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TMPDB — Transmembrane topology models

TN —ADEEE | Z—2IEH®ERE | Z0O—F | FHEFEEE | oL

Transmembrane topology models | Prediction results (alpha, non—redundant datasets)

< F|HED H~ >
o HO0—FH S [Downoad] FEdRd BT CH ST S =R B HA T, S0 00 FR8 28 oot T, R HEFEFRELCLDERAGLET,

Show Advanced Search ‘ Reset Download

302 Found Columns.. (15 [»] 123.21 Next
UniProt ID UniProt AC  Description Species Localization Journal (Reference) Experimental
method
HLA class I PLASMA AND/OR
histocompatibility Homo sapiens | ENDOPLASMIC X-ray diffractio
1E14_HUMAN | PO3989 ) ) Nature. 1991 Sep 26; 353 (6342): 321-325,;
antigen, B-27 alpha chain | (Human). RETICULUM (2.1 ANGSTRO
precursor. MEMBRANES
Gene fusions
: e (PhoA), Alkaline
60 kDa inner-membrane | Escherichia INNER )
60IM_ECOLI |P25714 . ; J. Biol. Chem. 1998 Nov 13; 273 (46): 30415-30418.; phosphatase
protein. coli. MEMBRANE i
activity, Protead

EGTC (RO R: ECHREDH42 O %)

germline (¥R ZEYHANDAH4L0Y)

azneimer's di Yeast Interacting Proteins Database (B : Y2HDB)

amyieid A4 prd Bujlding Yeast cDNA sequecing project (B £t: cDNA)
IR, TMPDB  (£M12f%: EEEMEE S 2/ B DEIEDB)
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OntoFinder/OntoFactory

Drop area IMR PR GO nif
TF65_ transcription
: HUMAN factor p65
P65 subunit [EXACT] | [EXACT]
(0.0333333) (0.0125)
1111'['101? intracellular | intracellular
: necrosis
intracellular receptor receptor-
. factor : ;
. ligand mediated mediated
intracellular receptor . . . :
e receptor e signaling signaling
[EXACT] ber 10C pathway pathway
(0.0166667) m[ﬁ:E“;Q;rCT] [EXACT] || [EXACT]
(0.00666667) (0.02) (0.00833333)
cytoplasmic
inhibitor
release of
i Cequesered
NF-kappa B [EXACT] q
(0.00714286) RLEL e
: [RELATED]
=~ (0.02)

Ontology URI . e = g
Y A—HYMNABZANT 5 E(EEHT)
OntoFactory BioPortalh 5 @ H] fontology Z # &3 %
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Annotation preprocessing

Noun chunk extraction

powered by Enju, a HPSG parser.

The p65 subunit serves as an intracellular receptor for a cytoplasmic inhibitor of NF-kappa B.

Semantic graph (predicate-argument relations)

\

=

D

=)L

as/IN/IN an/DT/DT intracellular/JJ/JJ for/IN/IN a/DT/DT cytoplasmic/JJ/1] of [IN/L
ARG ARG2 N ARGI ARG ARGI ARG2 VARG
The/DT/DT pO3/NN/NN serves/VBZ/VB receptor/NN/NN

ARGI RG1 ARGI

subunit/NN/NN

Mapping to ontologies
pE5S subunit

intracellular receptor
cytoplasmic inhibitor
NF-kappa B

ontologies to be searched (vids):

submit
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NGS T

Search by publications - XN SR

— Publications referring to NGS data

Search by diseases - BEM SBED B

« Frequency List - SR
s Tree View of Diseases - && /17T VU Al

AEFERLT-
9@@%&mﬁ%

(B) /X ERTFTDHAEEEDNDELINGST —F ZHEET S

Search by statistics - fisHEN SHET

The number of projects are indicated in "Study Types" table. The totals in "Platforms” and "Species of
Samples" are larger than one of "Study Types" because a project can contain some platforms and sample
species.

EEO O Y MIE"Study Types"lEEHNMNTWSHDTT ., "Platforms"$"Species of Samples"®
total DfENE, W|ED TS v b7+ —LTTORERRMDOIOI TV b ThEahd BENEL S
D, F7FILATRLTVWEDT, BFENRKELA->TVWET,

2012-02-10 updated.

o All List of the pairs of SRA-Disease - &J A Study Types
Whole Genome Sequencing 4848 -« Growth of the number of studies (including Total)
Transcriptome Analysis 1359
Study Type: [ Epigenetics ] Platform: [ b Species: Metagenomics 1033
Epigeneiics 706 Statistics of SRA (Types) 12/01/15
. TOTAL: 9064
Total: 98 1/2]al[als]el/z//e! 8! 10] next> last>> (10 % Resequencing 502 10,000 e
Wh...
PMID Article Title Journal Vol | Issue | Page Other 464 u T
RNASeq 332 7500 = M'a"'
. . \ et...
S16- Population Genomics 144 W
21602827  Determinants of nuclecsome organization in primary human cells. Nature 474 7352 20 Gene Regulation Study 51 m Resm
Cancer Genomics 32 5,000 M other
Exome Sequencing 25 W RN
Substance-specific and shared transcription and epigenetic changes Proc Natl B626- H Pooled Clone Sequencing 13 M Pop..
21484311 in the human hippocampus chronically exposed to cocaine and Acad Scil 108 16 3 Il . . 2500 M Ge
alcohol, SA : Synthetic Genomics 5 . Hcs.
Forensic or Paleo-genomics 5 HExo
4__-——"___'____-___4
i j i ) Proc Natl Total 9519 ———————— BT
21427231 Lsh, c_hromatlr' re!'nodellr'g family member, modulates genome-wide Acad Sci U 108 14 5626- H (studies) ] 5 o o o o 6 P
cytosine methylation patterns at nonrepeat sequences. SA 3 1l AN AN %\'\ ,J\\ AW 9’\ A ,\\'\
PRI\ A S R LN SN S e ]
Nucleic 4840.
21355038  Integrative genomic analysis of human ribosomal DNA acids 39 12 &0
research « Growth of the number of studies (without Total)
Nucleic 4840. 201
21355038 Integrative genomic analysis of human ribosomal DNA acids 39 12 80 Jul SRADDDZ3Z | nuclecsome positioning
research in the hurnan genome
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GGRNA

