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FNTIL, ‘apolipoprotein’ THERELTHTLIEELY,

~

/ Search TargetMine. Enter F1-1

names, identifiers or keywords for genes
proteins, pathways, ontology terms, etc
(e.g. TNF, ADH1A_HUMAN, glucokinase yoree - polipoprotein ‘

Alzheimer )

apolipoprotein

—
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Home MyMine Contact Us | Log in

Search our database by keyword 0 Examples

= Search this entire website. Enter identifiers, names or
apolipoprotein keywords for genes, pathways, ontology terms, etc. (e.qg.
TNF, ADH1A_HUMAN, glucokinase, Alzheimer)
Back to index Search = Use OR to search for either of two terms (e.g.
mouse) or quotation marks to search for phras:
binding")
= Boolean search syntax is supported: e.qg. trans™ for partial
matches or human AND NOT transcription to exclude a term

OR
(e.g. "dna

Search results 1 to 100 out of 4480 for "apolipoprotein”

<<First <Previous | Next> Last>>
27ty k
Type Details Score
238055 | Apob
Gene Organism . Short a0l seeee
i Name: M. musculus
Hits by Category 344 | APOC2
2 Gene Organism . Short . DR
e S H. sapiens
346 | APOC4
Gene gg%iggsm . Short H. sapiens DR
336 | APOA2
Gene I m . Short . seeee
gagrig.{sm shot . sapiens
25080 | Apoa4d
Gene Organism . Short S R
) : Name: R. norvegicus
Hits by Organism 256497 Apoa2
= H. sapi 161
2 Gene Organism . Short . DR RY
fagenism - Shert R, norvegicus
292697 | Apoc2
Gene gg%i;;sm . Short R. norvegicus DR
Protein o3 e eae
Structure
Experiment Type: SOLUTION NMR
71939 | Apol6
Gene Organism . Short DR

M. musculus

Name:
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MyMine

Contact Us | Log in

Gene : APOB H. sapiens

NCBI Gene ID 338 DB identifier © 338

Description apo B-100]apoB-100]apoB B Ag(x) Name @ apolipoprotein
B Apo B 100 B
Secondary Identifier @ HGNC:603 Type prol_emr
coding

Quick Links: BIIILINELY Genes Proteins Gene Ontology Interactions Disease Other
1 Organism Lists
Name Taxon id This Gene isntin any lists.
Homo sapiens 9606 Upload a list.

Link to other Mines
2 Proteins RatMine

R. norvegicus
DB identifier Primary Accession Name Organism . Name Length Apob™
APOB_HUMAN PO4114 Apolipoprotein B-100 Homo sapiens 4563 [FASTAL ZFINMine

No results found

Q7Z7Q0_HUMAN Q7z7Q0 APOB protein Homo sapiens 825 [FasTA.

No results found.

38 Synonyms

M. musculus
Value Apob ™
HGNC:603
ENSG00000084674 No results found
K metabolicMine
APOB H. sapiens
FLDB APOB™

M. musculus
LbLCO4 Apona
NM_000384.2
NM_000384 No results found.
3324;

ENST‘{OOOUZ 3242 No results found.
Ko3sze External Links
110374 &

Entrez Gene: 338
< Show more rows BioGRID®

@ R—ULEMZBEATOzIDERMBERMNRTSN, TRICEIATOzobDATIY
(BIEFPLEUNVE, LEMBEDHHE, TargetMine RTIX“YFR”EMFUVET)IZHEL
T, JYBHHLBEBRARTEINET . ChoDBERICIE, IF5RABIZFHRESNI-IRRHS]
C(TFUTU—RNEBUVFEDLEIEFNTOET (ChOoDFEMITHRBLET),

II. YRREVRAFDBITIZDOLNT

DAMEREEFESEBN THRELEYRNBLEEF A EVRVBEDVAN EERT HIEMNTE
FT URMIRRBERO—ENSLERTEETL, ID 2FE->TF7YITA—FRTBHILELTEET,
DAMEIBEDRKYAHKS, YTYENLT—GEAIEZLUTIZRLET) DT TL—RELT, Fiz,
SREERE FFE o712 % (Union, Intersect, Subtract) [CEEHRATHIEMTEET URFDBRERP
AE—LAEETY



