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DNA sequence

Wi I d type = AAGGCGGGCTCCTCGGAATGGCCGGCTATGGATGATGGCTTGGCCAGTGCCTCAGACACCGGCAAGGAGGATGCCTTTTCCGGGACAGATTGGATGTTGGAGAAAATGGATCTGAAAGAGTTTGACT

TCGATGCTCTGTTTCGAATGGATGACCTGGAAACCATGCCAGATGAGCTCTTGA

ATF4 KO: acaccreren

Wild type:
ATF4 KO:

Amino acid sequence

..KSS*

..KAGSSEWPAMDDGLASASDTG...
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