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KNApSAcK core®)T—4

X EY (50,048) £ ¥TE (23,834) SR (29,562)
H S — B | G D | E \ F [ G | H
C.ID Metabolite Molecular Formula Organism Kingdom Family Genus Reference
L C00000001 Gibberellin A1;GA1 C19H2406 Vigna unguiculata Plantae Fabaceae Vigna Garcia—Martinez,Plant Physiol.,85,(1987),212
3 |C00000001 Gibberellin A1;GA1 C19H2406 Vitis vinifera Plantae Vitaceae Vitis Perez,Am.J.Viticulture,51,(2000),315
T C00000001 Gibberellin A1;GA1 C19H2406 Zea mays Plantae Poaceae Zea Fujioka,Proc. Natl. Acad. Sci. USA,85,(1988),9031
I C00000001 Gibberellin A1;GA1 C19H2406 Bacillus licheniformis Bacteria Bacillaceae Bacillus Guitierri-Manero,Physiol.Plant,111,(2001),206
L C00000001 Gibberellin A1;GA1 C19H2406 Bacillus pumilus Bacteria Bacillaceae Bacillus Guitierri-Manero,Physiol.Plant,111,(2001),206
7| C00000001 Gibberellin A1;GA1 C19H2406 Begonia x cheimantha  Plantae Begoniaceae Begonia Oden,Physiol. Plant.,73,(1988),445
L C00000001 Gibberellin A1;GA1 C19H2406 Alstroemeria hybrida Plantae Alstroemeriaceae Alstroemeria Kappers,J.Plant Growth Regul.,16,(1997),219
9 |C00000001 Gibberellin A1;GA1 C19H2406 Althaea rosea Plantae Malvaceae Althaea Harada,Phytochem.,6,(1967),1695
ﬂ C00000001 Gibberellin A1;GA1 C19H2406 Arabidopsis thaliana Plantae Cruciferae Arabidopsis Talon,Heynh. Planta,182,(1990),501
1_1 C00000001 Gibberellin A1;GA1 C19H2406 Aralia cordata Plantae Araliaceae Aralia Nishijima,Biosci. Biotech. Biochem.,57,(1993),1953
i C00000001 Gibberellin A1;GA1 C19H2406 Archidendron microcarpu Plantae Fabaceae Archidendron Koshioka,Agric. Biol. Chem.,50,(1986),1899

ftp://ftp.biosciencedbc.jp/archive/knapsack/LATEST/knapsack_core.zip

RBIEYMEEMIED T HL: 101,443
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clID Metabolite Molecular Formula Organism Kingdom Family Genus Reference

LCOOOOOOO] Gibberellin A1;GA1 C19H2406 Vigna unguiculata Plantae Fabaceae Vigna Garcia—Martinez,Plant Physiol.,85,(1987),212
3 |C00000001 Gibberellin A1;GA1 C19H2406 Vitis vinifera Plantae Vitaceae Vitis Perez,Am.J.Viticulture,51,(2000),315
LCOOOOOOM Gibberellin A1;GA1 C19H2406 Zea mays Plantae Poaceae Zea Fujioka,Proc. Natl. Acad. Sci. USA,85,(1988),9031
LCOOOOOOm Gibberellin A1;GA1 C19H2406 Bacillus licheniformis Bacteria Bacillaceae Bacillus Guitierri-Manero,Physiol.Plant,111,(2001),206
LCOOOOOON Gibberellin A1;GA1 C19H2406 Bacillus pumilus Bacteria Bacillaceae Bacillus Guitierri-Manero,Physiol.Plant,111,(2001),206
LCOOOOOOm Gibberellin A1;GA1 C19H2406 Begonia x cheimantha  Plantae Begoniaceae Begonia Oden,Physiol. Plant.,73,(1988),445

8 ‘000000001 Gibberellin A1;GA1 C19H2406 Alstroemeria hybrida Plantae Alstroemeriaceae Alstroemeria Kappers,J.Plant Growth Regul.,16,(1997),219