Home | Help | Advanced search

CUGCUGCUGCUGCUGCUGCUGCUGCUGCUGCUGCUG (E#% ) | Homo sapiens (human) )
2012-02-14 18:05:06, GGRNA : RefSeq release 51 (20120113}
Summary:

search term: hits: results:

520 CUGCUGCUGCUGCUGCUGCUGCUGCUGCUGCUGCUG

NM_001081560, NM_001081562, NM_001081563, NM_001126054, NM_001126055,
NM_001136234, NM_003688, NM_004409, NR_002717

[AND]

NM_001081560, NM_001081562, NM_001081563, NM_001126054, NM_001126055,
NM_001136234, NM_003688, NM_004409, NR_002717

Results:

mEFCEaNIEET, EusiahBERENET.

Homo sapiens dystrophia m
..... ggtccttgtagocgggaat

otonica-protein kinase (DMPK

transcript variant 3, mRMNA. (2877 bp)

gggggatcacagaccattic .....

2304 2307 2310 2313 2316 2319 2322 2325 2328 (CDS: 206 - 2080}
Synonym: DM; DM1; DM1PK; DMK; MDPK; MT-PK
NM_001081560.1 - Homo sapiens (human) - NCBI - UCSC - RefExREIER

Homo sapiens dystrophia m
..... ggtccttgtagocgggaat

otonica-protein kinase (DMPK

transcript variant 4, mRNA. (2873 bp)

gggggatcacagaccattic .....

2300 2303 2306 2309 2312 2315 2318 2321 2324 (CDS: 206 - 2083}
Synonym: DM; DM1; DM1PK; DMK; MDPK; MT-PK
NM_001081562.1 - Homo sapiens (human) - NCBI - UCSC - RefEx&IER

mAEMNA. (3261 bp)




RefEX. Reference Expression dataset

EST, GeneChip, CAGE, RNA-seq MDAFEFEDELBDFEICLE > TEHELONT-KDMEH - lEs

DEEFRET—2ZUHHIRTLUEGCFREBNZITOLTEELLS Y ITF7LUR

ELTHIAT S EF  BMELE-EEFRBET—FR—X, EF, ¥OX, v DX
e

MEBEFIRR

| GGRNA

e [
1552311 a_at Search Homao sapiens (human)

B—>, REKEE BET
J73 BETRREISYX
TE5

e GGRNA, BodyMapm™od') >4

e IDF—TU—FKEEDI, = A
& RREOM, FIFEN ra1

v

Summary:

search term: hits: results:
5e(:GCATGGGATGGGACAGTCTGGGCCA 1|NM_032753
RefEx: Reference Expreggjon Dataset 520:AGAAGTGCGECACCAGGGCAGGAGC 1|/ NM_032753
5e0:GGCAGGAGCTGCAGTAGCTACCCTC 1|NM_032753
5eq:AGATCACTCCCAGATCACCAGGTCA 1|NM_032753
520 AGGTCACCCCATCTCTAGGCGGCAC 1|NM_032753
oo 58Q:AATGTCACCGCATACCAGGCARTAS 1| NM_032753
A 580 :GGGACACGGCAGTAAGCACARGARA 1|NM_032753
Gene Name or Symbol # Search
- — 520 ACGGCAGTARGCACARGARAGATTT 1|NM_032753
5eQ:TCTCCACARACGTTTTTAARATGTG 1|NM_032753
* key1="Gane Name or Symbol keyword =" helx-loop-heltx” = T8 RIS
. . 5e(:AARATGTGCCGGETGTACTGGTGCA 1|NM_032753
B RET AHELET
T 5e0:ATGTGCCGGETGTACTGGTGCACAC 1|NM_032753
T — R [AND] 1/ NM_032753
[ high 6 = @ W B N F RN @
& RefseqiD BEFE BLOMEST 72 U= REK NN EST  Gone Chip CAGE  RMA-suq
oo oo oo [A]¥] Do o nQ oo EST  GanoChip CAGE  RNA-sus Results:
NM_003166 inhibitor of DNA binding 2. cominan resgadve hell-oop-feiix protin B 2pEsA+) 2533 1048 13843 I m .
- - Matches are highlighted with green background. Overlapping matches are @8FK colored.
2 NM_ODZ165  inhibitor of DNA Binding 1. Sominart regasve helix-ioop-neli perotein N 2001121(%) | 1488 956 925840 Codimml ] - ghlig ai g pping
3 NM_1B1353  inhibitorof DNA binding 1. dominant negative helix-loop-helix probsin N 2001121+ 1488 088 928840 8 [ 2l il [ iy -~ Homo sapiens retina and anterior neural fold homeobox 2 (RAX2), mRNA. (2190 bp)
4 NM_037951 MLX intoracsing prosein-ike N 711230 951 INAn E + 4 " c igggcaggag
- - ckccageckggget caca
5 NM_03F95F  MLX intracing prowindike 7911230 #81 3HAN I:L‘ -_- = caccagtcctatagt o Syt
6 NM_032053  MLX inaracing prowin-ike A 7a11.231) 051 3214 |:L| . trtttttttaaagetaaaccaggecaggtgcggtggetcatgectgtaateccagtgettt gaggt: tgctt
= = ctgogt: ccggatgtactagtacacacctgtcatcecagetacceaa ...
T ONMOIZS4  MLXiniraciog profeindike N 791123 951 22143 e d . 1592 1634 1650 1698 1717 1783 1807 181 5 » -623)
& NML001830 ;mm inducible factor 1, alpha subunit (basic helix-loop-helix iranscrigtion FAS 18523204 I s 948 18020 10 [ Il ml [ g ~ i i s
PR—— hypomia INgutible Bctor T, aipha SUBUNIL [BESE helixeop-hels ansorgbon PAS —— “ w48 18030 1 [ v =
o) L I all l _ _ Data Export:
10 NM_D036T0 basic helix-doop-helix tamily, mamber e40 Crange IpZ6.A() 038 38312 56 m
1 NM_001548  inhibitor of DNA binding 4. dominant negative helix-lcop-helix protein N Bp22 3} 1182 B.80 uw. 2 | M ull [ - - Tab-delimited text. You can copy-paste result into Excel or text editors, etc.
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Experimental selection of -tolerant

