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Lysine	decarboxylase	test

Please	wait	a	moment	until	all	data	is	loaded.	This	message	will	disappear	when	all	data	is	loaded.Synonymslysine	decarboxylase,	l-lysine	decarboxylase,	inducible	lysine	decarboxylase,	srldc,	maldc,	ecldcc,	ldci/cada,	constitutive	lysine	decarboxylase,	morePlease	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is
sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.
This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is
sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.
This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.	Breast	Neoplasms	Cadaverine,	a	metabolite	of	the	microbiome,	reduces	breast	cancer	aggressiveness	through	trace	amino	acid	receptors.	30718646	Fecal	expression	of	Escherichia	coli	lysine
decarboxylase	(LdcC)	is	downregulated	in	E-cadherin	negative	lobular	breast	carcinoma.	32692716	Gastroenteritis	An	outbreak	of	acute	gastroenteritis	due	to	Aeromonas	sobria	in	Benghazi,	Libyan	Arab	Jamahiriya.	11556043	[Lysine	decarboxylase	from	E.	coli	serotypes	isolated	from'	gastroenteritis	in	infants.]	13534082	Gingivitis	Bacterial	Lysine
Decarboxylase	Influences	Human	Dental	Biofilm	Lysine	Content,	Biofilm	Accumulation	and	Sub-Clinical	Gingival	Inflammation.	22141361	Effects	of	immunization	with	natural	and	recombinant	lysine	decarboxylase	on	canine	gingivitis	development.	22975025	Hemolytic-Uremic	Syndrome	Biochemical	and	molecular	characterization	of	minor
serogroups	of	Shiga	toxin-producing	Escherichia	coli	isolated	from	humans	in	Osaka	prefecture.	18176015	Infections	Outbreak	Caused	by	cad-Negative	Shiga	Toxin-Producing	Escherichia	coli	O111,	Oklahoma.	19785536	Intestinal	Diseases	Resolving	the	Contradictory	Functions	of	Lysine	Decarboxylase	and	Butyrate	in	Periodontal	and	Intestinal
Diseases.	34072136	Keratoconjunctivitis	[The	discovery	and	study	on	invasive	strain	of	Escherichia	coli	O121]	2675472	Periodontal	Diseases	CE-LIF	determination	of	salivary	cadaverine	and	lysine	concentration	ratio	as	an	indicator	of	lysine	decarboxylase	enzyme	activity.	18389226	Identification	of	lysine	decarboxylase	as	a	mammalian	cell	growth
inhibitor	in	Eikenella	corrodens:	possible	role	in	periodontal	disease.	11312612	Typhoid	Fever	Typhoid	fever	caused	by	a	negative	lysine	decarboxylase	Salmonella	typhi	strain	in	two	patients	from	Distrito	Federal,	Brazil.	2152203	Whooping	Cough	A	LONELY	GUY	protein	of	Bordetella	pertussis	with	unique	features	is	related	to	oxidative	stress.
31745120	Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is
sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is
sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.
