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ENTIL,

Search TargetMine. Enter

/f

names, identifiers or keywords for genes

proteins, pathways, ontology terms, etc
(e.g. TNF, ADH1A_HUMARN, glucokinase
Alzheimer )

apolipoprotein
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FRFRFERIX, Z2MlD 7 7 » | (Categories & E L= 088) 2 VTR

‘apolipoprotein’ TEERL THTLIEELY,

F=1%

LGN RIE apolipoprotein
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MyMine

Contact Us | Log in

Search our database by keyword

apolipoprotein

Back to index

o Examples

= Search this entire website. Enter identifiers, names or keywords
for genes, pathways, authors, ontology terms, etc. (e.g. eve,
embryo, zen, allele)
_Search | = Use OR to search for either of two terms (e.qg. fly OR drosophiia)
or quotation marks to search for phrases (e.g. "dna binding.
= Boolean search syntax is supported: e.g. dros* for partial
matches or fly AND NOT embryo to exclude a term

Search results 1 to 100 out of 615 for "apolipoprotein”

77ty bk

Type Detalls
346 | APOC4
Gene Short Name:
Hits by Categor’ 336 | APOA2
! g— L — Short Name:
L tein: 148
€ G 344 | APOC2
e Short Name:
25649 | Apoa2
Cene Short Name:
25080 | Apoa4
o Short Name:
gl i o 292697 | Apoc2
" e Short Name:

- and 2 more values » e
lioj
Protein Structure

Hits by Organism
e Experiment Type:

- 71939 | Apol6
= Loy Short Name:
G 8542 | APOL1
b Short Name:
_lopp

<< First < Previous

Mext > Last >>

Score
H. sapiens SESSS
H. sapiens reees
H. sapiens e
R. norvegicus e
R. norvegicus B
R. norvegicus i

sennn
SOLUTION NMR
M. musculus e

Ty

H. sapiens
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T MyMine Contact Us | Log in
Gene : APOB H. sapiens
NCBI Gene Number ® 338 DB identifier ® ENSG00000084674
Secondary Identifier @ Name @ apolipoprotein B
HGNC:603 (including Ag(x)
antigen)
Description apo B-100|apoB-100|apoB-48|apolipoprotein B- Tyvpe
100(apolipoprotein B48|mutant Apo B 100 PLCIENECOtuM

Quick Links: EGIGERY Genomics Proteins Gene Ontology Pathways Interactions Disease Enzymes Other
1 Organism Lists
gl LS This Gene isntin any lists
Homo sapiens 9606 Upload a list.

Link to other Mines
1 Proteins fy
DB identifier Primary Accession Name Organism - Name Length
APDB_HUMAN P04114 Apolipaprotein B-100 Homo sapiens 4563 [FAsTA..| No resits found

D. melanogaster
37 Synonyme Rfabg™®, CG15828
Val metabolichine

e H. sapiens
ENSGO0000084674 APOB™
HGNG 803 M _":gf':,“‘”s
APOE Rathline
FLDB R.norvegicus
b

LOLCO4 Apobt
NI_000384.2 External Links

ensembl:
Hi pooes ENSGO0000084574
ENST00000233242 Entrez Gene: 338
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—FT22LbTEET, VA MIRBOKVIALS, 7 AKX — GEHITLLTICR
LET) DT 7 L— & LT, £72, il A 268 - 72858 (Union, Intersect, Subtract)
WCHHEHATLHZENTEET, VA NOMBESLTE—HA[FETT,

UARN=UF EA =2 — =D “Lists” 76 ZENTEET, “Ty o — R
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Upload View

120V AKX, FaeyXEZ T A=ma—nb1o0% A7 (fF: EBiat, Zr37'K)
ZHRELTLEENY BATORMELEZY 2 MIMERERA) . A7 ar TEYHEELE
ETHIELLTEET, £/, BEOXATOID ZIRBESELZ LIFENETA (] : &

mnfiis L Es T ID) o
ZOFa—kJT7ILTIE, BIELTEEGFD)RNEERL, fBHTLET , List Analysis page’ T
BONBIHRIE, JTUELT—FAVWTHEBEITIVEED=OICREFELET.

