w321/ Session 1(81) S1-2 6H6H(B) 13:50-14:10
HEREL Y3 / Education and Training of Genome Editing

WY A4 N RNA EIRD720D in silico fEHT Y — A
Oy FAs!
VRB KT ) AREA S RN—va vy v —

Computational resources for designing appropriate guide RNAs
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