JRAMR—=D([EEEAZ2I—/N—D “Lists” 4TSI ENTEET, “PyFO—K” 47
[FUAFEEDRERDODR—CT, ID DA, THET7AILOT7YTO—KMS) ARNEERZEMN
TEET,

1DDOYRMZIE, FOYTE YU AZ2—DB1DDEAT (il - BIEF, F3/\0B)EIEELTE
SWVABATDRELEVAMIMENFRA) . AT ar TEYMRBEIETE T AL TEET ., £,
BHDOEATO D ERESETCHEVERA Bl EGFEELEEFID),

ZDF1—K)TZITIE, FIELTEEFDOVANEERL, BBHTLET, ‘List Analysis page’
TELONE-BIFERIE, JTUEL Y —ZRAWTHELEITIVEER-OIZRELET,

‘click to see an example’ ZZUvHOLTLIESLN(A), D)o THEHUTILD ID BHENBEE
BIZARSINET,

RIZ “Create List” REEI1)vILTLIESLN(B),

Create a new list

[ &ii®

ll Select the type of list to create and either enter in a list of identifiers or upload
- identifiers from a file. A search will be performed for all the identifiers in your
list.

« Separate identifiers by a comma, space, tab or new line.
« Qualify any identifiers that contain whitespace with double quotes like so: "even
skipped"”.

Select Type: |Gene E
for Organism: [+]
Type/Paste in identifiers (click to see an example)¥

,2947,2950,29

or Upload identifiers from a | Choose File | No file chosen
.txt file...

Match on case
Remove version tags

Reset| Create List

o JYRIDHER

“2 Verify identifier matches” TIX, AASNT-ID M TargetMine RIZFEET DH, £i=1&
BERSANESLEVHDNEEDFIvINTHONET  HITAYE—URRTINBITNIE, ZOFF



YRMZRZRIZDITET . EEDLRITHLT AU FD LRI DFEETEEVEE AL
ZEIEFa2—rJTZILIEDT ‘demo’ EAFIL, ‘Save a list of Genes’ RAVEIYY
LTLEELY,

e

Before we show you the results...
Upload list of identifiers 2 Verify identifier matches =1 Lst analysis

Choose a name for the list

demu| (e.g. Smith 2009)

® List Analysis Page

‘List Analysis’ R—CTlE, YAMRDE AV N—DFHALEZLDIEREBDIENTEZET,
DAMDMERSNSEBEIMIC ‘List Analysis’ R—UDBRRINFET, —EE>-JRXMID
WTIE, ‘Lists’ 27D ‘View &9Uv0$5E WOTHIDR—VIZRAHIENTEET
(FRD,

List Analysis [£3D®MDE45 3> (List, Widgets, Templates) 2N TLVET .

W_ TargetMlne v.academic Data warehouse for target discovery

Home | Te—nlatgs i1+ | QueryBuilder | Data | API NN 07

o EMELEEHDKRYIR (List) [TITWMEELELT, VAMRDAVN—DFRIID 10 ANKRTEINE
T FIUZIE, VARDRHREDIER, THY—ILO)U % (FETIEEDH)NREINE
ERS



® EEHER (Widgets) [CHD—EDRYIAMNLIFYRAMIDVTDLYZLDIEHRER[/DHL
NTEET FIRIE, COYRMHHFICESE R ITENS KEGG /AR, ElzFA b0
U— (GO) #—L, BIEVCKREICEHTIA A —, VR0 BD#EELCEET IEDE
WEBLIIENTEET,

Pathway Enrichment Gene Ontology Enrichment
Pathways enriched for genes in this list - data from KEGG, Reactome and NCI GO terms enriched for genes in this list. (IEA annotations are excluded)
Number of Genes in this list not analysed in this widget: 1 Number of Genes in this list not analysed in this widget: 1
Test Correction Max p-value DataSet Test Correction Max p-value Ontology