This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.	Aliivibrio	salmonicida	i.e.	Vibrio	salmonicida	748418	B6EKJ5	UniProt	Anchusa	italica	-	37288	-	-	Arum	maculatum	-	37288	-	-	Asarum	maculatum	-	37288	-	-	Astragalus	cicer	-	37288	-	-	Astragalus
glycyphyllos	-	37288	-	-	Atropa	belladonna	-	37288	-	-	Bacterium	cadaveris	-	37294,	37295,	37296,	37298,	715142,	747039-	-	Baptisia	australis	wild	indigo	37288	-	-	Burkholderia	sp.	bifunctional	L-lysine	oxidase/decarboxylase	728013	-	-	Burkholderia	thailandensis	-	748380	-	-	Calla	palustris	-	37288	-	-	Conium	maculatum	-	37288	-	-	Cytisus	beanii	-
37288	-	-	Cytisus	canariensis	-	37288	-	-	Cytisus	scoparius	-	37288	-	-	Dictamnus	albus	-	37288	-	-	2	entries	12	entries	Escherichia	coli	B	/	ATCC	11303	-	37289,	37293-	-	Escherichia	coli	K-12	/	B	-	747369	P0A9H3	UniProt	Escherichia	coli	K-12	/	MG1655	3	entries	Galega	officinalis	-	37288	-	-	Genista	anglica	-	37288	-	-	Genista	hispanica	-	37288	-	-
Genista	lydia	-	37288	-	-	Genista	pilosa	-	37288	-	-	Genista	sagittalis	-	37288	-	-	Genista	tinctoria	-	37288	-	-	Geobacillus	thermodenitrificans	-	748513	-	-	2	entries	Glycyrrhiza	echinata	-	37288	-	-	Hafnia	alvei	-	37283,	37285,	747358-	-	Hafnia	alvei	AS1.1009	-	747358	-	-	Heimia	salicifolia	-	37284	-	-	2	entries	3	entries	Klebsiella	oxytoca	DSM	6673	-
747357,	747655-	-	Laburnum	alpinum	-	37288	-	-	Laburnum	anagyroides	-	37288	-	-	Levisticum	officinale	-	37288	-	-	Ligilactobacillus	saerimneri	30a	-	727766	-	-	Ligilactobacillus	saerimneri	30a	ATCC	33222	-	727766	-	-	Lupinus	albus	-	37288	-	-	Lupinus	luteus	-	37288	-	-	Lupinus	polyphyllus	-	37288,	37291-	-	Malva	sylvestris	-	37288	-	-	Medicago	sativa
-	37288	-	-	Melilotus	albus	-	37288	-	-	Mentha	suaveolens	-	37288	-	-	Menyanthes	trifoliata	-	37288	-	-	Morus	alba	-	749226	A0A2Z4EVE5	UniProt	Mus	musculus	all	of	the	detectable	lysine	decarboxylase	activity	is	due	to	the	action	of	ornithine	decarboxylase	37301	-	-	Mycoplasma	dispar	-	37287	-	-	Nicotiana	tabacum	-	37288	-	-	no	activity	in	Loktanella
hongkongensis	-	698364	-	-	no	activity	in	Marinovum	algicola	-	698360	-	-	no	activity	in	Marinovum	algicola	ATCC	51442	-	698360	-	-	no	activity	in	Phaeobacter	gallaeciensis	BS107	-	698361	-	-	no	activity	in	Rattus	norvegicus	all	of	the	detectable	lysine	decarboxylase	activity	is	due	to	the	action	of	ornithine	decarboxylase	37301	-	-	no	activity	in
Thalassobius	mediterraneus	-	698370	-	-	no	activity	in	Thalassobius	mediterraneus	XSM19	-	698370	-	-	no	activity	in	Thalassococcus	halodurans	-	698370	-	-	no	activity	in	Thalassococcus	halodurans	UST050418-052	-	698370	-	-	Oxybasis	rubra	-	37288	-	-	Phaseolus	vulgaris	-	37288	-	-	Pisum	sativum	-	37288	-	-	Robinia	pseudoacacia	-	37288	-	-	Ruta
graveolens	-	37288	-	-	Salmonella	enterica	subsp.	enterica	serovar	Typhimurium	-	704086	-	-	Sanguisorba	officinalis	-	37288	-	-	Saponaria	officinalis	-	37288	-	-	Sedum	acre	-	37288	-	-	4	entries	Senecio	fuchsii	-	37288	-	-	Shimia	aestuarii	JC2049	698370	-	-	Shimia	aestuarii	JC2049	JC2049	698370	-	-	Sophora	tetraptera	-	37288	-	-	Spinacia	oleracea	-
37288	-	-	Streptomyces	coelicolor	-	728330	Q9L072	UniProt	Streptomyces	coelicolor	ATCC	BAA-471	-	728330	Q9L072	UniProt	Styphnolobium	japonicum	-	37288	-	-	Symphytum	officinale	-	37288	-	-	Thermus	thermophilus	isozymes	TT1887,	TT1465	666850	-	-	Trollius	europaeus	-	37288	-	-	Ulmus	pumila	-	747444	-	-	Valeriana	excelsa	subsp.	sambucifolia
