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Fig. 1 The basic principle of in situ capture and sequencing-based spatial transcriptomic technologies
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Fig. 2 The basic principle of imaging-based spatial

transcriptomic technologies
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single-molecule fluorescent in situ hybridization,
osmFISH) £ A J2&: B HAE 5 — 58 225 R A [R] 14 2%
SeAnie A S A 3 R, R H 2 4842580k
SRR Z2 Y JE KR 5 AT 285 13 FE 4R, Al T/
SRR A SR i 0 J22 o 33 Fp 3 R (9 3 38, i aod L P 36
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Tab. 1 Characteristics of different spatial transcriptomic techniques
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Seq-Scope 22 12 PRI JEHE ] FE R [10]
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Stereo-seq 22 0. 22 PAZ /S 20 if e ) x| [12]
DBiT-seq ZH4 15 el ki) o) E[2 0 K| [13]
EFRE 1SS i/ 411 NN/ AN 31~99 [18,34]
STARmap Y i /L4 LR O 1221 R L T 160~1 020 [20]
BOLORAMIS iy L6721 W 1T | 5 L ) 96 [21]
FISSEQ 4t/ ZH 2R OO SRR e /AR iR [24]
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osmFISH YiiH /2H LEER21 ) O 1 R LA 33 [32]
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BRI RIR . £ Tomo-seq £ AR h, pkizR
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e A E BRI AL TR BB A AR 1R A

2 ZFEEFRHAFRARHNEHA
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i L 28 DAL 15 4 T LA TG 76 YR A S A7 3K 2 41 1 7k
WL AR F RS2 4 D) B8 50 Hr. Codeluppi 557244
/)N B2 AL AR R X o 28 T 20 A 75 JE PR 45 osmFISH
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EL A BRI 50 0 2 8 A B s s R TR L /N B 5 X
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1778 7. Moffitt F9 45 & 540 fg RNA I J7 fil
MERFISH A& T /N BUR F b 40T XA 25 ) 5¢
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TUREAR 1271 e A [a) 2 8RN A 4 1 v A 28 44 e 1)
RETTRE T — 53 B 42, Chen 25097 [R)RE 123 FH 20,20 g
RNA ¥ 5 MERFISH 454 07 k. R G MR T
/N BRUER: B A% il DX 1) 40 i 2 AL, X 43 D1 He 7 22
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FIh )b 25 50 5 2 20 ML S AL, JF 4 L4 o Z R0
Al 8235 A MERFISH SR @ 13X £ 28 50 0 Y
TR A2 I XA [ o7 B 4 2 ) 43 A, F 2 T /D BUER Bl
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R A A A Y AU R SR M D K 1SS R
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IE RG R R T ARG KA [F) & & B Bt v ]
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FEIK 0 8 AL S B A . Rodriques 2507 F1 FH HOT &
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(1) 35 PR 28 (] b A 2 TR T B A0 1 it 7 /) LA
R v 4 g AR S i 7 %) B[] 3 8. Maynard 5
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Recent advances in spatial transcriptomic

technologies and their applications

LIN Chen,ZHANG Xinya, MA Weiyan, KE Rongqin”
(School of Medicine, Huagiao University, Quanzhou 362021, China)

Abstract : Spatial transcriptomics refers to the whole transcriptome data information from different locations of a complete tissue

sample. Current spatial transcriptomics technologies mainly include two categories: the in situ capture and sequencing-based

approaches and the imaging-based approaches. These techniques have been widely used in different research fields, such as

neurobiology, developmental biology, tumor biology. In this review,we summarize and compare the characteristics of different spatial

transcriptomic techniques,enumerate their applications in different research fields,and finally discuss the challenges and opportunities

they encounter currently.
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