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Abstract: Basic research in life science and medicine has dug into single cell level in recent years. Single-cell analysis
offers to understand life from diverse perspectives and is used to profile cell heterogeneity to investigate mechanism of
diseases. Single cell technologies have also found applications in forensic medicine and clinical reproductive medicine, while
the techniques are rapidly evolving and have become more and more sophisticated. In this article, we reviewed various single
cell isolation techniques and their pros and cons, including manual cell picking, laser capture microdissection and
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microfluidics, as well as analysis methods for DNA, RNA and protein in single cell. In addition, we summarized major
up-to-date single cell research achievements and their potential applications.
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Tablel Comparison of 4 single cell whole genome amplification Kits

WGA amplification

Amplification product

Time consumption  Product amount

Manufacturers e length (bp) ") (19) References
QIAGEN MDA Average length > 10 000 8 40 [45]
Yikon MALBAC 300-2 000 2 2.4 [46]
Genomics

100-1 000
SIGMA DOP-PCR (mainly in 400) 4 4 [47]
Rubicon MALBAC Undisclosed <3 2-5 [48]
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FH3EF phi29 DNA R4 ZFh 5408 DNA §
W AR FFE T PCR () S4B Y HEH A, (5 phi29
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