Drosophila melanogaster

2011-Feb-8 [ Proceedings of the National Academy of Sciences of
the United States of America

Through long-term laberatery selection (over 200 generations), we have
generated Drosophila melanogaster populations that tolerate severe,
normally lethal, levels of . Because of initial experiments suspecting
genetic mechanisms underlying this adaptation, we compared the genomes
of the -selected flies with those of controls using deep resequencing.
By applying unique computing and analytical methods we identified a
number of DNA regions under selection, mostly on the X chromosome.
Several of the -selected regions contained genes encoding or
regulating the Notch pathway. In addition, previous expression profiling
revealed an activation of the Motch pathway in the -selected flies.
We confirmed the contribution of Notch activation to tolerance
using a specific y-secretase inhibitor, N-[N-(3,5-Difluorophenacetyl)-L-alany[-
S-phenylglycine t-butyl ester (DAPT), which significantly reduced adult
survival and life span in the -selected flies. We also demonstrated
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Save search  Limits  Advanced
Display Settings: ) Summary

Results: 3

Experimental selection of hypoxia-adapted Drosophila melanogaster
1. TILLUMINA (llumina Genome Analyzer II) run: 52.5M spots, 4G bases, 2.6GB downloads
Accession: SRX062906

Experimental selection of hypoxia-adapted Drosophila melanogaster
2. 1 ILLUMINA (llumina Genome Analyzer Il) run: 111.3M spots, 9G bases, 6. 4GB downloads
Accession: SRX062805

Experimental selection of hypoxia-adapted Drosophila melanogaster
3 1ILLUMINA (lllumina Genome Analyzer Il) run: 99 7M spots, 10 6G bases, 7. 3GB downloads
Accession: SRX039370
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total result: 3
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REKETIL—T BRI E(FEKIEHANAA A TAITAORER—)
(1)DBGET/LinkDBL AT LD S FIAIREANDIL

(2) AR ) L= AR AR O—LFEFR S HFT—AERARMTORHE

(B RIEA A —DE{E

)

/
4

Search ': All databases

KEGG KEGG2Z PATHWAY BRITE MEDICUS DBGET

[ English | Japanese ]

5] for (E\ (Clear )

GenomeNet
About GenomeNet
Release notes
Acknowledgments

DBGET
Overview
DB release info
KEGG
varDB

Community DBs

Bioinformatics tools

Cther tools

Feedback

GenomeNet Database Resources

BRITF functinnal hierarchies

DBGET search '
searcl KEGG Organisms

LinkDE search

KEGG: Kyoto Encyclopedia of Genes and Genomes
KEGG2 - Table of contents
KEGG PATHWAY - Systems information: pathways
KEGG BRITE - Systems information: ontologies SN
KEGG Organisms - Organism-specific entry points: e
KEGG GENES - Genomic information -
KEGG LIGAND - Chemical information

KEGG MEDICUS: Health-related info resource
MEDICUS search

varDE: Antigenic variation database

Community Databases
CYORF - Cyanobacteria annotation database
BSORF - Bacillus subtilis genome database
EXPRESSION - Gene expression profile database

( DBGET: Integrated Database Retrieval System ) KEGG pathway maps

DB growth curve

GenomeNet Bioinformatics Tools

Sequence Analysis

BLAST / FASTA - Sequence similarity search

MOTIF - Sequence motif search
el e

Genome Analysis

KAAS - KEGG automatic annotation server
EGassembler - EST consensus contigs
GENIES - Gene network prediction

Chemical Analysis

SIMCOMP / SUBCOMP - Chemical structure search
KCaM - Glycan structure search

PathComp - Possible reaction path computation
FathSearch - Similar reaction path search
PathPred - Reaction pathway prediction

E-zyme - Enzymatic reaction prediction

Kyoto University Bicinformatics Center

e X 2012 B3 i (R#AF) licensed under CCRR2.1A%
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RAVKZET IL—T
(1)DBGET/LinkDBL AT LDFHEFI AIREADIG A

(2) AR ) L= AR AR O—LEFR S HT—AERARMTORF
(3) A A —D (i

DBGET/LinkDB#i & F—2X— R R X7 L (170 DBEHS) LinkDB: 8{E LA L D2 J1E#R

— T " JESIEUL Y T—EAR—XhIFREN

HhT3Y — _ bget |bfind | blink| DB % TINBYLs
1. KEGGT—A~R—X(DBGETHhHR) yes |yes |yes 22 o s . =__ AN __ o5
2. ZDHDDBGETT—4~R—X yes |yes |yes | 19 1%&%)/7‘11"_10)7' IN—ZAMSH
3. Web LDBRETTEET —E2R—R no |yes |yes | 18 SNTWS)2Y
4. WebEQUZIDHDT—FN—=Z | no | no |yes | 110 EHiM) Y T —AIR—ABTRILILE Y-
5. PubMed7T—%2~—X yes | no |yes 1 BIEFOEREES LYY
blink: T—2 RX—XED ) > 7 &R

bget: T k JER{E. bfind: F¥—7 — Fi&3

e LinkDBADRDF1E

c EEMT—EIR—RDEM) IO THD T —EIR—XIZHEERT S
e RDF{EL7=LinkDBDF (') VG ZEERICIKHAT S

s EVRLI=ZURIDSBRECIEEY - B FDIRIHRETEDHDHLGE
« KB THEHOLNTWAIDGEZFIALI-F MDD EENE#FH{bZiEET
7 Ly ETEH—E RDAPIE
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LinkDB@RDF1L,
c LEMT—EIR—RADEM) IR T T—EFR—XIZHLET S
e Turtle THOFRIA

@prefix 3dmet: <http://www.3dmet.dna.affrc.go.jp/bin2/show data.e?acc=> .