-	37288	-	-	2	entries	Vibrio	parahaemolyticus	AQ	3627	-	37300	-	-	Vibrio	vulnificus	gene	cadA	680477	-	-	Vicia	faba	-	37288	-	-	Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until
the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when
the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.	F14C/K44C	Escherichia	coli	P0A9H3	site-directed	mutagenesis,	mutant	B1,	the	disulfide	bond	mutation	in	the	decameric	interface	of
wild-type	CadA	improves	its	structural	stability,	and	as	a	result,	enhances	the	pH	and	thermal	stabilities	along	with	organic	solvent	tolerance,	but	reduces	the	catalytic	efficiency,	compared	to	the	wild-type	747369	F14C/K44C/L7M/N8G	Escherichia	coli	P0A9H3	site-directed	mutagenesis,	the	disulfide	bond	mutation	in	the	decameric	interface	of	wild-
type	CadA	improves	its	structural	stability,	and	as	a	result,	enhances	the	pH	and	thermal	stabilities	along	with	organic	solvent	tolerance	compared	to	the	wild-type,	addition	of	mutations	L7M	and	N8G	to	mutant	B1	slightly	increases	the	catalytic	efficiency	compared	to	mutant	B1	but	remains	still	lower	than	wild-type	747369	L89R	Escherichia	coli
P0A9H3	the	mutant	elutes	at	the	expected	position	for	an	LdcI	dimer	(about	150000	Da),	the	mutant	shows	about	5fold	lower	level	of	activity	than	wild	type	and	this	activity	is	not	inhibited	by	ppGpp	714832	R206S	Escherichia	coli	P0A9H3	the	ppGpp-binding	site	mutant	shows	wild	type	oligomerisation	profile,	the	mutant	is	insensitive	to	the	addition
of	ppGpp	and	has	activity	comparable	to	wild	type	LdcI	in	the	absence	of	ppGpp	714832	R97A	Escherichia	coli	P0A9H3	the	ppGpp-binding	site	mutant	shows	wild	type	oligomerisation	profile,	the	mutant	is	insensitive	to	the	addition	of	ppGpp	and	has	activity	comparable	to	wild	type	LdcI	in	the	absence	of	ppGpp	714832	T88S	Escherichia	coli	P0A9H3
site-directed	mutagenesis,	the	mutant	shows	higher	thermostability	with	a	2.9fold	increase	in	the	half-life	at	70°C	(from	11	min	to	32	min)	and	increased	melting	temperature	(from	76°C	to	78°C).	The	specific	activity	and	pH	stability	of	T88S	at	pH	8.0	are	increased	to	164	U/mg	and	78%	compared	to	58	U/mg	and	57%	for	the	wild-type	enzyme.	The
productivity	of	cadaverine	with	T88S	is	40	g/l/h	in	contrast	to	28	g/l/h	with	wild-type	enzyme.	The	mutant	is	a	promising	biocatalyst	for	industrial	production	of	cadaverine.	No	additional	hydrogen	bond	is	formed	when	T88	is	substituted	by	D,	F,	or	S,	and	the	improved	stability	may	be	attributed	to	the	favorable	atom	and	torsion	angle	potentials
747396	F14C/K44C	Escherichia	coli	K-12	/	B	-	site-directed	mutagenesis,	mutant	B1,	the	disulfide	bond	mutation	in	the	decameric	interface	of	wild-type	CadA	improves	its	structural	stability,	and	as	a	result,	enhances	the	pH	and	thermal	stabilities	along	with	organic	solvent	tolerance,	but	reduces	the	catalytic	efficiency,	compared	to	the	wild-type	-
F14C/K44C/L7M/N8G	Escherichia	coli	K-12	/	B	-	site-directed	mutagenesis,	the	disulfide	bond	mutation	in	the	decameric	interface	of	wild-type	CadA	improves	its	structural	stability,	and	as	a	result,	enhances	the	pH	and	thermal	stabilities	along	with	organic	solvent	tolerance	compared	to	the	wild-type,	addition	of	mutations	L7M	and	N8G	to	mutant	B1
slightly	increases	the	catalytic	efficiency	compared	to	mutant	B1	but	remains	still	lower	than	wild-type	-	E583G	Hafnia	alvei	-	site-directed	mutagenesis,	the	mutant	shows	1.32fold	increased	LDC	activity	and	1.48fold	improved	productivity	of	cadaverine	compared	to	wild-type	enzyme	747358	V147F	Hafnia	alvei	-	site-directed	mutagenesis,	the	mutant