Holm-Bonferroni  [=]| | 0.05 = | A [+ Holm-Bonferroni  [=]| | 0.05 [=]| | biological_process [~]
Background population Background population
Default  change Default change

View  Download View | Download

[[] Pathways p-Value § Matches [[] GO Term p-Value § Matches

[F]  Allograft rejection [nsa05330] 6.362023e-12 9 = [7]  cellular response to chemical stimulus 6.185638e-13 25 e

= [G0:0070887] 2
] Drug metabolism - cytochrome P450 1.320440e-11 10
[hsal 82] [7] response to chemical stimulus 7.432966e-11 26

[G0:0042221]
[F]  Metabolism of xenobiotics by cytochrome ~~ 4.191564e-11 10
P450 [N5300980] [

netabolic process 1.121957¢-9 11

=] Chemical carcinogenesis [hsa05204] 6.251164e-11 10

[C] response to xenobiotic stimulus 1.296319e-9 1
[[] Graft-versus-host disease [15a05322] 1.636438e-9 8 [G0:0009410]
Biological oxidations [REAC 2.184289e-9 1" [C] cellular response to xenobiotic stimulus 1.296319e-9 1"

[GO:0071456]

[F] Type | diabetes mellitus [hs304940] 2.374917e-9

e I interferon-gamma-mediated signaling 8.564127e-6

® [EHETER (Templates) 21X, CHYRMZIDWT, HoMLOHEITEIAEEERE(TUTIL
—rIT))DFERNERRINET . VIVITHERRBERRRLETS,

‘ Template results for ‘demo’

The template queries below have been executed for this list.
Genes

4: Gene --> Upstream miRNA(s) (100 rows) 7

45 Genes —-> DO Annotation (791 rows) 7

Gene Ontology

4: Gene --> GO Slim Annotation (835 rows) 7

1. F>7L—koxY)

SRR (B 2R RERICETIE L2012, TargetMine TIXHBRICEEZEINT=TUT
L—rITUDSATIVEHFO>TNET . —MRIC, TargetMine DIRFKIL, HDHIFRIZDNTEH
ZHRELTWHIZIE, “EFRNTGFBI THAS"), BEETIHIIADT—FHIZIE, MohTL
ZETOHREMEAIVINIE)ZRTT D, LLVSBRELEYET . TUTL—FSA4TIVIE, 2D
FOLRRZTLHAEL-LDT, REFHPO—EELEEIT H_LLTEET , (TargetMine TIE,
FHERETHILEHIPREN T D lconstrain ELVIEETRELET )



FUOTL— I TYDT7HOERRFRIZEHEHDYVET:

TFUoTL—rR—=DIZIE TargetMine Dby T R—T HILLIFEEDAZ2—/N—DETHS
TOEALTTUIL—rDRBEPEEET HZEMNTHETT,
@ TFTUTL—MILR—FR—TE List Analysis Page IZHRIRESNET,

i Templates i ) MyMine

FELTTUTL—RIIIZ ‘transcription’ EAAL, 8ELET (C),

[ Il transcription (L EN - all categories - E] M

Options: V| Show descriptions

You are d in. Log in to mark items as favourites 4.

Gene(s) --> Upstream Transcription Factors
Given a gene or a list of genes, retrieve all upstream regulatory genes (transcription factors) from the AMADEUS and ORegAnno compiled TF-Target
gene relations

Gene(s) --> Downstream Transcription Target genes
a gene or a list of genes, retrieve all downstream transcription target genes from the AMADEUS and ORegAnno compiled TF-Target gene

relations

Gene(s) --> Gene Regulatory Associations
Given a gene or a list of genes, retrieve all upstream regulators (regulatory transcription factors) and/or downstream targets from the AMADEUS
and ORegAnno compiled TF-Target relations

CORBREL SANE-EBEFFEEIEEEFIAMIDOWNT, EFROEERF (AMADEUS Fi-
[X OregAnno T—AR—XIZPMSNTWBIFR) ZT A TREFTHELVIEDTY,

AT OF B EDEBEFPLIVNNIBELRE)FFIVRMIEETHI(HEDA T orES-
[FVRMZAFIBRTZDEVNSEDTFUTIL—RITYTIE, 7T IMDIDEANTERYIREHR
12, URNESIR T =D AT av B tEShEzT,

