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cooswEectBo MGED

Information stored about Fublic repository of
a microarray experiment Local database microarray data
Biological material %
Ewperiment E:—i_':> j >

Diata generator C///-J?

- MicroArray Gene Expression Markup Language (MAGE-ML) - co3gaH gng
co3gaHua obuiero doopmara, YTobbl JOCTUYL CPAaBHUMOCTU pPe3ynbTaToB

- Minimum Information About a Microarray Experiment (MIAME) - co3gaH ons
onpegenenus Tmna nHopmMaumm n cteneHn noapodbHOCTU, C KOTOPOWN
nccnegosaTtenb 00s3aH ee NpeacTaBuUTb;

- MGED Society Ontology Working Group (http://www.mged.org/ontology) -
cosfaHa ans popmupoBaHma Habopa KOHTPONMPYEMbIX CIIOBapen N OHTOSTOMMN,
HeobXxoaAnMBbIX Ans onucaHus Guonornyecknx obpasLoB K Kcnep. npoueayp.
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MINIMUM INFORMATION ABOUT A MICROARRAY EXPERIMENT
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UccaenoBanue QyHKIMOHAJIbHBIX XapaKTePUCTUK Fr'eHOMA
ﬁ HccnenoBanne KaueCTBEHHbIX H KOJUY€CTBEHHBIX XapPaAKTEePUCTUK
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GEO - Gene Expression Omnibus (NCBI)

MCBI= GEO Mot logged in | Login

A G 2 gene expression/molecular abundance [EMTITEELS

repository supporting MIAME compliant data submissions, and a curated, GPL Platforms 2102
online resource for gene expression data browsing, query and retrieval,
d a 9, qUETY GSM Samples 78374

GEO navigation G5E Series 24567

Total 24638

DataSets

Site contents

el
Gene profiles Documentation
el

Overview | Fag
YWeh deposit guide
Batch deposit guide
Linking 2 citing

GEQ accession

GEQ BLAST Journal citations
CataSet n::Iu5ter5_
DataSets Platiorms GED announce list

Cata disclaimer

L

GEQ accessions

Samples Query & Browse

: Repositary browser
Series Submitter contacts
SAGEmMmap

FTP site

GED Profiles

GED DataSets

Direct deposit / update Create new account Deposit & Update

SUBMIT ‘ | | Direct deposit

http://www.ncbi.nlm.nih.gov/geo/
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Figure 1. Schematic diagram of the relationships between GEQ Platform,
Sample, DataSet and Profiles. For each gene on a Platform (e.g. Gene A),
multiple Sample measurement values are generated (Samplel-Sample3).

. Related Samples make up a DataSet, from which multiple, individual gene
profile entities are generated.
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B Ge@pm,uw e 1 A

[Sign In] [Register]

&l DFEhases

Search |GEO Frofiles

FibMed Nackotide Proke v Geyome Stractare rIc Jonreak Books

j far |PPAF’ig Go Clear | Save Search

f Lirnits TF're\riewflndE}{ THistory TCIiphoard TDetaiIs 1
Display | Summary j Show |1EID j| Subgroup effect j| Sendto j

0 RS All: 13779

List EQ Contents

Iterns 1 - 100 of 13779 Fage |1 of 138 Hext

[T 1: 5051616 record | GPLE1 97926_s_at [Mus musculus] 4 samples Frofile Neighbors, Sequence Neighbors, Homologs, Links
Annotation: pparg: peroxisome proliferator activated receptor gamma Nric3, PRAR-gamma, LA m— —
n FPAR-gammaZz F
Help | Fa@ L
Reparter: MM_011146 L
= . Akt kinase constitutive activation effect on embryonic stem cells, gene expression =
wharimant
" 00: GDS1272 record | GFLE1 97926_s_at [Mus musculus] & samples Frofile Neighbors, Sequence Meighbors, Homologs, Links
Annatation: Pparg: peroxisome proliferator activated receptor gamma Nrlc3, PPAR-gamma, T !
PPAR-gammaz HoT
Reporter:  MNM_011146 I
. Luteinizing haormone overexpression effect on mammary gland, gene expression
Expernment:
array-based count
[T 91: G0SE5E50 record | GPL9G 208510_s_at [Homo Sapieng] & samples  Profile Neighbors, Sequence Neighbors, Homalogs, Links
Annotation: eepere. peroxisome proliferative activated receptor, gamma HUMPPARG, MR1C3, PPARGL, T
PPARGE - -
Reporter:  MM_015869 'l L I l )
Experiment: Inflammatory bowel disease (HG-U1334), gene expression array-based count M-
icroarray GEQO
[T 92:c052817 record | GPL91 37104_at [Homo SEI[:IiBﬂS] & samples Fmofile Neighbars, Sequence Neighbors, Homalogs, Links proﬁles Of PPAR‘Y,
Annotation: ppaRG: peroxisome proliferative activated receptor, gamma HUMPPARG, NR1C3, PPARGL, L
PRARGZ r 7

