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Overview caArray and MAGE-TAB Integration with Data Analysis Tools
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Purpose:

T Data correctly parsed into and retrieved from the database Local Installations caArray hosted at CBIIT

>

["Exwerimentatbestyn | Expermenta Factors [ sowces | sampres [ baraets [ Lavetearnuacs | mprarzaions . .
Ex?erifnentalDesigf'ul - CAPeIHIen. | =ol Luhauunn el .Unam blguous presentatlon and report Of researCh
e P — e *Easy comparison of results from different labs P — Ny
' S O tpoastin o) Compatible with other databases _ . b, —
rperiment pesian pesciption’ Fitter By File Type: [ (417 v Fiter By Status: [ (Al v] . . . er‘ gg IGC I |n‘\§>ta| I ations wi ni 5 HEICE b
_ W ) A A Experiments S0
. = ‘Easy data sharing and exchangin ““months of the caArray 2.0.0
I = _— e : S ——— e %’ = ném AN Crsanisns ‘
= e e S Refease including: 1\ —"
— © real tive.PCR_wsty._contr 10) R e e e e B e Validation a We O : ;/;; sz g% b Unicue Array Designs el
D NCIS0_vs.idf T:I:?TDF ﬁ 1 KB 3 KB o . F I I . I\/IA G E TA B . f ] . ° J@Q\KS 0 n Labs \\ g %\i\%”‘: )\\\ 3:.‘ Hyhbridizations 2645
Replicate Types: g:i:aﬁmmmwo) e — [] NCIBO_v_shortsdrf EEE: ﬁ o090 Bytes 3 KB o Files. 0 K8 O O \/\/.I n g . = S p eC I I C at I O n wg.Sflln g to n U n i ers I ty \:\\1 Regiztered Uzerz 99
——— 1 *Checking file formats  Lawrence Berkeley National = 7 |
_ :lj,l elete | | npac.rc.we_ RE angg lle Type || alidate | | Mpor | . . ) - / . .
o (T TR ‘Checking that data files match the array Lgbogatog » oo https://array.nci.nih.gov
— 3 . . . . . e Uregon mnea an cience : .
= v ST 00 Checking biomaterials and data files are correctly associated « University /} ), Hosted data sets include:
*Checking redundant use of common protocols - City of Hope : TCGA genomic characterizations

«Checking annotation quality  University of Virginia -GlaxoSmithKline cancer cell line panel
« University of Otago ‘Rembrandt

‘Make sure annotation use controlled vocabulary and/or ontology —”
\

Annotation can be imported Data validation before import

with MAGE-TAB files or ensure proper format and abide _ _ _
entered through the portal by MAGE-TAB specification *Make sure annotation Is correct and meaningful |
*Help users in data submission, management and maintance

