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Fig. 1 Proximity—dependent biotin identification of proteins by BioID, TurboID or BASU within live cells
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Fig.2 Proximity dependent biotinylation through BirA/AP interaction to detect PPI of protein pairs
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Fig. 3 Proximity—dependent labeling by HRP on cell surface
E3 kS THRPEMMRELZ ENMUEBEY R
PO A R A P PEARAEG, (ESEAER (a) RS EEEEAIRERmERIL, sold (b) Hrikmh &0 m a2 i s Fas, w] RUTRAR
ICABIT YR . 55 4 W 3R sl e B AR BTG M 0 5 DT B B s e Sy, A R — AR I R s R AT A e M 3, ZEHRP M H,0,1E

PR iZ53F I %5300 nmA B4R FIHEF T ARIC.

FI AT SPPLAT & 2858 2 FH T b itk L8 200 M 3%
JRE 1 5 Ak B 4H A 32 A 1) 21 256 4 F AT, Li
25 54 122 K6 1) B-cell receptor (BCR) 7%
e ST, ARG R DL LIRS 5 BCR TE

SRR TR . AR S S B 5 X 114 B bk B 40 i [ o
S ARG W) ChBe. flb i1 % B, 7E BCR &2 HK 5 ,
ChB6 1] I#%5 551 BCR 1Y 30~40 nm JEFEP, EHHAS
X ChB6 AT LAV 40 M 5 48 5 =S 2 2 % 24 LA



2019; 46 (D

MEE, % SEENTHEBSEHEBRAFARFRARA—ILHBERICREHEARILE  -647-

W25 .

H1 T HRP Y 4 S50 1 i S eI I MR g v
TCIEIE R, PRI B A R 22 52 M Y R P R AR
6%, AELJR A A PP ) 00 0 B 40 P 2 i 40
ARG BTG . R HRP A AR TR AR T
[ b A AR, R T oA e H e
oA T B EE %, 0 Ting 26 ' MR EAT
F ik ] B2 AT
22 IREMMERTFLYENFHDAIRIC
RRE

TAACYUIA M AR A ALY (APEX) JE
FAEY R HUIR AR 28 TR k& Mk, 29 27 ku,
T I T 0T 2 5 A 3 B PR B AR L 2013
AF Ting 20 7 WFFTUEWT, HUIR I AR i A AL i 5

PEH A H-APEX

"

)
=,

L

P HE -APEX R AT

HRP ARl 7% 41 M N A XA 6, JF AT R
PR E =R It A pd v . i, A
A GRS, DRI AT DL SR A S 21X
WA bR A ARG KA S AR R R
M A [A] % B 30 min J& , WS H,0, 7] LA e i
N, AERUVEMI R -RE AR, XEHRESES
H A E & LR (W Tyr, Trp. Cys filHis) 2
N, ARG RS EAR L, BERcR
N BRI PR FR 2k . R AR AR
o (<lms), MORRESE YRR, S MG FIR
Hil7E 20 nm AN, it RAAEE HARE I (protein
of interest, POI) 20 nm LA N 85 H i 2 #i b5 id
(E4) . FRbric ke s BEARPL, 1 min Y RIATSE
TR IARIE .

*—< :: —oH w Y
! N B R B
1,0, *' —> " b
o K

FMEAEAER T

Fig. 4 Proteomic mapping based on proximity dependent labeling by APEX in live cells
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Several New Techniques for The Study of Living Intracellular Subcellular
Structural Proteomics: Application and Comparison of Proximity Labeling
Strategy”

DU Yang-Chun"?, TANG Jing-Lan®, WANG You-Jun'?, ZHANG Xiao-Yan""
(WMinistry of Education Key Laboratory of Cell Proliferation and Regulation Biology,
College of Life Sciences, Betjing Normal University, Beijing 100875, China;
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Isinghua International School, Campus of Tsinghua High School, Beijing 100084, China)

Abstract Membrane-less and membrane-bound organelles provide sites for many crucial biological processes to
take place within eukaryotic cells. Signalling and exchange of materials occurring at membrane contact sites
(MCSs) among membrane-bound organelles are also vital for cell homeostasis. Proteomic mapping of molecular
machineries within membrane-less organelles or MCSs are essential for the understanding all those events within
such sites, as well as for the study of organelle interactions. However, the attempts to dissect molecular
determinants in these sites using traditional biochemical techniques were far from fruitful. Recent advances in
proximity labelling techniques provide an ideal solution for this challenge. Mostly by utilizing different type of
biotin ligases which fused to target proteins, proteomes surrounding the target protein (within tens of nanometers)
could be tagged (often with biotin or its derivatives). These covalently labelled proteins could then be enriched
and identified with mass spectrometry. Here,we reviewed most recent advances in proximity labeling approaches,
hoping to provide a general guide for researches focusing on proteomic mapping of molecular machineries within
organelles or MCSs.
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