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CP109886 513 bp DNA linear BCT 30-JAN-2023

Xylella fastidiosa subsp. fastidiosa strain CFBP8073 chromosome,
complete genome.

CP109886 REGION: 102981..103493

CP109886.1

BioProject: PRJNA891297
BioSample: SAMN31318977

Xylella fastidiosa subsp. fastidiosa

Xylella fastidiosa subsp. fastidiosa

Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
Lysobacterales; Lysobacteraceae; Xylella.
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##Genome-Assembly-Data-START#4#
Assembly Date :: SEP-2022
Assembly Method :: Canu v. 2.2

Genome Representation :: Full
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/gene="rimM"
/locus_tag="OK117 00390"
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: G0:0003723 - RNA binding [Evidence IEA];

GO process: G0:0006364 - rRNA processing [Evidence IEA]"

/codon_start=1

/transl table=11

/product="ribosome maturation factor RimM"

/protein id="WCF28410.1"
/translation="MKDNERRILLGRVVGGFGLRGEIKIESWTEPRDAIFRYQPWLLR
SPTGTESMLNGARGYETGKRLIATFPGINDRNGVEAICGTEIYVPRSALPPPHPDEYY

WVDLEGLQVHTLEGVVLGSVSHLESNGANDVIVIHGERERLIPFVQPDYVKSVDFEAE
RIVVDWDPEE"
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