@prefix chebi: <http://www.ebi.ac.uk/chebi/searchId.do?chebiId=CHEBI:> .

@prefix cpd: <http://kegg.jp/entry/> .

@prefix hmdb: <http://www.hmdb.ca/metabolites/> .

@prefix knapsack: <http://kanaya.naist.jp/knapsack jsp/information.jsp?sname=C_ ID&word=> .
@prefix linkdb: <http://www.genome.jp/linkdb/> .

@prefix nikkaji: <http://nikkajiweb.jst.go.jp/nikkaji web/pages/top e.jsp?CONTENT=syosai&SN=> .
@prefix pubchem: <http://pubchem.ncbi.nlm.nih.gov/summary/summary.cgi?sid=> .

cpd:C00002 linkdb:equivalent 3dmet :B01125

cpd:C00002 linkdb:equivalent chebi:15422

cpd:C00002 linkdb:equivalent hmdb : HMDB00538

cpd:C00002 linkdb:equivalent knapsack:C00001491

cpd:C00002 linkdb:equivalent nikkaji:J10.680A

cpd:C00002 linkdb:equivalent pdb-ccd:ATP

cpd:C00002 linkdb:equivalent pubchem:3304

From DB entry o OMDTESR To DB entry

equivalent, original, reverse

@prefix [Z URL ZE21k: LinkDB THR—FF 5 170 DT —EAR—X[ZTDWVTESE

FERR[Z(X From & To IZ URL Z#AAAT-F2 K
Web £ @ LinkDB BREFEENSA D O—KA[GEICT AT E

e X ©2012 B3 # (R#BAF) licensed under CCRR2.18 %


http://creativecommons.org/licenses/by/2.1/jp/

REKRZFET IIL—T
(1)DBGET/LinkDBL AT LD & FIFAIREANDIL

(2) A3 ) L= AR AR O—LFEFR S HFT—AERARMTORFE
(3) RISA PO —D (i

A ABRDY / L1 > IR O SHILIER
(471, FOFF—L) (ARO—L)

RE-RBFEBDT /) LER (T / LTAFEERN. TES /L)

TS RFLDY J L5 > | IAVARTLOTIAVER
(A3Y7 7 Ls) (AR AZRO—L)

FRMEE. B TEMERGE

o ARG ) LT —AR A AR O— LT —2F| BT
o« T—AR—RILZER M HMRET /T—ay  INADT/ BIEE
o ARG ) LEAZARRO—LT—2DHMELIZEH 2 ERB MR
o« RIGT—RIZLBY /LEARRO— LD RBEE T T3 1
s IMN\RDTAFBIDT= DT
o« RIGA OO —DE(E
 BIEFERIGFATOEEMFTIZKDRIGDE AT LDORF

e X 2012 B3 # (REBAF) licensed under CCRR2. 18


http://creativecommons.org/licenses/by/2.1/jp/

ARY ) T —R AR AZRO— LT —2F| A B F

KEGG Metagenomes

o T—RINR—ZbLZIEHAT AL
T/T—3y  INATAHBiE

[ Genomes | ESTs | Meta | Pan ]

ﬁ Environmental samples
Category Project Source
N KAAS KEG G Automatic Bessn T30001 |Planktonic microbial communities from North Pacific Subtropical Gyre NCBI
. T30002|Planktonic microbial communities from Monterey Bay, CA NCBI
. T30003 |Human gut metagenome collected from healthy human sample F1-5 (male adult} Metagenome.jp
An n Otatl On Server % FET‘ ﬁ T30004 |Human gut metagenome collected from healthy human sample F1-T (female adult) |Metagenome.jp
T30005|Human gut metagenome collected from healthy human sample F1-U (infant female}|Metagenome.jp
N N -~ T30006|Human gut metagenome collected from healthy human sample F2-V (male adult} Metagenome.jp
® ;ﬁ ;i}gb- /A T30007 |[Human gut metagenome collected from healthy human sample F2-W (female adult) |[Metagenome.jp
T30008|Human gut metagenome collected from healthy human sample F2-X (male child) Metagenome.jp
= v o T30009|Human gut metagenome collected from healthy human sample F2-Y (female child} |Metagenome.jp
[ ] t I\Hﬁ m %H }97‘ /A T20010|Human gut metagencme cellected from healthy human sample In-A (male adult) Metagenome.jp
T30011 |Human gut metagenome collected from healthy human sample In-B (male infant} |Metagenome.jp
T30012|Human gut metagenome collected from healthy human sample In-D (male adult) Metagenome.jp
° TE/EQEE glj l//{ } b"CSO) 7/ T30013|Human gut metagenome collected from healthy human sample In-E (male infant) |Metagenome.jp
T30014|Human gut metagenome ceollected from healthy human sample In-M (infant female} |Metagenome.jp
7_—_:/3 ‘\/ T30015|Human gut metagenome collected from healthy human sample In-R (female adult)} |Metagenome.jp
T30016|MHO001 MetaHIT sample from healthy Danish female MetaHIT
T30017|MHOD02 MetaHIT sample from healthy Danish female MetaHIT
T30018|MHODO3 MetaHIT sample from healthy Danish male MetaHIT
T30019|MHOO004 MetaHIT sample from healthy Danish male MetaHIT
T30020|MHO005 MetaHIT sample from healthy Danish male MetaHIT
T30021|MHOD06 MetaHIT sample from healthy Danish female MetaHIT
T30022|MHOD07 MetaHIT sample from healthy Danish male MetaHIT
T30023|MHOOO08 MetaHIT sample from healthy Danish male MetaHIT
T30024 |MHO009 MetaHIT sample from healthy Danish male MetaHIT
T30025|MHO010 MetaHIT sample from healthy Danish male MetaHIT
T30026|MHOD11 MetaHIT sample from healthy Danish female MetaHIT
T30027 |MHOD12 MetaHIT sample from healthy Danish female MetaHIT
T30028|MHO0013 MetaHIT sample from healthy Danish male MetaHIT
T30029|MHO014 MetaHIT sample from healthy Danish female MetaHIT
T30030|MHOOD15 MetaHIT sample from healthy Danish male MetaHIT
T30031|MHOD16 MetaHIT sample from healthy Danish female MetaHIT
T30032|MHO017 MetaHIT sample from healthy Danish male MetaHIT
T30033|MHO018 MetaHIT sample from healthy Danish male MetaHIT
T30034|MHOD19 MetaHIT sample from healthy Danish female MetaHIT
T30035|MH0020 MetaHIT sample from healthy Danish female MetaHIT
T30036|MHOD21 MetaHIT sample from healthy Danish female MetaHIT
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AR LT