Feporter:  NM_005037 NM_015869 MM_138711 MM_138712

N I I

Breast cancer cell expression profiles (HG-U954A), gene expression array-based transformed

Experiment: count
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M

c | MAR 2006 Paper | NAR 2002 Paper | FAQ | MIAME | Email GED BoisiBiieHue
MBI = GED = GDS I[OCTOBepHOﬁ
nuddepeHnnaILHOI
Accession: 051332 e View Expression (GEQ profiles) pa3HI/III]>I B
Title: Huntington's disease: peripheral blood expression profile (Codelink Uniset 201 YKCIIDECCHM F'eHOB
DataSet type: gene expression array-based (RMA / spotted aligonucleatide) p
Summary: Analysis of blood samples of 5 presymptomatic and 12 symptomatic Huntington's disease (HD) patients.
Studies suggest that gene expression may be altered in a variety of tissues in HD, including peripheral blood.
Results identify potential markers far HD.
Platform: GPL1449: GE Codelink Human Uniset I, II, and 20K
Sample organism: |Homo sapiens Platform organism: Homo sapiens I/IepapXI/I'JECKaﬂ
Feature count: 19881 Value type: transformed count
Series: GSE1767 PubMed ID: 16043652 KJacrepusanus
Series published: |07/22/2005 Last GDS update: 1240272005
: : IKCNPECCHH FeHOB
Subset and Sample Info
Sample selection Data
\ uncheck all \ 'y
B nd § o W
check all toggle download analysis
3 assigned subsets [ Two-tailed t+test (A vs B) -l
Samples Type Lescuption & [ 0.050 significance level ~| H
M (14) disease state norrmal r ~ [
M (5) disease state presymptomatic r I [
M 12 disease state symptomatic r I [
. M GDS1332 anly M ranks M values | subset effects v Query & vs. B W
31 samples, order: none
© UIuT CO W GSM3I0EDE: M Codelink WV GSM3I0E9Y: N2 Codslink W GSM30700: M3 Codelink WV GSM30701: N4 Codelink
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ArrayExpress at the EBI

ArravExpress is a public repositary for microarray data, which is aimed at storing well annotated data in
accordance with MGED recommendations.

* Query Database >
= Login To Database »>
* HNEW FTP access »=>

Current Content Ouerview:

Experiments: {747 Q=
= Try gene gueries in

prototype data warehouse > Arrays: 1222 Wiew
* Submissions Protocols: 8812 Q=
* Help & Documentation
o FAQ Hybridizations: 53555
rds
* Software

o Database Creation
o Query Interface

* Microarray Home >>

Flease read our ArravExpress FAQ before contacting us at arravexpressdehi.ac k.

http://www.ebi.ac.uk/arrayexpress/
© Ul CO PAH
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|

GQuery for Experiments

Give an experiment accession number I for example E-MANP-2, or search by keyword I m
or fill out same of the fallowing fields to get a list of matching experiments:

Species Author Array accession number

| « any species » j |

Experiment type Lahoratory Array design hame

|« any type » = | |

Ex=perimental Factors Publication Array provider

|«anyfal:tur» j |«d0n'tspecify» j |

Description contains the word

Gluery for Arrays

Give an array accession number I for example A-TIGR-32, m

or fill out some of the fallowing fields to get a list of matching arrays:
Array design name Array provider

Guery for Protocols

Give a protocol accession number I for example P-SNGR-8, m
arfill autthe fallowing field to gat & list of protocals ofthe given type:

