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MazF is a sequence-specific endoribonuclease or mRNA interferases, which cleaves RNA at a specific sequence. Since the
expression of a specific gene or a group of specific genes can be regulated by MazF, expanding the repertoire of recognition
sequences by MazF mRNA interferases is highly desirable for biotechnological and medical applications. Here, we identified
a gene for a MazF homologue (MazFme) from Methanohalobium evestigatum, an extremely halophilic archaeon. In order to
suppress the toxicity of MazFme to the E. coli cells, the C-terminal half of the cognate antitoxin MazEme was fused to the
N-terminal ends of MazFme. After purification of the MazEme-MazFme fusion protein, MazFme was released from the fusion
protein by factor Xa treatment. The free MazFme RNA cleavage specificity was determined by primer extension and synthetic
ribonucleotides, revealing that MazFme is a CUGGU/UUGGU-specific endoribonuclease.
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