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TALEN
Transcription activator-like effector nuclease
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Cuctema CRISPR
Clustered Regularly Interspaced Short Palindromic Repeats
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feHOMHOe pegaKTuposaHue ¢ nomouibto CRISPR/Cas9

Co3pgaHune gsyuenoyvyeyHoro paspbisa AHK
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lfeHOMHOe pepgaKkTupoBaHue ¢ nomolubto CRISPR/Cas9

BoccTtaHOBNeHMe aByuenovyeyHoro paspbiea AHK
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DNA double-stranded break (DSB)
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AKTUBaALUA TPAHCKPUNLUKN onpeaenéHHbIX reHoB
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dCas9-EGFP Optimized sgRNA

i &
Ny
@ b

Sequence specifically o O @
enriched EGFP signals 11 _ 5 _ 5

) A nE

-

I
Imaging




BbicOKONpPOU3BOAUTENbHDbINA CKPUHUHT FEHOMaA
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Co3paHue xumepHoro aHTureHHoro peuentopa (CAR)
ANA Tepannmn OHKOremartosiormieckmux sabonesaHumm
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Mopaenb aputmoreHHoi Kapanommonatum (ARVC)
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HokpayH reHa PKP2 c nomouwbto cucrembl CRISPR/Cas9
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Muscle isolation

Mopaenb AeCMUHOBbIX MUONATUM
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HapyweHune pyHKLUN MUTOXOHAPUMN
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