Protocol type

| &« any Type & j
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OnuncaHune akcnepmMeHTa U
pecypchl

171 | Experiment : E-AFMX-1 subrmitters) . Khaitovich Lab . Bvolutionary Genetics

Experiment Design Type : species

{Generated description): Experiment with 21 hybridizations, using 21 samples of species [Mus carali, Mus spretus, Homo sapiens, Pongo pyvgmaea, Macaca mulatta, Mus
musculus, Pan troglodytes], using 21 arrays of array design [Afymetrix Genechip® Murine Genome LT 4802 [MG_LIT 4802], Affyrmetrix Genechip® Human Genome L1958
[HG_Uasaya]], producing 21 raw data files and 2 transformed andior normalized data files.

(Submitter's description 1): Microarray technologies allow the identification of large numbers of expression differences within and between species. Although environmental
and physiological stimuli are clearly responsible for changes inthe expression levels of many genes, itis not known whether the majority of changes of gene expression fixed
during evolution between species and between various tissues within a species are caused by Darwinian selection or by stochastic processes. We find the following: (1)
expression diferences hetween species accumulate approximately linearly with time; (2) gene expression variation among individuals within a species correlates positively
with expression divergence hetween species; (33 rates of expression divergence between species do not differ significantly between intact genes and expressed
peeudogenes; (41 expression differences hetween brain regions within a species have accumulated approximately linearly with time since these regions emerged during
evolution. These results sugoest that the majority of expression differences ohserved between species are selectively neutral or nearly neutral and likely ta be of litile ar no
functional significance. Therefore, the identification of gene expression differences hetween species fixed by selection should he based an null hypotheses assuming
functional neutrality. Furthermaoare, it may be possible to apply @ malecular clack based on expression differences ta infer the evalutionarny history oftissues.

Retrieve data >> | Experimental protocols == Get MAGE-OM view >>

- Experitment's directory in the FTP >
- MAGE-ML : { .tgz (53 MB) )

- Bi les (. d .=l
Bibliographic references => Samples == i H::]Sr:;::;t?sns(:(p?ﬂs ?\rg Kls )

Providers == Array design used =>
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M

MAGE-TAB

le 3 - Tterated Design dual channel
Example 1 - Simple Tterated Design Example 3 gn

Source 1a Sample 1a Extract 1a LabeledExtract 1a
=i q BioSource Sample Extract Labeled Extract
Source 1 Hybnq ization 1 Datal.CEL "= Hybridization 1
BioSaurce Hybridization ArrayData Hybridization
Source 1b sample 1b Extract 1b aal
RinSnumre — ° Sampla ™ Fatrart
Source 2 Hybridization 2 , Pata2.CEL
BioSource Hybridization ArrayData — Source 2a ___ Sample 2a Extract 2a LabelsdExtract 2a
FGEM txt Bio Sounce Sample Extract Labeled Extract . _ —
S e DerivedArrayData Hybridization 2
Source 3 Hybridization 3 Data3.CEL - - + Hybridization
n ol T — Source 2b Sample 2b Cxtract 2b
BioSource Hybrid ization ArrayData / Surce 2 Sapl e -
Source 4 Hybridization 4 Datad.CEL Source 3a _ _ Sample 3a ___ Extract 3a LakeledExtract 3a
BioSaurce Hybrid ization ArrayData L EET (D Sl =i Labeled Extract o |1 bridization 3

source 3b . Jample 3b ,. Extract 3b
BioSource Sample Extract

-_J e

Figure 2.3: Tterated design, dual channel

Figure 2.1a: Simple iterated design.

