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Table 1 Comparison of different single—cell isolation methods
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Fig.1 Single cell genome sequencing process of MDA method
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K 58 ADO 24 4.55% , i K T MDA 2H /P il
BN 22.5% . 4 5 A 5E 24U MR 00 iR A Al
fif, MDA ) ADO # i AKX, DABCT X PIAN 5 %
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MY LR M TAS AL IE , J2A2 4 R 1R B i 1)
PR BE P AL YL O A R T i 2 R R 5
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Table 2 Comparison of mainstream WGA methods
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MALBAC £ 8 iR KIRARIG I E IR 4 1 35 7 2748 FH 51 FI8ABEAL 51 4 Bstfiff; <2kb ~90%
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T7 RNAR AT
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FRRE, 4559 CRAEAY# ICM M TE 19 e € (R4 il 55
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fH A R i f& 2% 12 W (preimplantation genetic
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AL TET A FH AR (next generation
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CR AT WG g G e (A S . 0, B4 A 4
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WAGETR A D, X E SRR Ak IR R 15 5 23 4
PEIRAENS, HEC 148 4 TE AN, 455 &394
Mg A IRETE S8, SRIET 142800, i, 5
Yty 35 5 =AM P EARGE G 0] Tk Y ok g
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PAZ AL PR ZH 4 HE AN R FE U E R R
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DI . MOARREE SR DL S A E G v 5=
FE/NR A Yy B A R Bk I SR
HORHE T R CEZEMER, (HEBsESHEIE RIS 2
]Ik . Davison 5§ B 41 1N AR A IR
BEEAANMISEINZH ,  MERZ I 34F CRISPR [ X
P, GG RENAE FRNEEEITY, R KRG
R A 1 —— i AL R BEAL A . 2015 4F,
SRFFSE 5 I MDA HEAR Y 3 T e g g P24
X H AR A A M R A AR 1 (Cox 1) A
D725 8 5 NCBLEE P LU X, Al P %, o]
FH T B 40 60 1) 35 4% 27 23 BT FURD R 352 4% 27 43 17 . ()
4F, Martijin 4 5 KIL T — R WAL SR TG T
PR, LT AR Y g, AR SRR 2 Y
ARG KRB MBS HrER T 77 5 R R 5t
TR HIE B RPN . S8 ST S AR A 37 sk G4
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RIFW, 7 sn AR RS AT ReHA et it 4 Al
INATE 720 X — B gE 45 R R A 1 B2 i R 4
TERFFRIAEY), Rl 0 127 D A A P A i 2
PEFFEEH E
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AR T AT, RIS B SN £ hE
YA A A AR 2o 5 LS AT 4E 0 i T K A CN Y,
PR B 7 S p 28 e 0 SR A 7 B, 13%
2 41 % B2t BA 20— JRHE L P Mk
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Fric. @550 R, G IR ONV IE AL uh R F
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Single Cell Whole Genome Amplification Technology and Application®
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Abstract Cells in the same tissue often have similar structures and functions. However, it is found that each cell
is heterogeneous by sequencing cells. Single-cell whole-genome amplification technology is the premise of single-
cell sequencing. This technology can be used to reveal the differences of single-cell genomic structures and it also
plays an important role in tumor research, developmental biology, and microbial research, and it has already
become one of hotspots in life science research technology. The difficulty of single-cell whole genome
amplification techniques lies in the isolation of single cells and the amplification of whole genomes. This paper
introduces the popular single-cell separation technology and single-cell whole genome amplification technology
and also compares the advantages and disadvantages of each technology. The application of the technology in

tumor research, developmental biology and microbiology research was also emphatically discussed.
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