIRM A EYHE A LUIRH 510X Genomics Visium T ) R—HERM SR Do

3 -

SAW count
ARAES AR M HTMUR S
SAWEITIMELERE, —B <% RE—1Tan S BNA E TR
gefagem
gem2gef A conpgy ez
visualization ?ﬁl@fg -) o
SAW binZcell H xsquid a singler (¥ scvi-tools II
gefzhsad @
convert < oo I =

IR | rarzimg Imagestudio .
img2rpi StereoMap é{mNPJ ereoMap

(IR } SELEESE 2 Cellpose llastik QuPath

overlay ! i m

LBEHEE=A TR, MO FRZE 21 KEREGLIEM A MRS H, BIRIE
ERESRESHIERERARER

gef2img
+ImageStudio B3\ StereoMap Rét-

HAALRKIF S RITEIREITIZR

AEBPEBLAELREEFENXIFIIOH, LI AR EE KRR B 85 PkEM F 2 X, AR X T2 T
B (AR EE) R hESRREREANRZENENEEN.

A LURIEAR RIS R RIANI makerEE N 2 AR AT SN XIS EALR T A _EALE. FIaRE EmarkerBESTX1AR R
KD, BEmarkerEREHPCANRA D E

& A RIBERIF ISR #H1TIZE

FEFERAF AR EENERTEMRARTENSH, METHEESEME AN R R RADRIEFFHIN S
HITES, BREEFEREZST TRRAFHNER . XN FRAERRZAINE. BENRREMEIFHNEED FHE UK
FaiiEBiomarkerfIiZiE S EE R IEE B M EM, BT FopfBX L X i B HI#H T FAREHNLLE, HEFARFE XA
B2 Emarker, PITRBE—T T KBHETEYFENT L, EEATURE —TEEMEHRH — LB E F R ER
peid=N

j Spot Opacity ———0 @ & E rd [ Sagittal-Posterior¥  § Categories -|»
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T RABK S BAMRNANF BT AR R R = E i B 5 8 (Multimodal intersection analysis,MIA)

FEERANF A UREFARERFART A ENTEUERES, BFERFFANAREEEE (TRERATEE
MR PR, RN )R ERRUERAMER) Eit, FEEBEAMNF IR ST AREL, AEBIEME
BEWD ARG R LB IR AT Rz 835 RAEIE .

MIA cell type—tissue region maps
PDAC-A
M Cancer region (660 genes) M Duct epithelium (773 genes)
B Pancreatic tissue (1,107 genes) M Stroma (116 genes)

Cell types (no. of genes) NG
Acinar (129)

Cancer cluster 1 (459)
Cancer cluster 2 (747)
Ductal (887)
Endocrine (405)
Endothelial (481)
Fibroblasts (555)
Macrophages (364)
Mast (381)

Monocytes (489)
RBCs (33)

T cells and NK (795)
Tuft (571)

DCs (325)

pDCs (487)

Depletion Pvalue Enrichment

MIAFAE]
&iE: MIAFE, EHFREEE R T ST FE S (cancer region, Pancreatic tissue, Duct epithelium#lstroma) o
EMARRAEIMABLEE @IRRenrichmentZ & depletions, Enrichmentf{RZAME LB EE 2 71z X 5, Depletionft
RIZRLBH TR I TR K
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HRRX R, ARSI 2 R B AR T (L 5 XTI EEARRB M, ERBEN AR EM RS LR E (RERX
U BRFREZ TN EES, PEMEZ TR, RMAE, MERAEEXMES) , AREFENUEE BRI XBRVATE
FSES

FEERANFRAR T EAMDY LER T2 A Z 56, TEY TSt B FRSKR. 201 7F £ &R Enature plant £
N—RXEER T TERRATUBETHRNEA, MBZEEIEFEE DT T LI MEEANREKEER, SMEFAHRFF
189% B AREMFNRENTRIRRANFRARS B, LEEYNT B EA TR B AR 3F N IAF Eafl
FEP BRI EMolecular Plant fE4& R High-resolution anatomical and spatial transcriptome analyses
reveal two types of meristematic cell pools within the secondary vascular tissue of poplar stemBEFFTIE S AN R X EH
EY =R HEE BN E M.