shows	increased	LDC	activity	747358	V147F/E583G	Hafnia	alvei	-	site-directed	mutagenesis,	the	mutant	shows	1.62fold	increased	LDC	activity	compared	to	wild-type	enzyme	747358	E583G	Hafnia	alvei	AS1.1009	-	site-directed	mutagenesis,	the	mutant	shows	1.32fold	increased	LDC	activity	and	1.48fold	improved	productivity	of	cadaverine	compared
to	wild-type	enzyme	-	V147F	Hafnia	alvei	AS1.1009	-	site-directed	mutagenesis,	the	mutant	shows	increased	LDC	activity	-	V147F/E583G	Hafnia	alvei	AS1.1009	-	site-directed	mutagenesis,	the	mutant	shows	1.62fold	increased	LDC	activity	compared	to	wild-type	enzyme	-	A225C/T302C	Selenomonas	ruminantium	O50657	site-directed	mutagenesis,
due	to	high	flexibility	at	the	pyridoxal	5'-phosphate	(PLP)	binding	site,	use	of	the	enzyme	for	cadaverine	production	requires	continuous	supplement	of	large	amounts	of	PLP.	In	order	to	develop	an	LDC	enzyme	from	Selenomonas	ruminantium	(SrLDC)	with	an	enhanced	affinity	for	PLP,	an	internal	disulfide	bond	between	Ala225	and	Thr302	residues	is
introduced	with	a	desire	to	retain	the	PLP	binding	site	in	a	closed	conformation.	The	SrLDCA225C/T302C	mutant	shows	bound	PLP,	and	exhibits	3fold	enhanced	PLP	affinity	compared	with	the	wild-type	SrLDC.	The	mutant	also	exhibits	a	dramatically	enhanced	LDC	activity	and	cadaverine	conversion	particularly	under	no	or	low	PLP	concentrations.
Introduction	of	the	disulfide	bond	renders	mutant	SrLDC	more	resistant	to	high	pH	and	temperature.	The	formation	of	the	introduced	disulfide	bond	and	the	maintenance	of	the	PLP	binding	site	in	the	closed	conformation	are	confirmed	by	determination	of	the	crystal	structure	of	the	mutant.	Mutant	structure	determination	and	analysis,	overview.	The
mutant	shows	increased	affinity	for	pyridoxal	5'-phosphate	and	increased	activity	compared	to	wild-type	749101	A44V/G45T/V46P	2	entries	A44V/G45T/V46P/P54D	Selenomonas	ruminantium	O50657	the	ratio	of	turnover	number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as	substrate	is	3.8,	compared	to	0.83	for	the	wild-type
enzyme	655829	A44V/G45T/V46P/P54D/S322A	Selenomonas	ruminantium	O50657	the	ratio	of	turnover	number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as	substrate	is	58,	compared	to	0.83	for	the	wild-type	enzyme	655829	A44V/G45T/V46P/P54D/S322T/I326L	Selenomonas	ruminantium	O50657	the	ratio	of	turnover
number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as	substrate	is	13,	compared	to	0.83	for	the	wild-type	enzyme	655829	A52C	2	entries	A52C/P54D	2	entries	A52C/P54D/T55S	Selenomonas	ruminantium	-	the	ratio	of	activity	with	L-Orn	to	activity	with	L-Lys	is	2.7,	compared	to	0.69	for	the	wild-type	enzyme	654984	G319W
Selenomonas	ruminantium	O50657	the	ratio	of	turnover	number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as	substrate	is	3.9,	compared	to	0.83	for	the	wild-type	enzyme	655829	K2C/G227C	Selenomonas	ruminantium	O50657	site-directed	mutagenesis,	the	mutant	shows	reduced	affinity	for	pyridoxal	5'-phosphate	and
reduced	activity	compared	to	wild-type	749101	M50V/A52C	Selenomonas	ruminantium	-	the	ratio	of	activity	with	L-Orn	to	activity	with	L-Lys	is	1.9,	compared	to	0.69	for	the	wild-type	enzyme	654984	M50V/A52C/P54D	Selenomonas	ruminantium	-	the	ratio	of	activity	with	L-Orn	to	activity	with	L-Lys	is	2.4,	compared	to	0.69	for	the	wild-type	enzyme