For extremely simple applications such as the example above, a table may be as simple
as the following example, in which the protocol referenced by the identifier P-XMPL-
10 should include all the processing needed to get from the source sample to the final

hybridization:

Source ID| Sample ID |Extract ID |LabeledExtract ID| Label | Hybridization ID

Source ID | Protocol REF [Hybridization ID| ArrayData URI | DerivedArrayData URI Source 1a |Sample 1a |Exfract 1a |LabeledExfract 1a |Cy3 |Hybridization 1

Source 1 P-XMPL-10 Hybridization 1 |Data1.CEL FGEM txt Source 1b [Sample 1b  |Extract 1b |LabeledExiract 1b [Cyh  [Hybndization 1

Source 2 P-XMPL-10  |Hybridization 2 |Data2 CEL FGEM.ixt Source 2a [Sample 2a |[Exfract2a |LabeledExtract2a [Cy3 [Hybridization 2

Souce 3 [PXMPL-10  |Hybndizafion 3 |Data3 CEL FGEM txt Source 2b |Sample 2b  |[Extract 2b |LabeledExtract 2b [Cy5s  [Hybndization 2

Source 4 |P-XMPL-10 _ |Hybridization 4 |Data4.CEL FGEM.ixt Source 3a_|Sample 38 |Extraci 3a_|LabeledExtact 3a [Cy3  |Hybndization 3

Source 3b |Sample 3b |Exfract3b |LabeledExtract3b [CyS [|Hybridization 3
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HccaenoBanue (pyHKIMOHAJIbHBIX XapaKTEPHUCTHK FeHOMA
ﬁ I/ICC.]IQJIOBaHI’Ie KAa4E€CTBCHHLBIX 1 KOJINYECCTBCHHBIX XapaKTepI/ICTI’IK

Tpanckpunroma: JTHK-0nounnsi

MAGE-TAB

Example 9. Loop Design with dye swap

LabeledExtract 3d
Labaled Extract

R
- 2-Cy5 vs 3-Cy3
y Hybridization
P T
- .
Source 3 o SAMple 3 » Extract 3 A
BloSource sample Extract — \\\
\\\ / .
Vo 2.Cy3 vs 3-Cy5 i .
\ / — sy Example 10. Complex Time Series
—)’ )

/% [lobeledextract 2a ™.

/7 labeled Extract ™
! ¥
i e Y sample 4 o EXCRACTA o Lab t4 I Hyl na
|"I Ve LabeledExtract 3a 3-Cy5 ws 1-Cy3 e Sample Extract Labeled Extract Hybridization
< 5 < M at ﬁ; Labeled Extract Hybridization T
Ource e AT » CXLFA e, Ssample 3 Extract 3 LabeladEstract 3 » Hybridization 3
BloSoLrce Sample Extract T Samiple Extract Labeed Extract Hybridization
[ LabeledExtract 1d ‘\\ T
| Labeled Extract . sample2 Extract 2 LabeledExtract 2 Hybsdization 2
- "y e S Snnm ™ Extract Labe led Extract I:ybrldlnllm
3-Cy3 vs 1-Cys BioSaume Sample
Extract 1 Laba led Extract 1 Hybridization 1
o Hybridization Extract  * Labeled Exiract  ~ Hybrdization
1-Cy3 ws 2-Cy5
-~ Hybridization
Source 1 o Sample 1 o Extractl 8 LabeledExtract 2d 'y
BioSource Sample Extract Labeled Extract =
w -
\-\ HH"'L f"{"-\-\,_
i Labeled Extract 1a T
\\ Labeled Extract ey
. 1-Cy5 vs 2-Cy3

e T
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E-AFMH-5 Transcription profiling of hurman cell lines and tissues (Movartis/GHNF)

Gene expression thumbnail, Click for a larger araph and sample annotation,

Experiment ranks
67 18% | FF.EE%

Experiment Annotation Experimental Factors: arganism part, cell type ; Experiment Type: arganism part comparisaon design 0.3%

Individual design element ranks

Experiment Annotation disease state design

Gene expression thumbnail, Click for a larger graph and sample annotation,

Experimenta! Factors! sex, age, disease state, clinicalinformation, celltype, individual | Experiment Tyoe:

Individual design element ranks

1.36% 43.05

- Gene Design Elt Factor Rank
% 800 PPARGCIA 219195 at devstage £7.56%
= PPARGCLA  219195_at sex 20.38%
.g PRARGC1A 219195 _at arganismpart 29.4%
w400 PPARG 208510_s_at devstage Q6,32 %
& 200 PRARG 208510_s_at  sex BE.G5%
o . . — — . B i - PPARGIC1A 219195 at targetcelltype 59.07%
0 —  — >  — : > S = PPARG Z08510_s_at organismpart 3.01%
1 j PPARG 208510_s_at targetcelltype 0.3%
LEGEMD: Pparg Ppargclb Ppargocla PPARGCLA A330037MO7RIk PPARGCLE
Transcription profiling of bone marrow samples of 31 children with acute lvmphoblastic leukemia to identify
E-MEXP-120 changes in gene expression that are associated with the current risk assignment, irrespective of the genetic Experiment ranks
subtype

