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5 - Metabolite information

In Wik

IUPAC "leucing"|"lHeucine"|"d-leucine”
SMILES "CC{C)C[C@@H](N)C(C)=0""CC(C)CC(N)C(D)=0"
InChl "InChl=1/CEH13N02/c1-4(2)3-5(T)6(8)9/h4-5H,3,TH2 1-2H3 {H,8.9)/fh8H""InChI=1/CEH13N02/c1-4(2)3-5(T)6(8)9/h4-5H,3, TH2 1-2H3,(H,8, 9t 5-/m0/5 1 ffhEH"

Kappa-View |"kpc00715"
LlipidBank |MNA
LipidMap MNA
ChEBI "25017""28225"
ChemSpider | "5880"

"m000025_a129002-101_metb_1291_eittms_leucine, dl- (2tms)"|"'m000025_a129002-101_metb_1274.1_eistr_leucine, dl- (2tms)"["'m000025_a118001-101_metb_1151.1_eigtms_leucine, di-
(1tms)"|"m000025_a129002-101_metb_1292.9 eittms_leucine, di- (2tms)"|"m000025_a129002-101_metb_1275.4 eimor_leucine, dl- (2tms)"["m000025_a118001-101_metb_1157.6_eistr_leucine, di-
MPIMP (1tms)""m000025_a129002-101_metb_1279.9_eigtms_leucine, dl- (2tms)""'m000025_a129002-101_metb_1293.5_eittms_leucine, di- (2tms)"["m000025_a129002-101_metb_1267.3_eigtms_leucine, dl-
(2tms)"|"m000025_a129002-101_metb_1280.9_eigtms_leucine, dl- (2tms)"|"m000025_a129002-101_metb_1278.2_gistr_leucine, d- (2tms)"|"'m000025_a123002-101_metb_301020_eins_leucine, dI-
(2tms)"["m000025_a129002-101_metb_1295.3 eittms_leucine, dl- (2tms)"|"m000025_a129002-101_metb_1276.8_eigtms_leucine, dl- (2tms)"|"'m000025_a129002-101_metb_1279.8_eigtms_leucine, dI-
(2tms)"|"m000025_a129002-101_metb_305450_eiboel_leucine, di- (2tms)"["m000025_a118001-101_metb_1162_gistr_leucine, di- (1tms)""'m000025_a129002-101_metb_1276.5_eigtms_leucine, dI- (2tms)"

PubChem |, TR
<D AT205735""4727
AraCyc LEU

Related Dataset
Dataset 1D Short description

AtMet1 | Kusano et al. (2007) BMC Syst Biol
AtMet2 | Matsuda et al. (2009) Plant J

Other links
Database name  Accession
MetaboLights MTBLS40
MetabolomeExpress| TBA
MetaboloNote TBA

W Tweet <0 Sign Up to see what your friends like.
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5 : Meta-analysis tools in
AtMetExpress: HCA

AtMetEXxpress

) ) ) ) o Dataset summary (MVA) Others
We integrated multiple metabolome dataset in Arabidopsis into a

single matrix and constructed our database, called
AtMetExpress, to store the information. The integrated data
analyses showed that Arabidopsis has o metabolites, which
we can detect using mass spectrometry-based metabolite

Hierarchical cluster Heat map Principal component analysis

profiling. A small, simple AtMetExpress GUI tool will be built for hclust Method
configuring and performing these analyses to allow for easier Average j
metabolome meta-analysis for plant biologists.
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5 : Meta-analysis tools in
AtMetExpress: a heatmap

AtMetExpress

) ) : : Dataset summary (MVA) Others
We integrated multiple metabolome dataset in Arabidopsis into a

single matrix and constructed our database, called AtMetExpress,
to store the information. The integrated data analyses showed
that Arabidopsis has oo metabolites, which we can detect using
mass spectrometry-based metabolite profiling. A small, simple

Hierarchical cluster Heat map Principal component analysis

AtMetExpress GUI tool will be built for configuring and performing helust Method
these analyses to allow for easier metabolome meta-analysis for Average j
plant biclogists
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