654984	M50V/A52C/P54D/T55S	2	entries	P54D	2	entries	P54D/T55S	Selenomonas	ruminantium	-	the	ratio	of	activity	with	L-Orn	to	activity	with	L-Lys	is	1.8,	compared	to	0.69	for	the	wild-type	enzyme	654984	S322A	Selenomonas	ruminantium	O50657	the	ratio	of	turnover	number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as
substrate	is	24,	compared	to	0.83	for	the	wild-type	enzyme	655829	S322T/I326L	Selenomonas	ruminantium	O50657	the	ratio	of	turnover	number	to	Km-value	obtained	with	L-Orn	relative	to	that	obtained	with	L-Lys	as	substrate	is	13,	compared	to	0.83	for	the	wild-type	enzyme	655829	additional	information	35	entries	Please	wait	a	moment	until	the
data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the
data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is
sorted.	This	message	will	disappear	when	the	data	is	sorted.Please	wait	a	moment	until	the	data	is	sorted.	This	message	will	disappear	when	the	data	is	sorted.	37283	Beier,	H.;	Fecker,	L.F.;	Berlin,	J.	Lysine	decarboxylase	from	Hafnia	alvei:	purification,	molecular	data	and	preparation	of	polyclonal	antibodies	Z.	Naturforsch.	C	42	1307-1312	1987
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test	used	to	differentiate	members	of	the	Enterobacteriaceae	family	based	on	their	ability	to	produce	the	enzyme	lysine	decarboxylase.	Lysine	decarboxylase	is	an	enzyme	that	transforms	lysine	into	cadaverine.	It	plays	a	vital	role	in	regulating	pH	balance	and	producing	cadaverine.	Many	bacteria	use	lysine-decarboxylase,	which	is	activated	by	acid
stress,	to	help	them	respond	to	acidic	environments.	The	test	is	performed	using	a	specific	medium	that	contains	lysine	and	an	indicator	that	changes	color	in	response	to	changes	in	pH.	This	article	explores	the	procedure	for	performing	the	Lysine	Decarboxylase	test,	its	principle,	limitations,	and	result	interpretation.	We	will	also	discuss	some
common	uses	for	this	test	and	how	it	can	aid	in	identifying	different	bacterial	species.	So,	whether	you	are	a	clinical/	laboratory	technician	or	simply	interested	in	learning	more	about	this	fascinating	essay,	read	on	to	discover	more	about	the	Lysine	Decarboxylase	test.	Most	bacteria	use	acid	stress-induced	lysine-decarboxylase	to	respond	to	the
environment’s	acidity.	The	LDC	enzyme	activates	when	the	medium	becomes	acidic,	increasing	the	medium’s	pH	by	eating	one	proton	during	the	enzymatic	reaction.	The	enzyme	targets	the	carboxylic	component	in	the	amino	acid	lysine,	forming	amine	cadaverine	and	carbon	dioxide.	Lysine	acts	as	an	alternative	source	of	energy	for	the	bacteria.	The
amines	alkalize	the	medium,	causing	the	pH	indicator	to	change	from	yellow	and	purple.	The	test	uses	lysine	decarboxylase	nutrition	broth	with	0.5%	lysine.	Glucose	added	to	the	medium	gets	fermented,	creating	an	acidic	environment.	The	pH	indicator,	bromocresol,	is	purple	at	a	pH	higher	than	5.2	and	yellow	at	a	pH	lower	than	5.2.	After
inoculation	in	broth,	you	incubate	the	preparation	to	allow	dextrose	fermentation,	which	causes	the	pH	indicator	to	change	from	purple	to	yellow.	The	acidic	environment	triggers	the	production	of	the	LDC	enzyme,	which	catalyzes	the	conversion	of	lysine	into	cadaverine.	The	reaction	raises	the	pH	of	the	preparation.	In	reaction,	the	pH	indicator