‘click to see an example’ Z9')vIL TSN, YO THEHUTILD 1D BHAEHSIMIC
AASINFET,

R “Create List” REAEH)yHILTLIEELN,

e Create a new list

© pom

: II 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 = )
1 Click here to input
for Organism: the demo list
Type/Paste in identifiers (click to see an example)¥

1080,125,217,2944,2347,2850, 2452 ,3
105,3106,3107,3115,31148,3123,3263,
3304,34585, 3586, 3056, 4257, 5444, 5457
8,54577,54575, 04650, 5644,8648, 6AS0
, 7040, 7124,847,929|

P

or Upload identifiers from a | or.r)|. 75557 | BRIRAN T 1 tAaied (1o 48 41 P o104 2ol ]
txt file... to create the list

Reset| Create List

® U XKMDHER

“2 Verify identifier matches” Ti%, AJjSi7z ID 28 TargetMine FIUZAFET Dy, £
TIEBR I DL 20D EDT = VMR INET, A v E—UNRERRINRITH
X, TOEFY XA MARTIZDTET, LEOARITHT 7 44 NOARIOE E THREWN

EE A,



SEIIFa2—F)T7ILEDT ‘demo’ EA AL, ‘Save a list of 31 Genes’ REEH)vHOLT
-1 AN

Before we show you the results... "Save alistof 31 Genes

2_ Click to save.

Upload list of identifiers 2 Verify identifier matches % List analysis In your NS

Choose a name for the list gluibs o

demo 1. Input a name.

® List Analysis Page

‘List Analysis’ ~<X— Y TiE, U A FHOEKEA L NR—DFMR S DIEREGLH Z ENT
FET, VA RIMERSND & BEIMIC ‘List Analysis’ <X—VREREINET, —EE-
72U A MZHOWTIHE, ‘Lists’ 270 View #7 Vv 7 35L, WOTHEZOR—VIZRED
ZenTEEd (P .

List Analysis | 3 2Dt 7 v 3 > (List, Widgets, Templates) (25371 CWET,

“ﬁ{ Targetlllne v.academic Data warehouse for target discovery

® [ LEOR y 7 2 (List) ([IFEELE LT, UA MDA L —DFYID 10 HBAFER
INFET, FZIE, VA BORNERER, By —10) 70 (FFET A6 D)
NEREINFET, Z2NLHDFRD EEIZIE Export/Edit 47> a vV ERBR Y 7 ANRH Y
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® (A TE (Widgets) ([2H D DR v 7 A1 51U A MIHOWTD LY %L DIfHRE
BrzencaEEd, flzE, 2oV R kRS BRAT B b KEGG /SA T =
1, BatAr bro— (GO) #—2L, AIEEREBICET Ay hay—, U8
FAHAAEH (PPIs) RBE T 2IDOHEREGDL Z LN TEET,

close close
Disease Ontology Enrichment Associated Drugs
Disease ontology enriched for genes in this list. For more information about Drugs which associated with genes in the list.
the math used in these calculations, see here. Number of Genes in this list not analysed in this widget: 12
Mumber of Genes in this list not analysed in this widget: 7 ] View [Downioad
Options
Multiple Hypothesis Test Correction | Benjamini and HuchhergEl ["| Drug.drugBanklid Targeted Genes e
Maximum value to display  0.05 E[ ] DBOO143 5
View Download ] pBOO157 5 3
[l DO Term p-Value \;| ] pEO1213 5
1 pancreatitis [DOID:4989] & 232E i ] DBO1296 2
[F] peo1ga4 2
. 2.3565E-
[ pancreas disease [DOID:26] = 15
19 [T pBo1%07 2
[[] endocrine system disease [DOID:28] @ T'QESQSE' 19 [F] pBO3431 Z
p—— [ peoaoz7 2
[[] alcoholic pancreatitis [DOID:4988] 18 Q ] DB04184 2
[[] gastrointestinal system disease [DOID:77] & 1.21705E- 18 [ peoaaiz 2
[ peoooos 1
[ acute pancreatitis [DOID:2913] & 1.1857E9 7
[ peoooz1 |
hypersensitivity reaction type 11 disease
O room:at7] LagRIES 15 [ p8000s1 i
[ diabetes mellitus [DOID:9351] & 1.7371E9 15 = monnaos 4
[0 periodontitis [DOID:824] @ 1.9324E9 8
[ vascular disease [DOID:178] & 2.33E-9 17 B

