


The structure of the data in ArrayTrack

Data is organized as a hierarchical tree structure:

EXp owner

Datahase Contents
ARCRHYMOLIS

Exp Name %ﬁﬁﬁ? 2irps-Ratl34

significant Gene Lists

MZ 122geneMorm_Fold1 .5 _P0.05

Gene List )
Mz 123genemMASS Fold1.5_P0.05

MZ 1350ene_PermutationP0.05Fold1 .5

Hyb Name %‘H LO_T12_E_a DO_T1Z_E[Eiotin]

MASE data [D0_T12_B_al [file: Temp3a270.td]
T tieanittedian scaling, ifs=M t=1000.0 5=Median sh=%{D0_T12_B_a}

Raw Data

Normalized Data




Create new user group and experiment

User can create his own group to congregate all the experiments under his own space

= Give an unique experiment title
£.# ArrayTrack Testing

Database Library Tool Export Help @ f User Group Name:

= % 35 New Ex IjExperimeiljg__
- —hg Owper1D:
E_g Databhase Contents

X]

EFA
FOATRAIMNIMNG
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Type in the new experiment name

AROMYMOLS ‘ # User Groy

--Select-- w | g.4., John Lab; mygrp; Anomanous ...
New % =] Hat treated with drug; ...

A ARRIS

ANONYMOUS

APOGGE

BRANHAM to organize a set of experiments

BZ AVWASL AR

Crea'[e new user group # Experime|CAD

__[Mayed in the database tree
 mmend that the name you use

f

"u" CAD conducte
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should be descriptive to the experiment .

oK

Cancel

Give an unigue experiment title El

@ i' User Group Name: |I'u'|y_Gruu;{ |v | e.q., John Lab; mygrp; Anomanous ...

] Experiment Nam e.q., myexp; Rat treated with drug; ...

Owner ID:

# User Group Hame can he any text. it is used to organize a set of experiments
conducted by the User Group and will be displayed in the database tree

# Experiment Name can he any text. We recommend that the name you use
should he descriptive to the experiment .
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Create Experiment

Input For

@ Experiment Design

*is required

* Expefiment ID: |Test

Experiment name

Must save experiment

* Experimenter: Dateimmiddisay): | | 1| |1
Protocol: a Export
* Institute: |--Select.- |v]
Exp Design Protocol: a Export
Hybridization Protocol: a Export
* Key words: | |
Labeling Protocols: a Export
* Exp Description: —]
= RNA Extraction Protocols: a Export
a
AN e T ~| Manuscript/Reprint: a Export T
-
Comments: = Significant Gene List: a Export /
| —
Must f Save Exp hefore continuing.
@ e — | save the experiment section |
&
i (St CI 7 swew ) voeemn |
Array Infi it 5 le & Label Informati

Channel 1 rChanneIZ |

* ArrayType: |--Select--

* Sample ID: |--Select-- |V|| View Edit |

Slide ID: |

* Array Platform:

Slide has:

|I|Z| arrayis)
8 |Z|2| times

Array used

) One Channel (® Two Channel

Lovo [soos |-
Label by whom: when{mmiddiny):

QC Notes for Label:
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Copy Experiment

User can also copy experiment from other group and paste it under his own group

&Eg Database Cantents el
o ANOMNYMOUS :
o [ affy_Rat_MASS_anly
o= [ Sene Lists
T E DO_T12_B_a DO_T12_B[Biotin]
¢ HEH MASS{DO0_T12Z_EBE_al[file: Ten
[ﬁl MeaniMedian Scaling, ifs=
+ W™ Do_T12_B_b DO_T12_B[Biotin] | Export »
¢ B MASSIDO _T12 B _hl[fle: Ten Comvert affy cel files to probe sets
! mMean/Median Scaling, ifs= =F Mixed scatterplot
T E DoO_T12_Z_aDO_T12_C[Biotin]
¢ BEH MASS{DO_T12_C_al[file: Tern
[ﬁl MeanfMedian Scaling, ifs= m Actual array images for data <<Dew. Onhs==
¢ B8 DO_T12_cC_b DO_T12_C[Biotin] | s, Rank intensity plots for data
MASS (D0 _T12 < b} [file: Ter
v ﬁl Me{aniﬁedia_n S_ca}l[ing, ifts= ihl BarChart
? E D0 T12 D _a D0_T12_D[Biotin] Create gene list by data fitering...
¢ BH MASS{DO0_T12_D_al[file: Ter Analysis k
[ﬁl Mean/Median Scaling, ifs=| Quality Control F
T E DO_Ti12_D_bh DO_T12_D[Biotin] [.ﬁl e e