ERTEERANNALRATIEEMES, RBF, REEYF, MENERFEFEES R,
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2, RffER
B R — ER RANF B S B MERNATIF BT w LS
RO|— EPXE

EERBPIT K/ M IRE B S E R EMEIA R B SRR S ERARR EFER
Single-cell and spatial analysis reveal interaction of FAP+ fibroblasts and SPP1+ macrophages in colorectal cancer®!

k& E Nature Communications

HMEF:17.694

R REFE): 2022648

A BAMRNATIE ( single RNA sequence, sSCRNA-seq ) BETS R 4i IR B4R LR Fh A9 4RAEEEY, (B E NEEREN S NHAE
FAFALPNTRNMEE B, BRI FANF( spatial transcriptomics, ST) ALK ERREREAL T H _ER=EM1L
BER, BREERBIFANAMEEEE R AR SR I RARNF R AR ST RIHRAFRER, K, MBS MEFAP+
FRETEELRBRANSPP 1+ BEEAAAETE 14 MRIZCRCIAT R 2 IEAE X b5, @i 2 (a3 RAF#E —F 0IE T EA MBI EE (L
XMEEERATREZ EIBAE. TGF-RMBARN R- 1198, M B A LIRS e RS S A LKL R, R T4RIS
o tboh, fEE R A MFAPSSPP1 S FRIAM B ETEMPD-LLIAT AT IR BHATT MRV ZE R ACRCHATTIRE T —
B TE R HT R SRBE

scRNA-seq

-0
/ 1::'..
4 N

ormal mucosa

— 3% Spatial transcriptomics
vas, T >|llll| LU T
[ ] EE
Tumor tissue

CRC patients

Bioinformatic analysis

STEX & scRNAIS R EEEIA R B4R S ERAARE (FIRR
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=F . BEFRXE

PERFEREAKFHEE—ERXEHZ AR ERIFE P M a7 F IR g e a iR
Identification of a tumour immune barrier in the HCC microenvironment that determines the efficacy of immuno-
therapy®

% #&x%E  Journal of Hepatology

FMAEF:30.083

%k #EYE): 2023518

BE AMEEER REVHHCCEER A TICB, XM EMER T B AT EHCCRETNN A AXE, FEFRZA
FHAERET MBS ERE(TIB)M = E1451, TIBR R RHIFEFRISPP1+ B CAFSHEEfERAZ AT, XFPLEMIR
#T e B A % O BR . AR A, RE R A T ERMAESPPIRIX Eif, thoh, TESPP1+ EMRBAFZ M abR/ VR
FREEfER R, B A AR BAS £ BB TR EEE T, TS akBRSPP 194 B Z 1458 PD- 1PAKT R, FET R/ CAF
Y=, BTN TARE R AR S . BBYSRI, XL RIBTR T MIEHRIRIE (TME) R TIBEMTERZ AT T P RIER, FHRAARR T
SPP1+E R 5 4 AT AIRAI CAFSHIAE E/EA, BX&HPD- AT Al LUR & AT IT o

Non-responders

‘ He pdtocyte/bi-potent
Endot!

~ )
Fibroblast | s '3‘.’"3
A 4
TINK
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Primary tumours
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I
|
|
I
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|
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i
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L}

______________
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STEX G scCRNAISR AT R R ia e i /6T (F R B b e e (R f8
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= EARRTHERAXE

FEERAF RS RAMRNA-seqiBRTLSSTECRLMAM S IGARE X
CCL19-producing fibroblasts promote tertiary lymphoid structure formation enhancing anti-tumor IgG response in
colorectal cancer liver metastasis®

& #F%E Cancer Cell

FMmEF:48.8

&R RAiE):20244F8H

WE: =M BN (TLS) 5B RE 118588 X R, BN ELEERRFE® (CRLM) R FMINEEN R ETRE. 26
XEBR T R AREE B AARITLS (TLS+) STLSHHEMELL 5 IR RFIE RIS B X FI A 2 4AE-RNA M == 85 R A
FIRE (Stereo-seq) KM TLSHIMBE & 1gG+FRAARE (PCs) , M TLSHPEN LU gA+ PCs AL BT IR R IMNE R TLSHE R PCHTAE
BYERSERETUIR, R TLS-PCsa 73 BB EE M {A. (E AL IIE, E RN/ N RSB i 2 IERR 7 TLS-PC-mAb6HL IR
TR E . A TR AT AR R 7 BICCLLIO AR it B AR M TLS ¥ 7%, CCL197A 7 AIE #H/ NR TLSAVFT A H PR LEAp i 4 <
o BAIBIEIBIB R T CCLIO+ R AT ARRRTE TLSHZ AL R BIAZ OMER, IXRIIR X P4 7 BRHBICRLMBY AT IR,