® Hf Fi(Templates)iZix, ZDVU A MMIHOWT, HOEMNUOEFTEIN-KHEMR (T
L — 7)) OENFRENET,

‘ Template results for "demo”
The template queries below have been executed for this list.
Genomics
4 Gene -——> Enzyme 18 results
= Show first 10 rows
% Gene --> GO terms. 603 results
= Show first 10 rows
4: Gene --> Pathway 619 results
= Show first 10 rows
% Gene --> Proteins. 39 results
~ Show first 10 rows

1. F>o7L—kox)

LRk IR (FRMT) 2R R HEICFA TS 572912, TargetMine TIXHANZER I N7
T L= T2V DTAT TV ERFoTWET, %, TargetMine DR IL, HDH 7V
T AZOWTEHMEZFRELT WX, “Brt42 TGFB1 TH5”) , BHET L7 7 AD
T2 BIZIX, MOENTWDIERTOMAERZ v RI8E) 2R7-T5, Lozl
DET, TVT L= IATTVIE, EOXIBRELBEAE LI LOT, BREHTO
—EEEFETLHZ L TEET, ( TargetMine TlX, 2T T 52 L% [HIREZ )
(7 %] constrain &) S THRIL LT, )



TUIL—MIT) DT IR FETERHYFET:

® T 7L — X=X TargetMine O kv 7 X— & LT EHO A =2 —/3—
DETNET 7R ALTT 7 L— hOMBRMEEL T 2D Z ENARETT,
® 7 7L —RMIlLAR— h_X—UL List Analysis Page ([ZbFRINET,

i | Templates | I MyMine

BlELTTFUTL—RIYIZ “ranscription’” EAAL, BELET,

Filter: Fllter: -- all categories -~ % m

= Gene(s) —= Downstream Transcription Target genes

Given a gene or a list of genes, retrieve all downstream transcription target genes from the AMADEUS and ORegAnno compiled TF-Target gene
relations

1 Gene(s) --= Upstream Transcription Factors

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

[F] 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

ZOH#RIL, Bz onimE8afERTEEFY A Moo, RROIER Y (AMADEUS
F£721% OregAnno 7 —# _X— AT ENTWDIEHR) 2T _XTHERET L0 DT,

FTV el b (BFEOBIGOZ U RIERE) $TRIXVANERETD ( [FEOALT
VxZ FERIFYANMIHIRT S ) EnwoMoTF L — 72T, A7V b
DID ZANTHHRy 7 ALz, VA RNEGIRTHDOF T v a RSN ET,

ZLT, 7o 7L —kME ‘Gene(s) --> Upstream Transcription Factors’ 41w TLIE&LY,

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

Gene
LOOKUP: |10121 for Qrganism; | M. sapiens @
t‘c; g;'&t::i::zﬂ:’?;t constrain to be | IN E saved Gene list | demo E

| ShowResults | 2. Click to show results _2-Edit Query|

FzvIRYIREI)YIL, RIFERFELI=YUTILUARR “demo” ZBIRLTEELY, X
[Z, “Show Results” RAZFHL, BEREFETLET .