K[cc Metagenome: T30003

— B ARAZ

Genome info Pathway map Brite hierarchy

Search genes: (Go) (Clear)

Genome information

T number T30003
Definition Human gut metagenome collected from hevlthy human sample F1-5S (male adult)
Annotation KAAS
Taxonomy TAX: 408170
Lineage unclassified sequences; metagenomes; organism al metagenomes

Data source Metagenome.jp (Project:27855)

Origin
Statig
Refer| | THIAMINE METABOLISM |
Auf
Titl 4Anmw S-hydroxymeth 4Anmm 2-methyl-
e R A o)
o (Fame om0 [T T wg— [TTTB— w370
L(5"Fhos
LCysteine L 08wl)- 5 pm Glyrine metat
; , T hR
: = :.: .
[Thil]-55H Tarosine biosymthesis
[Thil]-SH O
[ThiS]-CO-AMF [ThiS]-COSH [ThiS]-COSS-[ThiF] | | Gl
(27773 o—1 29073
[ThiS]- oo

1-Deoxy-D-xylulose
phosphae

5-phos
Binsynthesis of steroids - O
ThiH | ThiG || ThiG
Ghmigyhhyh 3P [::::::::::]

———

5-(2-H v thsd)-
| 4-£neﬂ1§-ldlﬂ10ia§1e ) L ]
Clyralysis P - 27150 ot
! e hoetish
—— = - 2-phosphoethyl)-
Pynvate thiazale
. 35002

DD’J‘BD 10M13111
(c) Karnehisa Lahoratories

LT —5 % Ak i ¥

K[GG KEGG Orthology (KO) + T30003

[Ble menu | Organism menu | Download htext ]

| Reference hierarchy (KO)

[T One-click mode

¥ Metabolism
» Carbohydrate Metabolism
* Energy Metabolism
» Lipid Metabolism
» Nucleotide Metabolism
» Amino Acid Metabolism
» Metabolism of Other Amino Acids
» Glycan Biosynthesis and Metabolism

¥ Metabolism of Cofactors and Vitamins
¥ 00730 Thiamine metabolism [PATH:00730]
K03147 thicC; thiamine biosynthesis protein ThiC
K00877
K00941
K14153
k03148
KO4487
K11717
K03151
K03149
K03150
K03153
K00878
K00788
K14154
K00946
k08928
K07251
K00949
K05307
K03707
K10811
00740
00750
00760
00770
00780
00785
00790
00870
00830
00860
00130

thiD;

thirF;
ises,
sufs;
thiI;
thiG;
thiH;
thio;
thiM;
thig;
THI6;
thiL; thiamine-monophosphate kinase [EC:2.7.4.16]
K06928; nucleoside-triphosphatase THEPL [EC:3.6.1.15]
thiX; thiamine kinase [EC:2.7.1.8%]

E2.7.6.2, THI80; thiamine pyrophospheokinase [EC:2.7.6.2]
THTFA; thiamine-triphosphatase [EC:3.6.1.28]
tend; thiaminase (transcriptional actiwvateor Tend)
E2.5.1.2; thiamine pyridinylase [EC:2.5.1.2]
Riboflavin metabolism [PATH:00740]

Vitamin 36 metabolism [PATH:00750]

Niecoctinate and nicotinamide metabolism [PATH:00760]
Fantothenate and CoA bicsynthesis [PATH:00770]
Biotin metabeolism [PATH:00780]

Lipoic acid metabolism [PATH:00785]

Folate biosynthesis [PATH:00790]

One carbon pool by folate [PATH:00670]

Retinel metabeolism [PATH:00830)

Porphyrin and chlorophyll metabolism [PATH:00860]
Ubiguinone and cther terpencid-guincne bicsynthesis

sulfur carrier protein ThiS adenylyltransferase [EC:2.7.7.73]
NFS1l; cysteine desulfurase [EC:2.8.1.7]

cysteine desulfurase / selenccysteine lyase [EC:2.8.1.7 4.4.1.16]
thiamine bicsynthesis protein ThiT

thiamine biosynthesis ThiG

thiamine biosynthesis ThiH

glycine oxidase [EC:1.4.3.1%)

hydroxyethylthiazele kinase [EC:2.7.1.50]

thiamine-phosphate pyrophosphorylase [EC:2.5.1.3]