9 1000000001 Gibberellin A1;GA1 C19H2406 Althaea rosea Plantae Malvaceae Althaea Harada,Phytochem.,6,(1967),1695

10 1000000001 Gibberellin A1;GA1 C19H2406 Arabidopsis thaliana Plantae Cruciferae Arabidopsis Talon,Heynh. Planta,182,(1990),501

11 1000000001 Gibberellin A1;GA1 C19H2406 Aralia cordata Plantae Araliaceae Aralia Nishijima,Biosci. Biotech. Biochem.,57,(1993),1953

Gibberellin A1;GA1 C19H2406 Archidendron microcarpu Plantae Fabaceae Archidendron Koshioka,Agric. Biol. Chem.,50,(1986),1899

12 C00000001

ftp://ftp.biosciencedbc.jp/archive/knapsack/LATEST/knapsack_core.zip
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NCBI taxonomy

NCBI taxonomy®cgiH 1 +% Fl|
http://www.ncbi.nlm.nih.gov/Taxonomy/Taxldentifier/tax_identifier.cgi

P8 Taxonom
37N Browsery

Taxonomy
browser

name preferred name taxid
;afz?r:grt?gn Homo sapiens 9606
1 Arabidopsis thaliana 3702
:-::::g:: 2 Homo Homo sapiens 63221
neanderthalensis neanderthalensis
Taxonomic 1+ |Proboscidea 9779
advisors 1+ |Proboscidea 24234
Genetic codes 1+ |Bacillus 1386
Taxonomy 1+ |Bacillus 55087
Statistics 2+ |reptiles Testudines 8459
Taxa 2+ |reptiles Lepidosauria 8504
. Jt9| 2+ |reptiles Crocodylia 1294634
o 2+ |Agathis montana Agathis montana de Laub. 60852
Taxonomy FTP 1969
site Agathis montana Agathis montana Shest. 1932 144212

FAQs Mus musacris

Status Code 0) E‘E' Eﬂ Mus muscaris Mus musculus 10090
A How to reference

the NCBI Back to initial page
taxonomy

1 - the incoming name is our primary name for a taxon in our database
2 - the incoming name is a secondary name for a taxon in our database
(it could be listed as a synonym, a misspelling, a common name,

or several other nametypes)

3 - the incoming name is not found in our database

+ - the incoming name is duplicated in our database o e
(used in combination with the other status codes) | 1, 2CTYYE T Y]
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{:! Ch EM BL Release 17 (Aug. 2013)

- EERRUVHARBIEEYMDT—ER—X
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- BEfR(CLSFal—Iav

o ST3FTvEA. >12005 FEIEEHR. >13051LEY

AN
e 9356 A—/ 1wk (eg “protein complex”, “cell line”, “tissue”, “organism”,,,)

e 6,367 2—4 YR>3\ & (unique UniProt ID)

— EFTIE27841E
% of Bioactivities Membrane Receptor
in ChEMBLdb *Kinase

“ Protease

® Transcription Factor
¥lon Channel
/ Transpoter
Other

ref: http://cbi-society.org/home/documents/seminar/2009to12/CBI_lkeda_ 511 d.pdf

Mus _ Rattus
musculus, norvegicus,
678 773
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ﬁll) Syringin /&/j@/\/\
KNApSAcK ~ =>“InChl=1S/C17H2409/ "™

c1-23-10-6-9(4-3-5-18)7-11(24-2)16(10)26-17- 15(22)14 21)13(’20)12(8 19)25-17/
h3-4,6-7,12-15,17-22H,5,8H2,1-2H3/b4-3+/t12?,13-,14+,15?,17+/m1/s1”

« ChEMBL => "InChl=1S/C17H2409/
c1-23-10-6-9(4-3-5-18)7-11(24-2)16(10)26-17-15(22)14(21)13(20)12(8-19)25-17/
h3-4,6-7,12-15,17-22H,5,8H2,1-2H3/b4-3+/t12-,13-,14+,15-,17+/m1/s1”

SEE—H&EMain Layer TO—HBOE A TED S

* Main Layer => “InChl=1S/{formula}/c{connections}/h{H_atoms}”
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