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Lysine decarboxylase test
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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 0111, 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 0121] 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.
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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 B6EK]5 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 POA9H3 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 AOA2Z4EVE5 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
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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 POA9H3 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 POA9H3 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
POA9HS3 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 POA9H3 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 Ldcl in the absence of ppGpp 714832 R97A Escherichia coli POA9H3 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 Ldcl in the absence of ppGpp 714832 T88S Escherichia coli POA9H3
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 050657 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 STLDCA225C/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 SrTLDC 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/GA5T/VA6P 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/GA5T/VA6P/P54D/S322A Selenomonas ruminantium 050657 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/1326L 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 050657 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 050657 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/AS2C/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 050657 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
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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
Hafnia alvei - 37284 Pelosi, L.A.; Rother, A.; Edwards, J.M. Lysine decarboxylase activity and alkaloid production in Heimia salicifolia cultures Phytochemistry 25 2315-2319 1986 Heimia salicifolia - 37285 Fecker, L.F.; Beier, H.; Berlin, J. Cloning and characterization of a lysine decarboxylase gene from Hafnia alvei Mol. Gen. Genet. 203 177-184 1986
Hafnia alvei - 37286 Vienozinskiene, J.; Januseviciute, R.; Pauliukonis, A.; Kazlauskas, D. Lysine decarboxylase assay by the pH-stat method Anal. Biochem. 146 180-183 1985 Escherichia coli 3887985 37287 Poesoe, H.; McCann, P.P.; Tanskanen, R.; Bey, P.; Sjoerdsma, A. Inhibition of growth of Mycoplasma dispar by DL-alpha-difluoromethyllsine, a
selective irreversible inhibitor of lysine decarboxylase, and reversal by cadaverine (1,5-diaminopentane) Biochem. Biophys. Res. Commun. 125 205-210 1984 Mycoplasma dispar 6439203 37288 Schoofs, G.; Teichmann, S.; Hartmann, T.; Wink, M. Lysine decarboxylase in plants and its integration in quinolizidine alkaloid biosynthesis Phytochemistry 22
65-69 1983 Anchusa italica, Arum maculatum, Asarum maculatum, Astragalus cicer, Astragalus glycyphyllos, Atropa belladonna, Baptisia australis, Calla palustris, Conium maculatum, Cytisus beanii, Cytisus canariensis, Cytisus scoparius, Dictamnus albus, Galega officinalis, Genista anglica, Genista hispanica, Genista lydia, Genista pilosa, Genista
sagittalis, Genista tinctoria, Glycine max, Glycyrrhiza echinata, Laburnum alpinum, Laburnum anagyroides, Levisticum officinale, Lupinus albus, Lupinus luteus, Lupinus polyphyllus, Malva sylvestris, Medicago sativa, Melilotus albus, Mentha suaveolens, Menyanthes trifoliata, Nicotiana tabacum, Oxybasis rubra, Phaseolus vulgaris, Pisum sativum,
Robinia pseudoacacia, Ruta graveolens, Sanguisorba officinalis, Saponaria officinalis, Sedum acre, Senecio fuchsii, Sophora tetraptera, Spinacia oleracea, Styphnolobium japonicum, Symphytum officinale, Trollius europaeus, Valeriana excelsa subsp. sambucifolia, Vicia faba - 37289 Boeker, E.A.; Fischer, E.H. Lysine decarboxylase (Escherichia coli B)
Methods Enzymol. 94 180-184 1983 Escherichia coli, Escherichia coli B/ ATCC 11303 6353151 37290 Kamio, Y.; Terawaki, Y. Purification and properties of Selenomonas ruminantium lysine decarboxylase J. Bacteriol. 153 658-664 1983 Selenomonas ruminantium 6401702 37291 Hartmann, T.; Schoofs, G.; Wink, M. A chloroplast-localized lysine
decarboxylase of Lupinus polyphyllus: the first enzyme in the biosynthetic pathway of quinolizidine alkaloids FEBS Lett. 115 35-38 1980 Lupinus polyphyllus 7389917 37292 Sabo, D.L.; Fischer, E.H. Chemical properties of Escherichia coli lysine decarboxylase including a segment of its pyridoxal 5 -phosphate binding site Biochemistry 13 670-676
1974 Escherichia coli 4204273 37293 Sabo, D.L.; Boeker, E.A.; Byers, B.; Waron, H.; Fischer, E.H. Purification and physical properties of inducible Escherichia coli lysine decarboxylase Biochemistry 13 662-670 1974 Escherichia coli, Escherichia coli B/ ATCC 11303 4590109 37294 Soda, K.; Moriguchi, M. L-Lysine decarboxylase (Bacterium
cadaveris) Methods Enzymol. 17B 677-681 1971 Bacterium cadaveris - 37295 Soda, K.; Moriguchi, M. Crystalline lysine decarboxylase Biochem. Biophys. Res. Commun. 34 34-39 1969 Bacterium cadaveris 5762458 37296 Battersby, A.R.; Murphy, R.; Staunton, J. Studies of enzyme-mediated reactions. Part 14. Stereochemical course of the formation
of cadaverine by decarboxylation of (2S)-lysine with lysine decarboxylase (E.C. 4.1.1.18) from Bacillus cadaveris J. Chem. Soc. Perkin Trans. I 1982 449-453 1982 Bacterium cadaveris - 37297 Kim, H.S.; Kim, B.H.; Cho, Y.D. Purification and characterization of monomeric lysine decarboxylase from soybean (Glycine max) axes Arch. Biochem. Biophys.