TLS+ | TLS-

7

- i

TLS-

STEX & SCRNAIB/RTLSSTECRLMAHI 3 Fa flilm AR = X
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T RARITEY S ERREN S L BN R ITTF#HE
High-resolution anatomical and spatial transcriptome analyses reveal two types of meristematic cell pools within
the secondary vascular tissue of poplar stem!®

& &HAT: Molecular Plant

FMmEF:21.949

& =EY8):2023F3H

HE  ARR, (EEBIBEFEMEWES10x Genomces VisiumT B RANFRE SIS, BERR T AR
1EY-HINZE NIRRT B FARZE S X B RR E A E AN TARNIELST IR BR R IMAREREY - IR EHE
PAPEERSENSIHITRERER TR TR, 230 TSI REXIENA, SRR 25 AR 24
MABRARGHEN T EYRELAEARTARNERAES LT IR, RETHEARTHRNETEABES N UMNE
S EN SR EERELE, A — SR EEYAEALA RSB LRMTIEREENE R, ARt N ImE4E AR
B EAMERNRBAERFHITH F M, MREYHRE, AEEYE KL B ShYRERNMARINA.

A B

null
« C1.0 PC~
Secondary growth Primary growth c11 pxya

5 C1.2 PPh-a

~ eud C1.3PC-b
a' CWCL gy c1.4MC
s i .rtm ® C1.5 PPh-b
= X » C11.0CZ
s €11.1 DXy
* C14.0 PCL
C14.1 DPh

TRERANTERURREIDRELEARPEFER D TFAEPO
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Spatially resolved transcriptome profiling in model plant species!”

% &EATI: Nature plant

FIEF:13.256

£ RBLiE]: 2017458

BE . EEREXMNENARSR, FENREALILHTINEERR. AWM, UENTRRRANFEAGER T ERTERN
V), TERHASI EXE, FERE T E— NI ASEMARN S, EZRE D HERIRE T RIZHBITEREY R
%oz EEERENTRERAS, RERZTEEEFER 2. FE B MR FEMMNEFEYMHNERTE P4E
R ZS (B RAATE, JEBR T X AR BT TN TR, FIA = EIEUE DT T 8 NMEF AR AP 141 N ERM 1895 B
RIEKFERAE B G SRR RAFRATINEEE DT ARBLE XK, AT Z0EMI™, ZEAKE—H
fRRR BRIH N EMFERRAN X R %o

Bright field Fluorescent cDNA

3
| polyT region
um
Spatial barcode
ID from 1to 1007
Amplification +
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5'] Cleavage site

cDNA r
[y
Sib 3L
il
ID1 ID2 ID3 1D4 1D...
v
Morphology_  Gene expression
0 O O00eeoc0
0 0 ., 0e00eO0
i O Q@000
el 0QQ0 eeOeO

....................

BT EET R RAD R
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FFPERFAZEEIFRRANE
EHIN: RIE R Visium FFPES AR RAXE

= E B RRERIRIA T RO M T 8] LR SRR = R B 4515 B4R R EY
Tertiary lymphoid structures generate and propagate anti-tumor antibody-producing plasma cells in renal cell
cancert®

KRRLZE  Immunity

FWEF:25.5

kAT : 2022538

FEE 1 10x GenomicsTEEIIBRVisiumZ[BJERFRIE (Visium) F&BIE A E3HEH T Visium FFPEZSBJEREZRA (Visium FFPE)
BUARARBEB BRI MR EFEERUELIEVAREY, FFREMIEMMN B R REER— R BANEYILIE, H
ZAFAE RNALRER, SHREBREERTBESFEYE R AERXH, EEFEA10xGenomicsH = B DT E AR R S AT
BRI FFPEREZA, B LS R &RA= M B LM (TLS) £ S R A (FE M4 R 2P R IEER, Ha g TR
B SR (IC) FRERBIT A RN E REMAIA S EESH 5| A EARETHNEINRT2IER,
BXIN T VEIB/R 7 MK BARRR/E BB AR 1B A B = MBI AL B, LA BARRE 52 F2 BY U0 SA B AR AT AR INIE 15 8L, X &
INFERSS G e T R & =4 7 fRRBIER .