ZZTlk, 77—k ‘Gene(s) > Upstream Transcription Factors’ Z41JvH LTS

(D)o




Given a gene or a list of genes, retrieve all upstream regulatory genes (transcription factors) from the AMADEUS and ORegAnno
compiled TF-Target gene relations

s Gene(s) =) Upstream Transcription Factors
L

Gene

LOOKUP: |10121 | for Organism: o
constrain to be EE] saved Gene list

mﬁ ~Edit Query

@3 web service URL I Perl | Python | Ruby | Java [help] export XML ]

FyoR O REI) L, KIFERBFELEYUTILYAL “demo” FEIRLTLIESULNE), X
2, “Show Results” RAVEHL, REFETLET(F),

ZTORR, RIFEEIZUYRMDBEEFESI—TIMNTIEERFARTEINETS,

BRO—ENSHLWIRANEESZELTEET . CORRBERN D List Analysis R—Tfth
DTUITL—MERATI-ONEERFDYRNRETEET,

FDELIZHDCreate/Add to List IRAVED) v DT BHE, A—a—DKRTRENFET (G), RIZ,
TAll 16 Genes &9 wH LT, LARDEERFEERLET (H),

Gene(s) = Upstream Transcription Factors
Given a gene or a list of genes, retrieve all upstream regulatory genes (transcription factors) from the AMADEUS and ORegAnno compiled ene relations
B8 Manage Columns Y 2 Filters = Create / Add to List v = & Download

Create New List  Add to Existing List

- | =

Interact With » Protein DNA Interactions » Interact With »

Showing 1 to 25 of 26 rows Rows f e | = |« | p1
* All 16 Genes "
All 12 Genes
s 0@ E < R | s 0@ ‘@@
Both DataSets

NCBIGene | Interact With. Name Choose individual items from the table €
D Symbol |
10

_ 125 ADH1B alcohol dehydrogenase 1B (class I), beta polypeptide
_ 125 ADH1B alcohol dehydrogenase 1B (class I), beta polypeptide
_ 125 ADH1B alcohol dehydrogenase 1B (class 1), beta polypeptide
_ 217 ALDH2  aldehyde dehycrogenase 2 family (mitochondral
_ 3107 HLA-C major histocompatibility complex, class I, C




ZREIZEDITT ) VAFERELTLESLY U)o (I ‘upstream_TFs’)

List Details

Name

upstream_TFs

Description

Cancel Reset

—HOATOIIM2AROEREFLS=OIC, VURAMNDERFRENRHTYT . COFEEFESE
UTDHRGYANBERTEFY

o ERLIERT(EYM OMEERIV/INIE
® ‘hoDEREFNEEAIAD— (DO) 7/T—av

bzt 2 L THTZELY,

IV. 2TYE LS —
CIABIF ERERAFERETT., YTUELS— AT IE, UTOESHIENTEET,

® TargetMine EDEHDT—4-V—REEEIZHAELELHLWWV I DIEE
o HMEDTUIL—IITVEEETILTHAZER, FIBREMZ 5,
UT OIS HNSERRITIEEEZLTHTIESLY,

FIFEFEAL-TFTL—F ' Gene(s) > Upstream Transcription Factors’ Z:&RLTK
2N VTUENF —EETT =8I, 'Edit Query’ &9y LTLEELY,

~  Gene(s) m) Upstream Transcription Factors

I_ /. Given a gene or a list of genes, retrieve all upstream regulatory genes (transcription factors) from the AMADEUS and ORegAnno
g compiled TF-Target gene relations

Gene

LOOKUP: |10121 for Organism: | H. sapiens B o

[7] constrain to be | IN saved Gene list | demo

S  Results | ( e~ Edit Query >

&3 web service URL Perl | Python | Ruby | Java [help] export XML ]