[EC:3.5.99.2]

YYYYYYYYTYYY

[BATH:00130]

) X3 2012 EF & (R#BAF) licensed under CCRin2. 1HA

THIZ20; hydroxymethylpyrimidine/phosphomethylpyrimidine kinase [EC:2.7.1.49 2.7.4.7]
hydroxymethylpyrimidine/phosphomethylpyrimidine kinase [EC:2.7.1.49 2.7.4.7]
thiDE; hydroxymethylpyrimidine kinase / phosphomethylpyrimidine kinase / thiamine-phosph

thiamine-phosphate diphosphorylase / hydroxyethylthiazole kinase [EC:2.5
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AR ) INT—3 [ AR AZRO—L

o T—RINR—ZbLZIEHAT AL
T/T—3y  INATAHBiE
2

» KAAS: KEGG Automatic
Annotation Server Z it FH

o BIFEART ) Ls
« ENGRMEART /L

s 7I/BRECHILARILTDT/
T—3av

o IREIPREFE
e Short read 7 E D Xt it

« MODULE Z#RAWNf=7 /77—
IEWIOE i

T — 3 F B TR 5

KEGG Metagenomes

Environmental samples

[ Genomes | ESTs | Meta | Pan ]

Category Project Source

Bessn T30001 |Planktonic microbial communities from North Pacific Subtropical Gyre NCBI
T30002|Planktonic microbial communities from Monterey Bay, CA NCBI
T30003 |Human gut metagenome collected from healthy human sample F1-5 (male adult} Metagenome.jp
T30004 |Human gut metagenome collected from healthy human sample F1-T (female adult) |Metagenome.jp
T30005|Human gut metagenome collected from healthy human sample F1-U (infant female}|Metagenome.jp
T30006|Human gut metagenome collected from healthy human sample F2-V (male adult} Metagenome.jp
T30007 |[Human gut metagenome collected from healthy human sample F2-W (female adult) |[Metagenome.jp
T30008|Human gut metagenome collected from healthy human sample F2-X (male child) Metagenome.jp
T30009|Human gut metagenome collected from healthy human sample F2-Y (female child} |Metagenome.jp
T30010|Human gut metagenome collected from healthy human sample In-A (male adult) Metagenome.jp
T30011 |Human gut metagenome collected from healthy human sample In-B (male infant} |Metagenome.jp
T30012|Human gut metagenome collected from healthy human sample In-D (male adult) Metagenome.jp
T30013|Human gut metagenome collected from healthy human sample In-E {(male infant) |Metagenome.jp
T30014|Human gut metagenome ceollected from healthy human sample In-M (infant female} |Metagenome.jp
T30015|Human gut metagenome collected from healthy human sample In-R (female adult)} |Metagenome.jp
T30016|MHO001 MetaHIT sample from healthy Danish female MetaHIT
T30017|MHOD02 MetaHIT sample from healthy Danish female MetaHIT
T30018|MHODO3 MetaHIT sample from healthy Danish male MetaHIT
T30019|MHOO004 MetaHIT sample from healthy Danish male MetaHIT
T30020|MHO005 MetaHIT sample from healthy Danish male MetaHIT
T30021|MHOD06 MetaHIT sample from healthy Danish female MetaHIT
T30022|MHOD07 MetaHIT sample from healthy Danish male MetaHIT
T30023|MHOOO08 MetaHIT sample from healthy Danish male MetaHIT
T30024 |MHO009 MetaHIT sample from healthy Danish male MetaHIT
T30025|MHO010 MetaHIT sample from healthy Danish male MetaHIT
T30026|MHOD11 MetaHIT sample from healthy Danish female MetaHIT
T30027 |MHOD12 MetaHIT sample from healthy Danish female MetaHIT
T30028|MHO0013 MetaHIT sample from healthy Danish male MetaHIT
T30029|MHO014 MetaHIT sample from healthy Danish female MetaHIT
T30030|MHOOD15 MetaHIT sample from healthy Danish male MetaHIT
T30031|MHOD16 MetaHIT sample from healthy Danish female MetaHIT
T30032|MHO017 MetaHIT sample from healthy Danish male MetaHIT
T30033|MHO018 MetaHIT sample from healthy Danish male MetaHIT
T30034|MHOD19 MetaHIT sample from healthy Danish female MetaHIT
T30035|MH0020 MetaHIT sample from healthy Danish female MetaHIT
T30036|MHOD21 MetaHIT sample from healthy Danish female MetaHIT
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PathPred
Query C16314
(A) @) o)
About PathPred C16354
O
PathPred is a w C16313
pathways from 2 O
chemical structu CX0011
plausible reaction: O
pathways in tree-
- Path
Reference pathway:
CX0039
{® Xenobiotics Bioc
() Biosynthesis of
CX0030
O
Feedback [ NSTIT] WIS ITEL

PathPred: Pathway Prediction server
http://www.genome.jp/tools/pathpred/

C16312
O

C16313
O

C12138
O

CX0101
C16314
O
C16312
O
CX0011
O

CX0140
O

KEGG2

C12138 C05908 C05909
O O O
C12138
O

C05908
O

(B)

C12138

CX0012
O

P LLL WPV SILY DI e el |

Moriva, Y., et al. Mucl/eic Acids Res, 38, W138-W143 (2010)
e X 2012 B3 # (R#BAF) licensed under CCRR2.1A %



http://creativecommons.org/licenses/by/2.1/jp/

AT ) LEAFZAFZRA—LT—ADMELICEADL LI EREIMRAR
o RIGT—RIZ&D7 / LEAZHRO—LOBEER 1
« FRNZAD A FRID 1= DEAMT

D
PathSearch: Search Similar Reaction Paths New!
/ .
v http://www.genome.jp/tools/pathsearch/
PathSearch PathComp PathPred KEGG2

About PathSearch

PathSearch computes similar paths for a query reaction path using the RCLASS database for reaction patterns
matching to the query reactions. The results can be mapped to KEGG pathway dlagrams using KEGG Mapper.