ZORER, FIEEVESTZ) A ORI FEF—7 v FETLOWFERFPERINET,

FERO—ENPOHLWI R M 2ELZ b TEET, ZOMEBHE)DS List Analysis -2
— UMD T T L— MIHEHT 72D DGR FD U A M ERFETE £,

“Source” MNoETHDEEFEEIRLTIEEY,

Click on the checkbox
to select all genes

Results for template
Total rows: 26

=] Creave List £ Aoo 1o List % Aoo Cowumn FASTA | [HiF) Pacesuze 25 v] << Finsr <Pasvious | Near > Last >>

-\ p

7/
Target > E (
) _ Source > gy NCBI Gene Target > [§) Target >
ource [£] Source (] Name ~ Number Symbol — Name /
3172 HNF4A hepatocyte nuclear factor 4, alpha 125 ADHI1B alcohol dehy-
W 3175 ONECUT1  one cut homeobox 1 125 ADH1B alcohol del
¥ 8927 HNF1A HNF1 homeobox A 125 ADH1B alcohol dehy.
@ 3172 HNF4A hepatocyte nuclear factor 4, alpha 217 ALDH2 aldehyde d,
[¥] 1385 CREB1 CAMP responsive element binding protein 1 3107 HLA-C major histots,
¥ 1889 E2F1 E2F transcription factor 1 3265 HRAS v-Ha-ras H;
¥ 7157 TPS3 tumor protein p53 3265 HRAS v-Ha-ras Ha
¥ 3175 ONECUT1  one cut homeobox 1 3304 HSPA1B heat sho:kf
¥ 3297 HSF1 heat shock transcription factor 1 3304 HSPA1B heat shock

“CREATE LIST” 2J%9V)vJL, LRIZEDITTURREREL TS, (Al

‘upstream_TFs’)

1. Click on the tab EMTDLIST ? Moo Corumn 8 Export
‘CREATE LIST i

(WITH SFLECTED IT.EMS) IM A NEW LIST NAMED

|upstream_TFs| | Save selected

2_Click ‘Save selected’
to save

CanceEL

—HOFT Vs FREOERES DO, VA MOMFIIRESRN T, Zokik
Z2fii ) LT O U 2 FbIERTE £,

o EIRL7-EsT (FEW) OMEERY I E
& " NOHDOEETFOEEBEAF L rY— DO) T /T — 3
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o MFEoTFr T L— Iz EEETHIETHNEZZEZ, Constraints Z /1 z 5,
VAT XD 72B 6 EBEICEEEZ L TAHA T IEEN,

FIFEFERALI=TYTL—bF ' Gene(s) --> Upstream Transcription Factors' #ERLT
{FEEW, JTVE NS —%E1TTH=0IZ, 'Edit Query' 5 vILTLEELY,

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

,lf? Gene(s) =) Upstream Transcription Factors
e

Gene
LOOKUP: 10121 for Organism: H. sapiens
i
[] constrain to be | IN saved Gene list | demo

v

[ Srow reaus | C ey

Al Model browser’ % H\WTC, 7 —XET Va2 —F—NEETHZ LN TEET,
ZOFITIX, ‘Model browser’ 1iZi%, Gene (EBinT) tAfTToNTr FAEZDRT
DJEME (F - 41, URL) BROBEET L2 72X (B AW, Z R0 H) BERR
ENFET, TargetMine Tlx, A7 V=V hR—RADT—XET NVEMHHL, EWFEN X
AT VIR, RO NIIE AT V=T N EEATHET,

B4 2527 AL BMEEZRLT-012E I 2270 v 7 LTL &, Bl 7 73 i
74—V REBINT 5720 Kﬁmbiﬂ Eomstram=] Z 7 CIIK D AR (7 4V H) ZiB
M+5zEeNnTEET,

OS5 A B
Pl //’

| Model/browser

Browse through the classgg and attributes. Click on

»

links to add surimary of fields to the results F Gene

table or on links tb add individual fields to the LOOKUP 10121 IN H. sapiens @ @ (a)
W results. Use nks to constrain a value in the Name |©

query.

NCBI Gene Number | @

= EScrphion [oases] = Symbol | @

- ength @ Integer Protein DNA Interactions Protein DNA Interaction collection €@
] fieme ﬂ. RO‘E'= source @ @ (B)

| |NCBI Gene Number 8] Data Sets Data Set collection @@

3 B identifier @ =i Name | ©

r core Double Interact With Gene ©@

r core Type Name ©

econdary Identifier @

Symbol | (s [Eemzrems) NCEI Gene Number &
= J Symbol | @

T CUSS CUS [Euniiney F[ConsTRAINS

Chromosome Chromosome @ g b

7] Chromosome Location Location Eonmaay & [conzimanis] ® Constraint logic: A and 8

