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Annu Rev Microbiol. 2021 Aug 4. doi: 10.1146/annurev-micro-051721-043826. Figure 1
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CACCCACACCCACACACCACACCCACACCCAA
GTGGGTGTGGGTGTGTGGTGT

Rho
AGGGACACGGCGGAATTCCAT
GTGGGTTGTCTCCCTGTGCCGCCTTAAGGTA
ACCCAAC
CACCCAC CACA CCAC
CACCCA CACACCCAA
GTG GTGG CA
Mfd G G
U AGGGACACGGCGGAATTCCAT
GTGGGTTGTCTCCCTGTGCCGCCTTAAGGTA
ACCCAAC

CACCCACACCCACACACCACACCCAC

Intrinsic terminator

Rho-dependent terminator

Mfd-dependent terminator

Journal of Molecular Biology, 2019, 431(20):4030-4039
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Rho-independent termination, M Kifip A FRIZ IE
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Annual Review of Biochemistry, 2016, 85:319-347 Doi: 10.1146/annurev-biochem-060815-014844
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