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dC13-2-EGFP

pC0055-CMV-dPspCas13b-

GS-ADAR2DD

dC13-2-ADAR-EGF
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Leu Gly His Lys leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr Ile Met Ala Asp Lys GIn Lys Asn Gly Ile

P
tggggcacaagctggagtacaacjafdaacagccacaacgtctatatcatggccgacaagcagaagaacggcat

390 400 l 410 420 430 440 450
TGGGGCACAAGCTGGAGTACAACJAQAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCAT

390 400 410 420 0 ; 450
TGGGGCACAAGCTGGAGTACAACJAQAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCAT

P

390 400 - 410 420 430 440 150
TGGGGCACAAGCTGGAGTACAACJAQAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCAT

390 400 410
TGGGGCACAAGCTGGAGTACAACJAQAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCAT
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CLUSTAL format alignment by MAFFT (v7.511)

DRrc
DR-hf2
DR2rc

ggaagataactctacaaacctgtagggttctgagac
ggaagataactctacaaacctgtagagttctgagac
ggaagatgactctacaaacctgtagggactgtgcgg

Ak khkhkkd Ahhkhbhbadbhbbrhbhbbrxt &
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