The colors of the objects can be also specified (see Ex. 2 below).

Enter reaction path:

RODDBS ROO191 RO3004 or

|RCOD09E RCOOS34 RCO1140 Ex.1 List of Reaction 10s or Rpair IDs.
RPO3430 RPD40S3 RPOZGYE or
Result of Path Search

Target : Reference pathway (RPAIR)
Query : RCODOS9E RCO0534 RCO1140
Number of results : 9
[Top 10 4| (Clear ) [ Known pathways | [containing all listed objects
S — E CO6588 <RPO0265> CO6589 <RPO4841> CO02526 <RF11289%> CO1273 [Enown pathways] [ Show compound
Exec X Clear ™ co07111 <RPO5048> C06727 <RP04915> CO6728 <RP05022> C07123  [Known pathways] [Show compound
C Use auto bgcolor. E CO7083 <RP05023> COT7084 <RPO4951> COT085 <RPO5010> COT087 [Enown pathways] [Show compound
® Skip repeated react ] cpg584 <RP11674> CO6585 <RPO4843> C06586 <RP04845> C06587  [Known pathways]  [Show compound
Adtarnatily; it E Ccl04623 <RPO0822> CO6649 <RPO0155> CO6650 <RPO4856> CO6651 [Enown pathways] [Show compound
E C01455 <RPO3174> C04592 <RP0O3714> C02923 <RP0O3715> CO6210 [Enown pathways] [Show compound
[Sf_l-l.f_lft map E CO06578 <RP04847> C06579 <RP04842> CO6580 <RP04848> CO6581 [Enown pathways] [Show compound
— E C05629 <RPO9352> Cl1588 <RP09313> C04044 <RP04018> C04479 [Enown pathways] [Show compound
Pl numinar: ™ co0423 <RP09186> C12622 <RPO9576> C12623 <RP09577> Cl2624  [Known pathways] [Show compound
Feedback KEGG GenomeNet Kyoto Unlversity Bloinformatics Center

e X 2012 B3 # (R#BAF) licensed under CCRR2.1A %
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Pathway Search Result

Sort by the pathway list
Show all objects

# rndllZ0 Microbial metabelism in diverse environments (74)
¢« rn0l1100 Metabolic pathways (28)

 rn0062]1 Dioxin degradation (16)

# rndd3i60 Phenylalanine metabolism (14)

¢ rn00622 Xylene degradation (10)

¢ rn00642 Ethylbenzene degradation (8)

#« rndd351 DDT degradation (8)

e rndl643 Styrene degradation (7)

114141 41.1.77]
2-Hyrroxsef-oxo- .
22 3 Trihydroxy Dol ocyplenyl). g Salicyiate
PCDF degradation TR . ¥ hexa-TA-diehoate Y
Dihenzofiran Dhbfl C— DhiB 3712 »-0—.
A-Oxopent-

% 3 Dt ézHydnﬁgﬁ-m- enoa

PCB degradation airox ybiphenyl 2,1 dishioats
Biphenyl (1141218 —C—{1.3.1 56 |—b-o—|113113~;|—b- 3718
i
1] I Benzo

ciz-2 3-Diky .}rd.roxj.rﬁ -0%0- o__[::.

23 dﬁhj.rdmm chinfophensl)- g = dsgrada

4 clﬂumblphenjrl x a-2, 4 dienoate
4 Chlnrobiphenyd [iaie—w0—13.1 56 P00 131130 3718 o

2.3-Dikyrdroceyr
4- cl’ulnroblphen;rl O— | Fluoroberznate
degradation
2 Hnmmhqﬂwnﬁ 4 Chlorohenzoate
2.3-dinl
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1L

3 3-H:

v QO [L141219] [1141208]  prof
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CI-dih ; -

11413127 dinl e Pp'mhmdji

[13.127] [13127]

R 1—
-2,3-Dihyrroxy 2.3-Dihyrroxy
irnate phen wlpopant

[1131115] [1131115]
2-H
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REVKET IL—T

(1)DBGET/LinkDBY AT LD#FHESF AIREADIEF

(2) AT ) L AR AR O— LFEFR L FT—XE AT O

(3) RISA > bAS—D i
BEFERBAATOEEMTIZEBRIGDFES R T LDEH

RGOS AT —RR—R RCLASS MDIELE L

AHz + B = A + BH2 AB+C=A +BC L-glutamate (CO0025) N-acetyl-L-glutamate (C00624)
CABY—CAD
CO>—ED
AB + H20 = AH + BOH AB=A+B

RIGDRAA TZEICEE EERYD
,\°7 %E% L/—C\ *ﬁiﬁ-?%,r )( ), F‘: ® Reaction Center: N1a -> N1b
J: o) "Ci\-_l-mf\-d' é%%é |E|I-'—E @ Difference Atom: (H) -> C5a

@ Matched Atom: Clc -> Clc

e . - RDM(C00025, CO0624) = N1a-NT1b : *-Cba : C1c-Clc
e X ©2012 B3 # (REBAF) licensed under CCRR2.1HE
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RGOS AT —RR—R RCLASS MDIELE LB

K[cc RCLASS: RC00064

(. Help J
Entry RCO0064 RClass
Definition Nla-Nlb:*-Cha:Clec-Clc
o5a
/CSa
Mla MN1b \\
RPair RP0O0167 RPO0Z45 RPOOZ5B RPO0DZ69 RPOOZ79 RPO0335 RPO0423 RPOO4Z5

