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                     /gene="rimM"
                     /locus_tag="OK117_00390"
     CDS             1..513
                     /gene="rimM"
                     /locus_tag="OK117_00390"
                     /inference="COORDINATES: similar to AA
                     sequence:RefSeq:WP_004085542.1"
                     /note="Essential for efficient processing of 16S rRNA;
                     Derived by automated computational analysis using gene
                     prediction method: Protein Homology.
                     GO_function: GO:0003723 - RNA binding [Evidence IEA];
                     GO_process: GO:0006364 - rRNA processing [Evidence IEA]"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome maturation factor RimM"
                     /protein_id="WCF28410.1"
                     /translation="MKDNERRILLGRVVGGFGLRGEIKIESWTEPRDAIFRYQPWLLR
                     SPTGTESMLNGARGYETGKRLIATFPGINDRNGVEAICGTEIYVPRSALPPPHPDEYY
                     WVDLEGLQVHTLEGVVLGSVSHLFSNGANDVIVIHGERERLIPFVQPDYVKSVDFEAE
                     RIVVDWDPEF"
ORIGIN      
[bookmark: sequence_CP109886.1]        1 atgaaagata atgagcgccg tatcctgcta ggaagggttg taggtggttt cgggttgcgt
       61 ggtgaaatca agatagagtc ttggactgag ccacgggatg cgatcttccg ttaccagccg
      121 tggttattac gttctcctac gggtaccgag tccatgttga atggtgcccg tggctacgag
      181 actggcaagc gtttgattgc aacctttcct ggcatcaatg atcgtaatgg agtcgaagcg
      241 atctgtggta cggaaatcta tgtgccacgc agcgccttgc ctccacctca ccccgacgag
      301 tattactggg tcgatttgga agggctgcaa gtacacaccc ttgaaggtgt ggttctcggt
      361 agcgtttccc atctgttttc caacggcgcc aatgatgtga tagtcatcca tggcgagcgc
      421 gagcgcttga tcccgtttgt acagcctgat tacgtgaagt cggttgattt tgaggctgag
      481 cgtattgttg tcgattggga tcctgagttc tga
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