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Genome information
	T number	T03785
	Org_code	pdf
	Name	Clostridioides difficile 630Derm
	Annotation	yes
	Taxonomy	TAX: 1496
	    Lineage	Bacteria; Bacillota; Clostridia; Peptostreptococcales; Peptostreptococcaceae; Clostridioides
	Brite	KEGG organisms [BR:br08601]

            KEGG organisms in the NCBI taxonomy [BR:br08610]

            KEGG organisms in taxonomic ranks [BR:br08611]
	Data source	GenBank (Assembly: GCA_000953275.1 Complete Genome)
            BioProject: 269262
	Keywords	Human pathogen
	Comment	Spontaneous erythromycin sensitive derivative of the reference strain 630 obtained by serial passaging in antibiotic-free media.
            Asymptomatically colonize the intestine of humans and other mammals.
            Initially obtained from the Minton lab (University of Nottingham, Nottingham, UK), that in turn received it from the Mullany lab in which it was generated.

	Chromosome	1; Circular
	    Sequence	GB: LN614756
	    Length	4293049
	Statistics	Number of nucleotides:       4293049
            Number of protein genes:        3802
            Number of RNA genes:             126

	Created	2015
	Reference	PMID: 25636331
	    Authors	van Eijk E, Anvar SY, Browne HP, Leung WY, Frank J, Schmitz AM, Roberts AP, Smits WK
	    Title	Complete genome sequence of the Clostridium difficile laboratory strain 630Deltaerm reveals differences from strain 630, including translocation of the mobile element CTn5.
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