EflD ‘Model browser’ ZFAWT, T—2ETILEZ1I—H—NIRETEHIENTEEFT . ZD
il TIX, ‘Model browser’ LEIZIE, Gene GEIZF)EAFITONZITREETDLETOREY
(Bl : BT, ORI BLUVEETLIIZR (Bl £ME, 30NV B)DPRRSINET,
TargetMine TlX, 7TV —RADT—R2ETILZFERHL, EMENLEEATIX 9T R’
BEROIUNF ATSIHRN EFATVET,

BEEYTHIIREBEERL-HICIE BH 0y L THZEN, Eovs] 2T AIZT4—ILF
ZEBMTH-OICERLET, Corcran:] 3T TEEYRAAH (TIILRA)EEBMTHIEMNTEE
ER

/»771 /Eﬁ

“oaefbrowser |

Browse through t

e classes and attributes. Click on -

links to/add summary of fields to the results Gene )
table or on E*2v 4] Jinks to add individual fields to the LOOKUP 10121 IN H. sapiens @ @ (A)
e results. Use links to constrain a value in the Name @

NCBI Gene ID | @

: Symbol | @
ame 9 | [Erowy] [ConsTRANS] Protein DNA Interactions Protein DNA Interaction collection ©@
CBI Gene ID °| (weuv] [comsreams) : H L s 00 (8)
Data Sets Data Set collection @@
Name |©
Interact With Gene @@
Name |©

NCBI Gene ID |©
Symbol Q

r . Cross Reference:. Cross Rﬂf«—rumca O [Eunmary v] Wm

I [ Data Sets Data Set © [Surimary v][consTrRAINS]

I @ Do Annotations DO Annotation ©

I B GO Annotation GO Annotation @

I @ Homologues Homologue ® Gons

I @ Interactions Interaction ©

I B miRNA Interactions miRNA Interaction @

I @ Network Properties Network Property @ CONSTRA

F [ Ontoloav Annatations Ontoloav Annotation 8 R [Sommary +1lcens|
b

Constraint logic: A and B

AandBS

BEETEHI5R

Model Browser D T2, 2 —H—MFEIRLF=T4—ILFH ‘Fields selected for output’ &
LTRTREINET . TNETNDT4—ILRIE, REFBERER—DOEFIZHIELET . Ta—ILFD
IEFIERSYS 7R FOYTTEEREITBENTEET (K),

Fields selected for output

Columns to Display
Use the or links to add fields to the results table. Click and drag the blue output boxes to choose the output column order.Click (24 to
choose a column to sort results by, click again to select ascending 24 or descending [Tl use the link to remove all fields from the results table.

REMOVEALLY.

Gene > Protein DNA Interactions > Interact With > NCBI Gene ID ¢} | | Gene > Protein DNA Interactions > Interact With . Symbol ¢

Source > nchiGeneld @ Source > symbol @
3] Gene > NCBI Gene ID @) d
Target > ncbiGeneld @
Gene > Protein DNA Interactions = Interact With = Name Q 3l ene > Symbol Gene > Name S
Source > name @ {b Target > symbol Target = name

Gene > Protein DNA Interactions > Data Sets > Name Q
DataSet > name

10



FHID ‘Query Overview' TIL, JTVIZERASIN-RKYIAAEHEEFRLTWET . ZOARAD
1 DIZIE, ‘Gene’ T ‘LOOKUP 10121 IN H. sapiens’ &EEMNTULWVET . i, ID
10121 ZHFDEFDEBELRFOAIZITINRYAENT=(FIRESNT) EVWVSTEEZRLTVET,

L, COEEFEZI—TYMITHIDETTEL, ETDEFEFITOVTHRRKGEo=FIZ
X, RYRAAEHENLT, £5—EITVEELENITHBRTEETT,

BYAHEUERIRT H=0IZIE, ‘LOOKUP 10121 IN H. sapiens’ DIZH2 @ R4
#9)yHLTLEEN (L),

Query Overview

Gene
LOOKUP 10121 IN H. sapiens %@ (A)
Name | ©
F(emove this constraint ]
NCBI Gene ID |
Symbol |

%L T, ‘Show results’ &5y oLTLEEELY,
I N
Z539BHE, (TargetMine 2SN TWNB) 2 THEERFEZTDI—TIYMELFERHIEN