Yo |B9.48%

A830037N07Rik PRARGCLE

_ LEGEMD: Pparg Ppargclh Ppargocla PRARGC1A

= A =7 — Gene Design Elt Factor Rank
% ."-‘ £ . PPARGCLA 219195_at clininfo G2.12%
- B0 = _ i — : — | PPARG 208510 s_at celltype 65,37 %
O 0 T N e e 4 ./ PPARGCIA 219195 _at sex 1.36%
@ = 5 fon [ s Lo = J L PPARGC1A 219195 at celltype 47 55%
a 410 R —_ Vo wemmmee . ] - =
5 "':\ =, Ve == = L1 - PPARG z08510_s_at age 98.56%
" P - —— L.
o2 A ) PPARG 208510_s_at clininfo 79.55%
1] PRARGIC1A 219195 _at age 73.55%
1 | | j PPARG 208510_s_at SEX 65.06%
LEGEMND: Pparg Ppargclh Ppargcla PRARGCLA AB30037MOTRIk PPARGCLE
E-AF -1 Transcription profiling of hurnan, chimp and mouse brain Experiment ranks
Experiment Annotation Experirments! Factors! arganism | Experirnent Type! species design 242% Toad4% | 3.82%
Gene expression thurmbnail, Click for a larger graph and sample annotation, Individual design elerment ranks
7§ L — Gene Design Elt Factor Rank |
3 6 g —— PRARG 37104 _at arganism 242%
= ;' Fpargcla 102240_at arganism 24.57%
-E 4 ..","-———-—'_"_""-‘H‘— Pparg 97926_s_at arganism 34.36%
0
o ? &
k4 -
e h
n &
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SMD Stanford Microarray Database

I N N

SMD Login Recent Publications
User MName: |

Pasowiord: |— iZene expression patterns in human placenta. Sood B, et al. (2006) Proc Matl Acad Scill 3
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Login |
Public Data

Public Login

Redional activation of chrormosgomal arm T with and without gene amplification in
taxane-selected human ovarian cancer cell lines. Wang Y2, et al. (2008) Genes
Chromosomes Cancer 45(4).365-74

Genome-wide identification of mREMNAS associated with the translational regulatar PLMILIO
in Drosophila melanogaster. Gerber AP et al (2006) Proc Matl Acad Scill 5 A
10301 2%4487-92

Publications

Genetic requlators of large-scale transcriptional signatures in cancer Adler AS, et al.
(2006) Mat Genet 38, 421 - 430,
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Caryoscope

mechanisim of the anti-inflammatory effect of colchicing in rheumatic diseases: a possihle
new outlook through microarray analysis. Ben-Chetrit E, et al. {2006) Rheumatolooy

[ A e B T

il

http://genome-wwwS.stanford.edu//
© Ulul' CO PAH



UccaenoBanue QyHKIUOHAIBbHBIX XaPAKTEPUCTUK IeHOMA
m HccnenoBanne Ka4eCTBEHHbIX U KOJIHYECTBEHHBIX XapaKTePUCTHK

Tpanckpunroma: JTHK-0nounnsi

SMD Stanford Microarray Database
SIVID Vlew Publlcatlon

- s & = . - F .
- ‘T T L - 'Y T L & - - 'Y TR L L & - - T TR L - & W - -aaE
- i -w e l-t- (R N LR ‘ -w lnil- (L Y LR i -w e lntl (B Y LR ' - . e lnil- (R Y LR ' -ow e lnt- - IWDRLD
-

[N W N

I I T

Bergamaschi &, et al. (2006) Genes Chromosomes Cancer 45(11).1055-40

Distinct patterns of DNA copy number alteration are associated
with different clinicopathological features and gene-expression
subtypes of breast cancer.