B call maluation
leatypic switch
Sl

hypamuiaton
LClonal ezpanson
Plaama cell prodection

TLS+ ccRCC tumors TLS- ccRCC tumors

D=seminanan afigs |
predung plasmacels | 3
abenig CHCL1Z+ 1
fibmbastic racks | 3

" PFS and Response to Cl

Response rate

‘7l\ r
i
103
™
CHI
25
o

oG high 196 low : ' menths

l PFS and Response to ICI

Progression free survival

15 2

FFPE=[B]4% RAT S A (RCC) TLSHBAAME N ZHIHLH!
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TR FAF IS BMAERNA-seq FHBEMEM-1
Pharmacological targeting netrin-1 inhibits EMT in cancer!®

& FZxE Nature

#MmEAF:50.5

& RAiE): 2024424

WE ORFER, FE-EREE (EMT) EMB AL HE. BB RMAERNIERER RGBS EAHEE, BEEEMTH

BT HEDTREZARARLI, B R MEEMTEZBREHIRAAREE (SCC) /NEIEEL A, netrin- 122 Fif. finetrin- 125 &

}MZISNPB?_JLX;L%HIJ% ISCCHRRREMT, H Rl L3558, 1EoR b ir SRR Ith oM, NP13 73R BT LABE LE Ay 4R AR i R EBEHAEM TR
7, FHHEE RS (R IMA IR, BiBRnetrin-1 & EZ{AUNC5B/T, EPCAM+EE AR AYEM T 2 4% B 2304, FHmis(e
FpiE b R RS AN HIEM TAE X BB FAFAE . AFREERBEAS A0 E/NBR P, B TGFR LA NIRINEMTIZAZ, NP13 7T FTATT /]

EEREMBAMREMT, 2.2, iFInetrin- L@ —FEE A AP EMTRIFT BLUATT 2808, YRR & IR T BB,
b g? Ntn1 c
§5 ==
g% LKPRNTN1
iy e SO
néE NTNI[ = = @
e acTN[ = = - |,

0w 4W ) S

A0 10mg Ant-Netrint

Tamaxwfen Antibod -
(NP 1A7) 4

treatrment
LKPR mmnggmah Hair follicle
skin SCC

STEEES SCRNAS B EFT R M
=)\

TEERAF RS RAMRNA-seq FHIBERELR-2
Netrin-1 blockade inhibits tumour growth and EMT features in endometrial cancer*”

& 7Z#E Nature

FMEF:50.5

% <B8]:2023F8H

WE  AHAFIRE T netrin-1TEFEAMRRE (EC) RRYMEER FECNREEA, Netrin-1FRAZZEFS, Finetrin-12
FEUANPLITR] LU B EMEIEH R NREERE D TER BN, NPL13THR T E SMEAREIE T, 7R o] LUNE EKE-8)
B (EMT) o — T SR IIG R AR 557 7 NP137T I F 14GIBR HR 7 E SRR BB BT, SR ER, 16 (7.1%) BEIAXEIRECIST
v.1LIFEBIE 5 & AR (PR, JA 7T 6 /8 BYEER I 45/1\51.16%) , 811 (57.1%) IRIRIETE (SD) o X BE AT I [FRVEIC AL H1T
BulkF1 B AAERNANIE (RNA-seq). S ialE RAFIT(E, KTNPI3TAT EEENMBEMTE Z R, HSMEREi. b
BRI E (ERIG SRR S FEMTERMEAMML R XBIER, R ARERY T netrin- 12 FAARET &
(AN1bF7) BIBX A 5RAE, HTEEC/ N RER T T IIE, BRERNPLITH S RHEMNECENNMBT R EZSN TR 4trT
AT . B2, Hinetrin-1 B 2 — T B AR IE ST %, BT AR E 48/ \BhE, IEIEMT, B R MR BT 2R 2514,
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