TEEY,

W 42— R EHSY 9o BEFDOFIZET IBEDEREBIENTEETT (M),

Trail: Query
B8 Manage Columns Y 1 Filters B Create / Add to List v A GetCode ~ & Download
Showing 1 to 25 of rows Rows per page:| 25 B~ Pt -
sTOo@W :0@@ 0w il < I < | $0®m
Interact With Protei
NCBI Gene Inter 84 Gene Symbols NCBI Symbol Name
D Symk Gene
ID
3172 HNF4A tha 1 A1BG alpha-1-B glycoprotein
3175 ONECL | & 1 A1BG alpha-1-B glycoprotein
1044 coxt sy Eoiink = 100 ADA adenosine deaminase
[F] CREB1 2314
2626 GATA4 100 ADA adenosine deaminase
[F] HNF4A 1470
3651 PDX1 box 1 100 ADA adenosine deaminase
[ ETS1 1175
4782 NFIC [ REST 310 ng transcription factor) 100 ADA adenosine deaminase
7528 YY1 ) NANOG 702 100 ADA adenosine deaminase
6657 SOX2 | Y 694 |-box 2 1000 CDH2 cadherin 2, type 1, N-cadherin (neuronal)
2113 ETST | 5 NRF1 g69 5 E26 oncogene homolog 1 10001 MED6 mediator complex subunit 6
5460 POU5SF = sox2 560 < 10003 NAALAD2 N-acetylated alpha-linked acidic dipeptidase 2
6657 SOX2 3 e o = Bsave | pox2 10003 NAALAD2 N-acetylated alpha-linked acidic dipeptidase 2
79923 NANOG Nanog homeobox 10003 NAALAD2 N-acetylated alpha-linked acidic dipeptidase 2

LIV LMDRELLTHELLD,

11



EEIZHD ‘Query’ EVUVHILT, JTUELFT—IZRYET,

<13 -
ﬁ-{ Ta rg etMine v.academic pata warehouse for target discovery

MyMine Contact Us | Log in

EL e o STAT, TP53

< Trail: Query
mgeCcolumns Y 1 Filters & Create / Add to List » A GetCode ~ & Download
Showing 1 to 25 of 11,149 rows Rows per page: 25 B - p1 - =

FNhTIEL, “Gene > Protein DNA Interactions > Data Sets > Name” DJET/\RX%
EITLTAHTLIEELY, RIZT Name DIED BIH#D)VOFTBHERYTTYTRRRS
NEI(N), ‘ORegAnno’ ZFOVYTHHUI)AMSEIRL ‘Add to query’ REVEH) oL
9,

59 5T —3 YR ‘ORegAnno’ T—AR—XADKYIAHEMNTEHENTEET (0),

Model browser

Query Overview
Chromosome Chromosome © -

Cross References Cross Reference 9 Gene

Data Sets Data Set © Name |©

Do Annotations DO Annotation ©

GO Annotation GO Annotation © NCBI Gene ID |©

omologues Homologue © )

nteractions Interaction © Symbol

niRNA Interactions miRNA Interaction @ Protein DNA Interactions Protein DNA Interaction collection @@

etwork Properties Network Property @ Role @

Ontology Annotations Ontology Annotation © £, [Eunmary v][censt 1= source @ @ (8)

I @ Organism Organism © Data Sets Data Set collection @@

[ @ Pathways Pathway ® Name @

B / s Prote A Interac a

l___]_ $~ti|DVVEN§;F?feract\on= Protein DNA Interaction ® [sumnary v][coi | = ORegAnno 00 (A)

I Interaction Type Interact With Gene

F Name Name | @

- Role

I @ Binding Site Binding Site Info @ NCBI Gene ID|€©

I ] Data Sets Data Set © [Furinary +!onsTran 3] Symbol | @
Category [Eonzrray
Date
Date Type [consTRA Constraint logic: B and A
Description [Erow+] [consT_aN 3|
Name

URL [Frow ] [CoNsTRAINS ~
< n »