RP0O0428 RPO0431 RPOOS0E RPOOE11 RPOO724 RPOOEBZ4 RPOOBE3 RPOOEE4
RPO0OBE]1 RPO0Q975 RP0O0991 RPO1042 RPO1057 RPO1071 RPO1130 RPO1172
RPO1186 RPO1300 RP0O1330 RP01331 RPO1338 RP01391 RPO1607 RPO1GEEB
RP01931 RPO2027 RP02036 RP02037 RPO2039 RP0Z2060 RP0OZ2199 RPOZZ4E
RP0224%9 RPO2291 RP02319% RP02446 RP0O2448 RP0249%4 RP0OZ2498 RPOZ500
RP0O2B28 RPO3435 RP03478 RP03482 RP0O3520 RP03533 RPO3556 RPO3576
RP0O3587 RPO3738 RP03793 RPO3B75 RP03951 RP03994 RP04010 RPO4219
RP04240 RPO4262 RP04266 RP04330 RP04409 RP04457 RP04458 RP04539
RP04559 RPO4795 RP0O4802 RP0O5279 RPO52B5 RPO5371 RPOBZ59% RPO9150
RP09214 RP11706 RP12519 RP12572 RP12945 RP13290 RP13773 RP13910
RP13929 RP14043 RP14066 RP14069 RP14076 RP14349 RP14706 RP14708
RP14710 RP14903 RP15014 RP15016 RP15018 RP15020 RP15022 RP15061
RP15223 RP15337 RP15346 RP153E7

| DB search)
Related class|| DB search)
Reaction RO0234 RO0254 RO0Q259 RO0411 ROO4B4 ROO4B7 ROO4BE RO04954

ROO0546 ROO577 ROO669 ROOE93 ROO735 ROOB3Z ROOB94 ROO910
R00911 ROO912 ROO0942 RO10E9 R0O1149% RO1150 RO1160 RO1l64

PATTAAR BNATZ2A? RPN12AT DNT1IQT DNTAGT DNTAGA DNTAGR DNTRERIT

e X 2012 B3 # (R#BAF) licensed under CCRR2.1A %
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RIeA O —DEELR{E

A MM Function

e Firstlevel: 9
e Second level: 35
arn oo * Third level: 159

Y Y Wl e Fourth level: 544 |
-~ AL « RCLASS entries: 2043

: 2 Functional Group Conversion Hierarchy
# H:Hv c:camon-related functional group conversion o 1
s [:lgg ¥ CO1:Adolation ® VOC&bUlary' 2 ]_4: terms
v COA
 N:N v CO1AA
e O:C BCO0309 C-C: C-acylation (aldolation) aldehyde to hydroxy ketone
X RCO0032 C-C: C-acylation (aldolation) aldehyde to hydroxy ketone Clc-C4a:Cha-"Clc+1a-Clc+04a
> P:F BC00918 C-C: C-acylation (aldolation) aldehyde to hydroxy ketone Clc-Cd4a:C5a-":C1b+01a-C1b+04a
55 RC02327 C-C: C-acylation (aldolation) aldehyde to hydroxy ketone Cic-Cd4a:Cha-":CBy+01a-Cay+04a
» X-H v CO1AB
i RCO1671 C-C: C-acylation (aldolation) ketone to hydroxy C1p-Cly’-C1z:C7a+CBy-C7a+C8y;
p Z2:0 BCO1672 C-C: C-acylation (aldolation) ketone to hydroxy Elp@jy::pl;-::c?ffcg}f@@fcsy:
v CO1AC
BCO0E0T C-C: C-acylation (aldolation) ketone to hydroxy ketone C1z-ChHx:CEa-"C1x+C1z+01a-C1x+C12+05x
RCO0106 C-C: C-acylation (aldolation) ketone to hydroxy ketone C1d-C5a:Cha-":Cla+CEa+01a-C1a+CEa+05a
RCO0B8S C-C: C-acylation {aldolation) ketone to hydroxy ketone Clc-Cda:Cda-":Céa+01a-Cea+l4da
BCO1192 C-C: C-acylation (aldolation) ketone to hydroxy ketone C1d-C5a:C5a-":C1b+CEa+01a-C1b+CEa+05a
v CO1AD
RCO2186 C-C: C-acylation (aldolation) allyl to ketone E]y—ggx:??;i—f:m .}.rj-cgi—_cl?jj-{:zf g
v COMAE
BCO0130 C-C: C-acylation (aldolation) formaldehyde to hydroxy ketone C1b-C2a:C5a-":01a-00
v CO1B
v CO1BA I3
RCO0702 C-C: C-alkylation (aldolation) aldehyde to hydroxy ketone [¥.

e X 2012 B3 # (R#BAF) licensed under CCRR2.1A %
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BT DO FEOFHEE) OO FHRFIRA D &L DIZLINKDBEFHLIEYT 5 &
& 1L IZRDFIE9 %, LinkDBDO BEEIEFHAADXIG (XL EYDIEE Z AL =%t G
NIRRT R

(2) AZ5T /) L AR AZRO—LFFR BT —FERRMOREFE

TERR23FEEICEIESHET —ANEEZEHDIEEHIC, #EET7T/ T—avX
EDOHGEE L TKEGG MODULEZRW=AEF#RFEL, vz JH—EXEL
TRAT S, cnol2, BILUNDERZA W -HEET/ T—3a > - FH
V—ILDEEEITLN, LSO —EREEELTRRTEZSLSIZT 5,
RibA Y FAS—%2FBTEEESICRIGRBRRIERY—ERFZHRBRTHEE
H1Z, £SO/ LT/ T—a3 Y —EXREEZEELTHRATES LSS
IT5, £f-. AARZEETHELI=Y—EXDAPULZ&ETT S,

(3) RISA > bOS—D 2 i

T2 3EEICBHLERGY SRE, RS/ —VOBEERBISENT
ZILIT A EREDEEICEDESDEL. RIGA Y FOC—DOFEIRZAEFT
Do
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