[# Cross References Cross Reference ] AandBs

[ Data Sets Data Set 9 [Eunnary v][consrram=]

[¥1 Do Annotations DO .-\nnotatlon O ownary sllconsirama] b
|

\) EEY 53R

T T % T T T T




Model Browser @ FiZi%, —H—28R L7277 1 —/L KA ‘Fields selected for output’
ELTHRRINET, ENENDT 4 — L NIE, BRBHERX—VOEFNHIELET, 7
4=V RDIEFIXRT 7 - TV R Ray X TERTLHIENTEET,

Fields selected for output

Columns to Display

sssss

Use the Fous] or ESRFRRY <] [inks to add fields to the results table. Click and drag the blue output boxes to choose the output column order.Click [ . to
choose a column to sort results by, dick again to select ascending 12 Elor descending 2 [ET].use the [EERE¥EREe] fink to remove all fields from the results table.

REMOWEALLY

Gene > Protein DNA Interactions > Interact With > NCBI Gene Number 0 Gene > Protein DNA Interactions = Interact With = Symbol 0

Source > nchiGeneNumber @ Source > symbol @

4l il
Gene > Protein DNA Interactions > Interact With > Name @3 || Gene > NCBI Gene Numherg Gene > Symbol Gene > Name %
Source » name @ Target > nchiGeneNumber Target> s mbal Target > name
5 s
7
S/

Gene = Protein DNA Interactions > Data Sets = Name 0

Dataset » name @ The order of the fields in the column
may be changed by drag and drop.

FHO ‘Query Overview' TiE, 7 = VIZHEH SNV IAASFEZRLTWET, DN
D 1o0%, ‘Gene’ T ‘LOOKUP 10121 IN H. sapiens’ & E PN TWHHDTT, it

ID 10121 %ot FDOBEIEFDORZZ T UKD IAENT- (FIRENz) &) Z L iR
LTCWET,

bL, LOMEFES—7y NET 56O TARL, RTORTRFIZON TR~
o T RHITIE, B0 IABRIEINLT, b5 Y =Y 2k IR TE £,

RYAHEHEHEIET H1-HIZIE, ‘LOOKUP 10121 IN H. sapiens’ DEIZH2 O KEV%E
1)L TS,

Gene
LOOKUP 10121 IN H. sapiens 9 (A)
Name | - -
[Remove this constrant
NCBI Gene Number | €
Symbol |

ZLT, ‘Showresults’ 71)vHLTLIEELY,
" Showresults
O

Z95%%&, ( TargetMine IS TWD) RTOEGR & ZDX —5 v MNEET
EFHZENTEET,

10



YY) —AREED )V ITHEEDICETIMEDIRBRERSIENTEET,

Summary button

ONECUT1
coxl Column Summary
GATA4
- Column Summary for Source > Symbol
NFIC Total I’D!.NE:11149
Total unigue values: 84
YY1l
sox2 Value Count
ETS1 - CREB1 (2314
POUSF1 HNF4A | 1470
50%2 ET51 1175
NANOG REST
SOX2 NANOG
ETS1 = YY1
S50%2 NRF1
ETS1 -6 SOX2
S0X2 ESR1
NANOG HSF1
E2F4
CREB1 Note: showing only the first 10 rows of summary.
View all
ETS1
HNF4A

IDLHMDRELL THFELLD,

‘Query’ 9VvHLT, VTYELSZ—IZRYET,

¥ .
ﬁ{ Ta rg etMine v.academic pata warehouse for target discovery

MyMine

L Trail: Query

Given a gene or a list of genes, retrieve all upstream regulatory genes (transcription factors) from the AMADEUS

Total rows: 11149

FhTIE, “Gene > Protein DNA Interactions = Data Sets > Name” DJET/AREZE1TL
THTLIEEL, RIZ Name DIED Corzran=] ATHHYyHTRERYTTITHRERRSHh
%7, ‘ORegAnno’ ZFOYTH I AMHRIRL ‘Add to query’ REVEHVHILET,