Band AZ

‘Show results’ #7')yIL, £ 5—EETLTHELLD,

12



‘ﬁi TargetM 1N€ v.academic pata warehouse for targat discovery
Home | Templates | Lists | QueryBuilder | Data Sources | AP [ ST Contact Us | Log in
search:
Trail: Query
& Manage Columns Y 2 Filters = Create / Add to List AGetCode <~ & Download
Showing 1 to 25 of 1,175 rows Rows per page: 25 B slelelpt o]
toem toeom toem coem 00w :0em to0eTm
Interact With Protein DNA Interactions Interact With Data Sets
NCBI Gene ID Interact With . Symbol Name NCBI Gene ID Symbol Name Name
r
1044 cox1 caudal type homeobox 1 100 ADA adenosine deaminase ORegAnno
2626 GATA4 GATA binding protein 4 100 ADA adenosine deaminase ORegAnno
3651 PDX1 pancreatic and duodenal homeobox 1 100 ADA adenosine deaminase ORegAnno E
4782 NFIC nuclear factor C (CCAAT-binding transcription factor) 100 ADA adenosine deaminase ORegAnno
7528 YY1 YY1 transcription factor 100 ADA adenosine deaminase ORegAnno
5978 REST RE1-silencing transcription factor 100130418 CECRT cat eye syndrome chromosome region, candidate 7 (non-protein coding) ORegAnno
5978 REST RE1-silencing transcription factor 100130873 CARM1P1 d arginine 1 1 ORegAnno
5978 REST RE1-silencing transcription factor 1002 CDH4 cadherin 4, type 1, R-cadherin (retinal) ORegAnno
5978 REST RE1-silencing transcription factor 10021 HCNA activated cyclic nucleotide-gated potassium channel 4 ORegAnno
5978 REST RE1-silencing transcription factor 10044 SH2D3C SH2 domain containing 3C ORegAnno
5978 REST RE1-silencing transcription factor 10138 NAMPT nicotinamide phosphoribosyltransferase ORegAnno
5978 REST RE1-silencing transcription factor 1014 CDH16 cadherin 16, KSP-cadherin ORegAnno
5978 REST RE1-silencing transcription factor 10143 CLEC3A C-type lectin domain family 3, member A ORegAnno
5978 REST RE1-silencing transcription factor 10218 ANGPTL7  angiopoietin-like 7 ORegAnno
4782 NFIC nuclear factor UC (CCAAT-binding transcription factor) 1026 CDKN1A cyclin-dependent kinase inhibitor 1A (p21, Cip1) ORegAnno
6667 sP1 Sp1 transcription factor 1026 CDKN1A cyclin-dependent kinase inhibitor 1A (p21, Cip1) ORegAnno
6670 sP3 Sp3 transcription factor 1026 CDKN1A cyclin-dependent kinase inhibitor 1A (p21, Cip1) ORegAnno
6772 STATY signal transducer and activator of transcription 1, 91kDa 103 ADAR adenosine deaminase, RNA-specific ORegAnno
5978 REST RE1-silencing transcription factor 10307 APBB3 amyloid beta (A4) precursor protein-binding, family B, member 3 ORegAnno
5978 REST RE1-silencing transcription factor 10368 CACNG3 calcium channel, voltage-dependent, gamma subunit 3 ORegAnno
5978 REST RE1-silencing transcription factor 10369 CACNG2 calcium channel, voltage-dependent, gamma subunit 2 ORegAnno
< i ]

BRFRHEREIZIX, ORegAnno T—AEAR—ZIANOREBLI-EERFDREROANRTINET,

CORSIZVTVENLE —ZFESEMMAKEHRERELTRANDENHRLSDT, FVFALTH
TSy,

TargetMine D7R—LR—D (2L, Fa—R)ZIILBHELRHYET, TOTFERLIESLY,

The Mizuguchi Laboratory = NIBIO

%ﬁ TargetMine

Data warehouse for target discovery

Tutorials ~ Documentation

Videos {,:7

Quick search

Introductory movie

Search in Targetiine

Templates Using Template Queries
List of

andidates

Lists An overview of the list function

QueryBuilder

A Workshops

The QueryBuilder

* Enrichment analysis
* Manipulate candidates
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