changes	color	from	yellow	to	purple.	In	the	enzyme’s	absence,	the	preparation	retains	the	yellow	color.	Note	that	some	bacteria	take	longer	to	produce	cadaverine,	requiring	longer	incubation.	Industrially,	cadaverine	is	a	valuable	monomer	used	to	produce	various	high-value	products.	It	has	many	industrial	applications,	including	the	production	of
polyamides	and	polyurethanes	and	its	use	as	an	additive	and	chelating	agent.	One	notable	application	is	in	producing	high-performance	nylon	5X	materials	with	excellent	mechanical	strength,	air	permeability,	moisture	absorption,	and	flame	retardancy.	These	materials	have	applications	in	chemical	fibers	and	engineering	plastics.	The	Lysine
Decarboxylase	test	differentiates	certain	groups	of	bacteria,	such	as	the	Salmonella	arizonae	group,	from	the	Bethesda	Ballerup	group	of	Enterobacteriaceae.	However,	there	are	some	limitations	to	this	test.	One	limitation	is	that	the	test	cannot	determine	the	amount	of	intracellular	enzymes	and	will	only	be	able	to	detect	it	when	it	is	enough	to
trigger	a	change	in	pH	within	the	media.	Another	limitation	is	you	should	only	make	that	test	interpretation	after	24	hours	of	incubation.	Earlier	interpretations	may	lead	to	erroneous	results.	Dissolve	14.02g	of	lysine	decarboxylase	broth	medium	in	1,000	ml	of	distilled	water.	Dispense	the	solution	into	5ml	tubes	with	caps.	Autoclave	them	to	sterilize
at	121oC	for	15	minutes.	Sterilize	your	inoculating	loop	with	an	open	flame.	Pick	your	broth	medium	and	remove	the	cap.	Flame	the	mouth	of	the	tube	to	sterilize	it.	Pick	your	test	colony	with	the	loop	and	innoculate	it	into	the	broth.	Incubate	the	preparation	at	37oC.	Check	for	color	every	24	hours	for	four	days.		The	results	are	apparent	after	the	first
24	hours.	After	that,	however,	you	require	more	incubation	for	up	to	4	days	to	ensure	the	reaction	is	complete.	You	get	the	final	results	of	a	Lysine	Decarboxylase	test	by	observing	the	tube	at	48	hours.	A	color	change	from	yellow	to	purple	indicates	a	positive	test	for	lysine	decarboxylase.	This	means	that	the	organism	can	produce	decarboxylase
enzymes.	If	there	is	a	failure	to	revert	to	purple	after	four	days	of	incubation,	it	shows	a	negative	result.	This	means	that	the	organisms	cannot	produce	decarboxylase	enzymes.	Lysine	Decarboxylase	test	result	Bacteria	that	test	positive	for	lysine	decarboxylase	(LDC)	include	Klebsiella	pneumoniae,	Vibrio	cholerae,	Escherichia	coli,	Salmonella	typhi,
most	other	salmonellae	species	except	Salmonella	paratyphi	A,	Serratia	marcescens,	and	Vibrio	Parahemolyticus.	Cadaverine	is	an	organic	compound	produced	by	the	conversion	of	L-lysine	into	cadaverine	by	lysine	decarboxylase.	It	plays	an	important	role	in	cell	survival	at	acidic	pH	and	has	various	industrial	applications.	What	is	a	positive	result	of
decarboxylation	test?	A	positive	result	of	the	lysine	decarboxylase	test	is	indicated	by	a	color	change	from	purple	to	yellow	in	the	lysine	decarboxylase	broth.	What	is	the	purpose	of	the	decarboxylation	test?	Decarboxylation	test	confirms	the	presence	of	decarboxylase	enzymes	in	bacteria.	These	enzymes	convert	amino	acids	into	their	corresponding
amines	by	removing	a	carboxyl	group.	What	does	the	lysine	decarboxylase	test	differentiate?	The	lysine	decarboxylase	test	differentiates	between	bacteria	that	produce	lysine	decarboxylase	enzyme	and	those	that	do	not.		Is	Salmonella	lysine	positive	or	negative?	Salmonella	is	lysine	positive.	When	tested	for	the	presence	of	this	enzyme,	Salmonella
spp.	will	typically	produce	a	positive	result.