Bergamaschi A, Kim YH, Wang P, Sorlie T, Hernandez-Boussard T, Lonning
PE, Tibshirani R, Borresen-Dale AL, Pollack JR

Associated Experiment Sets ‘ Options

Doxo-Fumi array Logical Display Data | Meta -

CiGH Set @ Data Retrieval and Analysis | Data Bais| (672.12 Mbytes)
Doxo-Fumi Logical Display Data | Ieta -

eXpression Set = Data Retrieval and Analysis | | Data Biii |(320.94 Moytos)
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HUccnenoBanne pyHKIHOHAIBHBIX XapaKTEPUCTHK FeHOMA
I/ICCJIQJIOBaHI’Ie Ka4Y€CTBCHHbLIX U KOJINYCCTBCHHBIX XaPaAKTCPUCTUK
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Peroxisome proliferator activated receptor gamma
UniGene, LocusLink

* Nrlc3; Ppargammal

Chromosomal Location
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Show Gene Expression Data

Chromosome/Cytoband
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UccaenoBanue QyHKIMOHAJIBHBIX XaPaAKTEPUCTHK FeHOMA
ﬁ I/ICCJIEJIOBaHI’Ie KAa4E€CTBCHHLBIX 1 KOJINYECCTBCHHBIX XapaKTepl/ICTHK
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SMD:
AHaJIM3 KayecTBa JaHHbIX, BbISIBJICEHUE J0CTOBEPHOM
nuddepeHIUATBLHOM PA3HULILI B IKCIIPECCUU I'€HOB,
KAPTHPOBAHHE HA XPOMOCOMBI

¢ ['Ta = View and Sort Array Data

o B8 = Dawnload Raw Data

+ Datal = Download Original Data Files
+ @ = “iew Array Details

e Bl = View Array Image and Grids
* E = Clickable Image

. = Plat Array Data

# == = Align Data to Chromosomes

Your query returned 89 result sets.
Re-sort by: | ExpiName ~| Re-sort

ExptiD Experiment Category | Subcategory | SlideName Rgse'i"t Options Experimenter | Exg
38940  shdi204|BCFUMOT-BE |Breast | 2=HMMOT Ionginos | default | % Bex SR b HEMEEA S | b 200
38941 | shdiZ05|BC/FUMIOZ-BE | Breast ;’;ﬁ'{:ﬂ shdi205 | default | a7, faw (0 el 25 M Fls| = | YHKIM 200
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- Agilent Technologies Life Sciences

Select a

Products & Senvices Technical Support m- About Agilent I

Home = Life Sciences Informatics

http://www.chem.agilent.com/scripts/pd

2 =
GeneSpring GX s.asp?lpage=27881

)
S

Bring your expression data to life
GeneSpring GXis a powerful visualization and analysis solution designed for use
with expression data. Regarded as the gold standard in desktop expression
- analysis, GeneSpring GX allows researchers to identify targets quickly and reliably,
g=" By providing statistically meaningful results, GeneSpring G enables prediction of
clinical outcormes and characterization of nowvel expression patterns. GeneSpring GH
l is part of an integrated analysis suite that enables visual and analytical comparisons
X between expression, genotyping, protein, metabalite, and other data types to answer
complex biological guestions.

CONDUCTDR

open source software for

project news

*  2006-12-07
Changes in BioC Devel, Movember 2006

» 2006-10-11
Changes in Bio< Devel, October 2006

http://www.bioconductor.org/

More...

signed for R 2.4.0.
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ﬁ Molecular Devices

Home

CLIity

Software

Microplate Data

# SoftMax Pro

# Softmax Pro Yalidation
Package

High-Content Imaging
® Metaxpress

& AcuibyXpress

Research Imaging
# MetaMorph

# MetaFluor

* Metalue

Microarray Data
#* fcuiby

# GenePix Pro

Electrophysiology Data
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AaHHbIX

Contact Us | Search: [ |

About MDC

Acuity 4.0 Enterprise Microarray Informatics

Why Upgrade To Acuity 4.07

In develaping Acuity® 4.0 we have cancentrated an
cross-platform suppor, data warehousing, and new
enabling analysis and visualization toals:

Cross-platform Functionality

* Acuity now suppors Cracle as well Microsoft SaL
Server databases.

* Full import of Affyrmetrix CEL, CHP, CDF and DAT
files, of all versions.