354 40-46 1998 Glycine max 9633596 37298 Berkowitz, D.B.; Jahng, W.].; Pedersen, M.L. ?-VINYLLYSINE AND ?-VINYLARGININE ARE TIME-DEPENDENT INHIBITORS OF THEIR COGNATE DECARBOXYLASES. Bioorg. Med. Chem. Lett. 6 2151-2156 1996 Bacterium cadaveris 29123334 37299 Kikuchi, Y.; Kojima, H.; Tanaka, T.; Takasuka, Y.;
Kamio, Y. Characterization of a second lysine decarboxylase isolated from Escherichia coli J. Bacteriol. 179 4486-4492 1997 Escherichia coli 9226257 37300 Yamamoto, S.; Imamura, T.; Kusaba, K.; Shinoda, S. Purification and some properties of inducible lysine decarboxylase from Vibrio parahaemolyticus Chem. Pharm. Bull. 39 3067-3070 1991
Vibrio parahaemolyticus, Vibrio parahaemolyticus AQ 3627 1799949 37301 Pegg, A.E.; McGill, S. Decarboxylation of ornithine and lysine in rat tissues Biochim. Biophys. Acta 568 416-427 1979 Mus musculus, no activity in Rattus norvegicus 486492 654982 Takatsuka, Y.; Onoda, M.; Sugiyama, T.; Muramoto, K.; Tomita, T.; Kamio, Y. Novel
characteristics of Selenomonas ruminantium lysine decarboxylase capable of decarboxylating both L-lysine and L-ornithine Biosci. Biotechnol. Biochem. 63 1063-1069 1999 Selenomonas ruminantium (050657), Selenomonas ruminantium 10427692 654984 Takatsuka, Y.; Tomita, T.; Kamio, Y. Identification of the amino acid residues conferring
substrate specificity upon Selenomonas ruminantium lysine decarboxylase Biosci. Biotechnol. Biochem. 63 1843-1846 1999 Selenomonas ruminantium 10586514 655829 Takatsuka, Y.; Yamaguchi, Y.; Ono, M.; Kamio, Y. Gene cloning and molecular characterization of lysine decarboxylase from Selenomonas ruminantium delineate its evolutionary
relationship to ornithine decarboxylases from eukaryotes J. Bacteriol. 182 6732-6741 2000 Selenomonas ruminantium (050657), Selenomonas ruminantium 11073919 656712 Levine, M.; Progulske-Fox, A.; Denslow, N.D.; Farmerie, W.G.; Smith, D.M.; Swearingen, W.T.; Miller, F.C.; Liang, Z.; Roe, B.A.; Pan, H.Q. Identification of lysine decarboxylase
as a mammalian cell growth inhibitor in Eikenella corrodens: possible role in periodontal disease Microb. Pathog. 30 179-192 2001 Eikenella corrodens 11312612 665713 Snider, J.; Gutsche, I.; Lin, M.; Baby, S.; Cox, B.; Butland, G.; Greenblatt, J.; Emili, A.; Houry, W.A. Formation of a distinctive complex between the inducible bacterial lysine
decarboxylase and a novel AAA+ ATPase J. Biol. Chem. 281 1532-1546 2006 Escherichia coli 16301313 666850 Kukimoto-Niino, M.; Murayama, K.; Kato-Murayama, M.; Idaka, M.; Bessho, Y.; Tatsuguchi, A.; Ushikoshi-Nakayama, R.; Terada, T.; Kuramitsu, S.; Shirouzu, M.; Yokoyama, S. Crystal structures of possible lysine decarboxylases from
Thermus thermophilus HB8 Protein Sci. 13 3038-3042 2004 Thermus thermophilus, Thermus thermophilus HB8 / ATCC 27634 / DSM 579 15459330 680417 Tanaka, Y.; Kimura, B.; Takahashi, H.; Watanabe, T.; Obata, H.; Kai, A.; Morozumi, S.; Fujii, T. Lysine decarboxylase of Vibrio parahaemolyticus: kinetics of transcription and role in acid
resistance J. Appl. Microbiol. 104 1283-1293 2007 Vibrio parahaemolyticus (Q87KT6), Vibrio parahaemolyticus 18031521 680477 Kim, ]J.S.; Choi, S.H.; Lee, ]J.K. Lysine decarboxylase expression by Vibrio vulnificus is induced by SoxR in response to superoxide stress J. Bacteriol. 188 8586-8592 2006 Vibrio vulnificus 17012399 680484 Moreau, P.L.