9T HET—HEY M ‘ORegAnno’ 7 —# X—ZADRV iIABZNTHZ LN TEET,

11



r T Gene Gene

- Interaction Type
- Name

- Role

Description
Name

URL
Version

Click to make
a constrain

I [ Protein DNA Interactions Protein DMA Interaction @

Binding Site Binding Site Info @
- [ Data Sets Data Set ®

Bio Entities Bio-Entity ® £,
Data Source Data Source ®

Data Sets Data Set collection €@
Name | €

= OReganno @ @ (a)

Model browser

Query overview

‘Show results’ Z2)vIL, £ 3—EERTLTHELLS,

Given a gene or & st of genes, reteve all spsinear reguiniary eves [iranscrption factors) frem the AMASET and CRegANNS comp:

Total raws: 1175

oy o * o Conn (D £as18, (L) Pus wie 25
St
T, Source T Name
cox1 caudal type homeobax 1
GATA4 GATA bending proten 4
PO pancraane and ducdanal hamaabax §

NFIE rudlear [actor I/C (CCAAT-bnding transcription factoe)
V1 transeription facter

FE1-silencing transcrigtion tactar

R 3-silaneng transeriplion Lactar

W 1-silencng transcrintion factar

RE1-silencing transcription factor

RE 1-silancng transcription factor

F1-silencng transeription factor

RELsilencing transerigtion factor

REST RE1-silencng transcrigtion factar
rOST R 3-silencng tramserpbion lactor

NFIC ruclear factor 1S (CCAAT-binding transcription facter)
! Sp1 transcription factor

503 503 transeription factar

STaTy signal transducer and activator of transcnption 1, 91kDa

REST REL-silending transcription factor

REST R 1-silancing transcrigtion factar

RUST F1-silencng transeription factor

REST RE1-silencing transcription factor

REST RE1-silencng transcrigtion factor

TeS3 tumar proten pS3

sTar1 signal transducer and activator of transenption 1, 91k0a
st < Previous | Next > Last > | Displaving rows 180 25 | Total rows:1175

100
1 w8

100130418
1 100130873

COH1E
CLEC3A
ANGOTLY
COKNLA
COKNLA
COKNLA
ADAR
R
CACNGI
CACNGE
TuEE:
PRG3
ADARE1
FITME

Tagut O ocataset >
Name Hame
adenpsing deaminase 1 oreganna
adenosine deaminase [ oreganno
3dennsing daaminase OReganng
adenosine deaminase B oReganna
adenasine deaminase ] oreganne
£3t ye HyMAOMe chromasome regian, candidate 7 (non-protein coding) ORegAnng
t ted segrime matlrltsanst 1p gene 1 ] oreganne
cadherin 4, type 1. H-catdherin (retinsl) E oReganne
hyperpolanzation activated cyclic nudeotide-gated potassium channel 4 ) oregannoe
5HZ daman containing 3C OReganna

nicotinamide phesphorbosyRransferase 1 oReganno

cadherin 16, KEP-cadherin OReganna
Cotype lectn domain family 3, member & OReganna
angicpoistin-bos 7 [ oreganna.
cydin-dependent kinase inhibitor 14 (p21, Ciol} ‘ORegAnng
cydin-dependent kinase inhibitor 14 (p21, Cipl) ‘ORegAnng.
eyelin-depandant kinase inhibitor 14 (p21, Cin 1) B oreganne
adenoding deaminase, RNA-spedific ‘ORegAnng
anleid beta (A4) precurser protein-binding, family B, member 3 OReganno
caloum channel, voltage-tependent, gamma subunit 3 1 oreganno
eabaum channel, voltage-dependent, gamma subunit 2 1 oReganno
tubuln, beta 3 dass 01 OReganng
proteoghcan 3 OReganna
adenasing deaminase, ANA-speche, 11 £ oReganne
interferon induced transmembrane proten 3 ‘ORegAnng
—

R RERIZIE, ORegAnno 7 — % X— AL LT85

FOEROHPFTRENET,

oL ) BT =MD LMl RIFEFRE L THAND Z LR 0T, E0

FHLTHTSEE,

12