> “TARGET

Open Development Knowledge Center

I L T T e T B S B =V

T 1 1L 61 1 Y TLi U L Tl LY UGG Y S LTI, G U 1 L ST — 0 L | ) Experiment: Gene expression alterations in prostate cancer predicting tumor aggression and preceding development of
| owrvew | contacts | annotations [SEEEERENM] pubiications | alananey CaA rra |S beln extended to su Ort
RN ERRR—— ———m——mmmmmmmmeee _ ] ] ™ ]
| Manage Data || Imported Data H Supplemental Files H Download Data ° y g p p Enterp rlse
—— | Experimental Design H Experimental Factors H Sources || Samples H Extracts H Labeled Extracts idizations S r t F r t reV ers e p h aS e p r Otei n IyS ate ar r ayS th rO u g h C a Su ppﬂ I“'t N EtWﬂl'k
Labeled Extracts l | ‘ ' e ‘ I ‘ ’ I I l a S . .
Filter By File Type LD o Filter By Status: | (All) b — 142 itermns found, displaying 1t 15, [FirstPres] 1, 2, 3, 4, 5, 6, 7, B[1exdilas] p p a C O I I ab O rat I O n W I t h L a.W r e n C e B er kel ey
@) Compressed Uncompresse d | | Dewnload Labeled Extract name Description | Material Type | Related Extract Hyhridizations Eclt  Copy | Delete  Dowwnload N t . L t
Eile Hame Eile Type Ext. T T Queue [Show Files] D001 normal prostate cRRL synthetic_RMA D001 normal prostate cDMA  PDO01 w95k PDO01 u9Sc  PDO0Y u3dSayv? @ ) a IO n aI ab O ra O ry. =
@ :;ﬂ;l'::;;;5595?9654_curated.sdrf MAGE_TAB_SDRF | = | 1@ e I S nommel sostdle cRES synéhefic ii& | DIO3 normel prostale cDNA %I PO R ssnand Vl: DI gl ( MAG E_TAB \ M O I eC u I ar A n aI yS i S K n OW I ed g e Ce n ter
(@ ami3_024_huBs_110200_ab CEL AFFYMETRIX_CEL CEL 2.2 MB 7.1 MB Do | prostate cRA tfetic_RNA £ ot nets nmend ononand aro nnenson LR The MAGE-TAB data exchange standard is extended to support: . . .
* “Reverse” array model, where spots are samples and the entire
e - huSE_210400_ab.CEL AFFYMETRIX_CEL .CEL 2.3 MB 7.1 MB - DODG normal prostste cRAA synthetic Rk et v ot < array is hybridized with one antibody . d d
o, | || i _ _ | RPLATAB y Institute of MIT and Harvar
@ o D008 rormal prostate cRBS aynithietic_RIA, Labet picfin i Array da.ta Affym EtrIX: .Cel y .Chp Affym etrIX. .d a.t, .eXp, .rpt, .tXt
@ = hufE_210400_ab CEL AFFYMETRIX_CEL .CEL 2.3 MB 7.1 MB D003 norinal prostate cRAL SYI"THET?C_RNA E ” I u m | n a. . CSV ” I u m | n a. . | d at’ _tXt [ \
(@ ami_1028_husE_210400 _ab.CEL AFFYMETRIX_CEL .CEL 2.3 MB 7.1 MB DOM0_normal prostate cRAA synithetic_RM&  Download Data CaArra
o - DO11_normal prostate cRNA synthetic_RMA | | iersyrie s [y 9] Gen ePiX : g p r Ag | | ent: .t SV, Xt y The caArray2 data management system is extended to support: COLUM BIA UNIVERSITY — B RO AD
R syrthetic_Rna, | | © | Elstans File Tupe ez Size . sge | | Donnioad Gusus [how Files » Parsing, validation, and import of an RPLA-TAB dataset "~
Q - - 5} savz.cEL AFFMETRI_CEL L zswe 54Mms Bl Job Siza: 0 Btes N bl . t t  Data and annotation management for antibodies and RPLAs — MEDICAL CENTER INSTITUTE
@ amis a0 DS nornel_prostals CRS SYTHEte_FNA || @ rocor_wancer AFTMETRIKCEL | CEL 27We aeme Im eg en: .tx caRPLA  Matched samples between microarray and RPLA assays
o - D14 normal prostate cRis synthetic_RNa | [©  FooeteseceL SRR S i M8 3
@ e 9 b, g 7 D015 normal prostate cRRA syrithetic_RMA g UCS F S POT S pt \ )
| @ Clear Download Queue | | i, Launch Download Job | | i, Export Consolidated MAGE-TABR | @
array-curaton e ing Array designs Affymetrix: .cdf Agilent: .csv, .xml
lllumina: .csv Imagene: .tpl e rocomr [
. - BROWSE Experiment: ICBF MDA-LENL RPPA Pilot Experiment
GenePix: .gal Nimblegen: .ndf oo
U CS F S POT: . S pt EEEEEE":EE:::: In'fporled DEfla . — —
n . . n = MANAGE COLLABORATION 185 items found, displaying 61 1o 80. [Firsl/Prev]1, 2, 3, 4, 5, 6, 7, B[NextiLas(
User with proper privilege can The relationship between e £ =
. . . . - . manaGE pROTOCOLs | |wemes  RPLATF I Imporsd
download data of their choice biomaterials and their associated MAGE-TAB IDF ADF - =
- - - - - WHAT IS CAARRAY? RStet . RPLATXT i Imparted
and consolidated annotation data files can be edited, viewed and SDRF Data matrix o | B e o
- v e F—
GLOBAL QUICK LINKS = mwww |
downloaded | — S =
D - 2 i
c:\;:‘ev-mm:d;?m HHHHHH e Imported



http://www.mged.org/mage-tab
http://www.mged.org/mage-tab
http://www.mged.org/mage-tab
https://array.nci.nih.gov/