The lysine decarboxylase CadA protects Escherichia coli starved of phosphate against fermentation acids J. Bacteriol. 189 2249-2261 2007 Escherichia coli 17209032 690269 Alexopoulos, E.; Kanjee, U.; Snider, J.; Houry, W.A.; Pai, E.F. Crystallization and preliminary X-ray analysis of the inducible lysine decarboxylase from Escherichia coli Acta
Crystallogr. Sect. F 64 700-706 2008 Escherichia coli (POA9H3), Escherichia coli 18678936 690395 Ohe, M.; Scoccianti, V.; Bagni, N.; Tassoni, A.; Matsuzaki, S. Putative occurrence of lysine decarboxylase isoforms in soybean (Glycine max) seedlings Amino Acids 36 65-70 2009 Glycine max 18227970 690597 Tateno, T.; Okada, Y.; Tsuchidate, T.;
Tanaka, T.; Fukuda, H.; Kondo, A. Direct production of cadaverine from soluble starch using Corynebacterium glutamicum coexpressing alpha-amylase and lysine decarboxylase Appl. Microbiol. Biotechnol. 82 115-121 2009 Escherichia coli 18989633 698360 Lafay, B.; Ruimy, R.; de Traubenberg, C.R.; Breittmayer, V.; Gauthier, M.].; Christen, R.
Roseobacter algicola sp. nov., a new marine bacterium isolated from the phycosphere of the toxin-producing dinoflagellate Prorocentrum lima Int. J. Syst. Bacteriol. 45 290-296 1995 no activity in Marinovum algicola, no activity in Marinovum algicola ATCC 51442 7537061 698361 Ruiz-Ponte, C.; Cilia, V.; Lambert, C.; Nicolas, J.L. Roseobacter
gallaeciensis sp. nov., a new marine bacterium isolated from rearings and collectors of the scallop Pecten maximus Int. J. Syst. Bacteriol. 48 Pt 2 537-542 1998 no activity in Phaeobacter gallaeciensis BS107 9731295 698364 Lau, S.C.; Tsoi, M.M.; Li, X.; Plakhotnikova, I.; Wu, M.; Wong, P.K.; Qian, P.Y. Loktanella hongkongensis sp. nov., a novel
member of the alpha-Proteobacteria originating from marine biofilms in Hong Kong waters Int. J. Syst. Evol. Microbiol. 54 2281-2284 2004 no activity in Loktanella hongkongensis 15545471 698370 Lee, O.0.; Tsoi, M.M.; Li, X.; Wong, P.K.; Qian, P.Y. Thalassococcus halodurans gen. nov., sp. nov., a novel halotolerant member of the Roseobacter clade
isolated from the marine sponge Halichondria panicea at Friday Harbor, USA Int. J. Syst. Evol. Microbiol. 57 1919-1924 2007 no activity in Thalassobius mediterraneus, no activity in Thalassobius mediterraneus XSM19, no activity in Thalassococcus halodurans, no activity in Thalassococcus halodurans UST050418-052, Shimia aestuarii, Shimia
aestuarii JC2049 17684282 704086 Alvarez-Ordonez, A.; Fernandez, A.; Bernardo, A.; Lopez, M. Arginine and lysine decarboxylases and the acid tolerance response of Salmonella typhimurium Int. J. Food Microbiol. 136 278-282 2010 Salmonella enterica subsp. enterica serovar Typhimurium, Salmonella enterica subsp. enterica serovar Typhimurium
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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 1210C 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 370C. 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.