* Robust Multichip Analysis (RMA) of Afyrmetrix
probe-level data, using quantile ar eyclic loess
narmalization, and summarization by robust linear
maodels or median polish.

Data Warehousing

Click on thumbnails below

Avwolcano plotis a scatter
plot of -log (p-value) from a
test or one-way AROWA,
warsls log ratio. It allows yau
to visualize fold-change and
statistical significance at the
same time, so that one can
find genes that are
significant and have large
fold change, ar genes that

are significant but have small

P S

Login or

Acuity
® |iterature & Downloads

® fAcuiby FAC

Acuity Support
® Aty Support

GenePix Scanners

# GenePix Autoloader
420080

® GenePix Professional
42008

& GenePix 40006

® GenePix Personal 41004
B

http://www.moleculardevices.com/pages/
software/gn_acuity.html
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UHTepHeT-pecypchbl ana oopadboTkm n aHanusa bmouunn-

AFFYMETRIX

NAaHHKLIX

o | B

PRODUCTS & APPLICATIONS SUPPw SCIENTIFIC COMMUMITY CORPORATE

#QUERY

= GETTING STARTED
-+ Wizard

= QUERY
Exon Array
- ick Guery
Standard Guery
- Probesets
-r Exon Clusters
- Transcript
Clusters
Batch Guery
- Probesets
-r Exon Clusters
-y Transcript
Clusters
-r Probe Match
Expression
-r ick Guery
-» Standard Query
-r Batch Guery
-rBLAST
- Probe Match
-r UCEC Query
Genotyping
-r ick Guery
-x Btanddard Ceey
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Getting Started

Exon Array

" Search all available information in the database for a paticularterm ar identifier.

T Bearch for Propesats using specific fields in the database for a term or identifier [Standard Query]

" Search for Exon Clustars using specific fields in the database for a term or identifier [Standard Query

T Search for Transcript Clusters using specific fields in the database for a term or identifier [Standard Query]

" Retrieve annotations for a probe list [Batch Guerny]
T Find probes that identically match your sequencefs) [Probe Match]

Expression

& Search all available information in the database for a particular term ar identifier.
This is recommended as a starting point faryvour searches. [Quick Querny]
" Search specific fields in the database for a term ar identifier [Standard Query]

" Retrieve annotations for a probe list [Batch Guerny]

https://www.affymetrix.com/analysis/netaffx
/index.affx
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GENESIFTER

o000 O 0 O O & 8

Understand the Biology.

Data Center

data center

The Genesifter Data Center

The GeneSifter Data Center prowides the research community access to
microarray datasets from warious fields through the GeneSifter microarray data
analysis system. The Data Center includes selected public datasets as well as
Cardiovascular datasets submitted by current GeneSifter customers,

Cancer

Training Resource ‘“Whether you have run the microarrays and have started
analyzing the data or yvou are getting ready to run the experiments or even if
you just want to learn more about this powerful, but sometimes intimidating

Imrmunology

Meurcscience

Encleginelagy technology, the Data Center can help you develop your analysis skills.
Oral Biology GeneSifter provides an accessible set of microarray analysis tools to explore
Hernatology these datasets. Tutorials are provided that will assist in reproducing published

results, serve as a guide in looking for noteworthy results and prepare you to
examine the data on your own,

http://www.genesifter.net/web/dataCenter.html
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Microarray

Here 1 wall prowide the mformation and lnks T used dunng my research. Please give vour commentss

Backgaround
Hardware
Arraver! Spotter
Sranner

Microarray shde (pre-spotted)

Arcessanes
Microdizzection

Alternative array technologies
software
Analysis
Frotocols
Trouble Shooting
FProtem Chipd SELDI-TOF-I=
Tissue Microarray (TIA)
Hardware
Software
Thid shdes (pre-made)

Biochip/ Lab-on-a-chip/ Micro Total Analysis
oystem (WTAS)

Education

Database

Lanmuage & Standard

Institutes’ Core faciliies

LabsPeople

Conference

Wotleshops! Courses

Mewsgroupd Discussion groupd Wating list
Literature

Books & data analysis refernces

Cotnp aties
Jlossaries

Cither microarray portals

http://ihome.cuhk.edu.hk/~b400559/array.html
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