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Abstract: Non-coding RNAs have been the hot frontier of life sciences in recent years. Systematic studies of the

origins, structures, biological function and their mechanisms of non-coding RNAs will provide new avenues to help
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us understand the complicated mechanisms of gene regulation as well as cellular activities. Since scientific

breakthrough highly relies on technology innovations, here we summarize the main strategies and techniques in

non-coding RNA research.
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RNA. F3k¥#JE. B cap, WA poly A, EHREMIIRE, Bt AW L S'UTR.

&R (PERMZERAXRZEGRZER)

Q : CRISR i ARA A LI knockout, i A] U knockin, ‘B[R BEZAT4 2 ZE/NERT, % T knockout
PUG, AL e ARIRE, it ame?

A : CRISPR Hi RGTEIE A =B P . X TR A b O, 4 b A& = pLsx e R,
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