¢ HEE MASS{DO_T12_D_hk}[file: Ter .
ﬁl MeanfMedian Scaling, ifs= BUIITEE TS (h 1) EE B

WM Dz2_T12_B_aD2_T12_B[Eictin] | CO0PY data sets for pasting elsewhere [:3
o B MASSIDZ T12 E_al[file: Ten Studies 3
[ﬁl Meant/Median Scalind, 5= Tree options...

+ W™ Dz_T12_B_b DZ2_T12_E[Biotin] ‘J 5:‘

EH view data set{s) as wide spreadshest - datasets side by side

m Virtual array images for data

¢ B MASSIDZ_T12_EB_h![file: Temp21345 td]
ﬁl Mean/Median Scaling, ifs=k w=1000.0,s=Median,sh=""{DZ2_T1Z_B_bkh!

Select the hybridizations to be copied, right-click -> choose “Copy data sets for 5
Pasting elsewhere



Copy experiment - continued

Database Contents

AMROMNYMOLIS

A

EFA

FOATRAIMNIMG
FEDERICO GOoDisAlD
F A

o [0 2ch_2Zstrain_20K_chip
o [ AGL_1_test
o [ AGL_Z_test
o [0 AGL_3_test
T ] ATwfreshTes
o ™ 21 ABI
o ™ 2z ABI
o 3 Affy_Susant Paste 12 raw data sets [%
o [ BatchTest 4 Gene Lists
o O cORH_Mep Select datasets g

Y YTl
ezl

Batch Import
Rename

Right-click the other experiment (for storing the copied data), then choose
“Paste # raw data sets”.



Duplicate an experiment

Egj Database Contents —
¢ ANONYMOUS :
o~ O Affy_Rat_MASS_only
o~ [ Affy_Rat_Cther
¢ [CJ Strain_mice_two_Channel
o= [] Gene Lists
¢ ' Strain A Q380 Strain A - mice 1[Cya] | Reference[Cy3]
7 BB raw data {Strain A Q3801 [filg; Moo e mesnnnn S -
E—ll LOWWESS ri=3 sh=y d=nul EH View data set(s) as wide spreadsheet - datasets side by side
¢ B strain A Q381 Strain A- mice 2[] Export »
T H rml-name{ﬂtrai_nﬁmm}[ﬂle #F scatter plots for data
E] LOWWESS, r|.:3,sb:‘r.*,d:nu ’, Mixed scatterplot
e ' Strain A Q382 Strain A - mice 30 B MA olots for dat
¢ BB no-name {Strain A Q382 [le] PO Tordata
[ LOWESS, ri=3,5b=Y,d=nu| |i Virtual array images for data
¢ ' Strain B @385 Strain B - mice 1]

¢ BH no-name {Strain B 2385} [file ) i
[l LOWESS, ri=3 sh=" d=nu %, Rank intensity plots for data

¢ BB strain B Q386 Strain B - mice 2 Wbl BarChart
¢ BH no-name {Strain B 386} [file| Create gene list by data filtering...
[l LOWESS, ri=3,5h=Y,d=nu Analysis ,
¢ ' Strain B Q1387 Strain B - mice 3]

uality Control b
¢ B no-name {Strain B Q387} [file Quality )
E_]l LOWWESS, ri=3,5h=",d=nu E_]| Hormalize...

' Actual array images for data <<Dev. Onhy=>

o f CAD Duplicate data.sets

T = Copy data sets Tor pasting elsewhere

o= FOATRAIMIMG i

o FEDERICO GoODEAID Studies >
o g FQIAN Tree options...

Select the data to be duplicated, right-click -> choose “Duplicate data sets”. The data
sets will be duplicated under the same experiment folder. This is different from
copying data that the copied data can be copied to a different experiment.



