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Data Export




Data Export

Eﬁ Database Cantents
¢ ANONYMOUS

o~ [T Affy_Rat_MASS only
o~ [T Affy_Rat_all_MNORM

¢ ] Demo_2Zchanne

o BB Drug1_250,
o BB Drugt_z50,
o B Drugt_z50,
o B8 Drug1_z50,
o BB Drugt_250,
o B Drugt_s00,
o B8 Drug1_s00,
o B Drugt_s00.
o BB Drug1_s00,
o BB Drugt_s00.

Batch Import Data
Rename

Analysis Result Files
Gene Lists

Select datasets

Show experiment design
Show dye-flip pairs
Expand completehy
Collapse completely
Tree options...

-

Select raw datasets...
Select normalized datasets...
Select any datasets...

o= ' contral_0_1 50507 [Cya] | reference[Cy3d]
o= ' control_0_2 S0508[Cya] | reference[Cy3]
o= ' contral_0_3 5051 7[Cya] | reference[Cy3d]
o= ' control_0_4 5051 8[Cya] | reference[Cy3]
o= ' control_0_5 S0527[Cya] | reference[Cy3]

Right-click the experiment,
->select datasets -> select
raw datasets...if you want
To export raw data.

Note: user can also select
normalized data to export.



Data Export

¢ [ Demo_2channel
? m Drug1_2a80_1 5081 3[Cya] | reference[Cy3]

Select Datasets E| B raw {Drugl _250_11 [file; 2004-12-18-5061 2 .0pr]
E Search Pattern T m Drugt_280_2 2051 4[Cya] | reference[Cy3]
[+ | B raw {Drugl 25021 [file; 2004-12-15-50451 4. gpr]
Pattern Style ? m Drug1_280_3 S0523[Cya] | reference[Cy3]
' simple pattern (with * wildcard) ' regular expression {complete match reguired) E raw {Drugl_250_3} [fle: 2004-12-16-50523.0p0r]
T m Drugt_2a0_4 S0524[Cya] | reference[Cy3]
[] case sensitive B raw {Drugl 25041 [file; 2004-12-16-50524 gpr]
? m Drug1_2a80_5 50550[Cya] | reference[Cy3]
[ | advanced BH raw {Drugl_250_58)} [file; 2004-12-17-50550.gp1]
| r EU — ‘ T m Drugt_500_1 20515[Cya] | reference[Cy3]
B raw {Drugl 50011 [file: 2004-12-15-50515.apr]

? m Drug1_A00_2 S50816[Cya] | reference[Cy3]
B raw {Drugl _&A00_ 21 [file: 2004-12-18-50516.0p1]
T m Drugt_500_3 S0525[Cya] | reference[Cy3]
EH raw {Drugl 50031 [file: 2004-12-16-50525.apr]
? m Drug1_A00_4 S05826[Cya] | reference[Cy3]
B raw {Drugl _&00_41 [file: 2004-12-16-S0526.0p1]
T m Drugt_500_5 S0549[Cya] | reference[Cy3]
EH raw {Drugl 50051 [file: 2004-12-17-50549 gpr]
T m control _0_1 504807 [Cya] | reference[Cy3]
B raw {control_0_11[file; 2004-12-15-50507-rescan.gpr]
T m control_0_2 S0508[Cya] | reference[Cy3]
B raw fcontral_0_2% [file; 2004-12-15-30508-rescan.gpr]
T m control _0_3 50817 [Cya] | reference[Cy3]
B raw {control_0_31 [file; 2004-12-16-5051 7.gpr]
All the selected data will be highlighted. 7 B corfrelL0_t S0s18(Cys) | referencelCya
B raw {contral_0_4% [file; 2004-12-16-3051 8-rescan2. apr]
? m control _0_& 506827 [Cya] | reference[Cy3]
R raw {control_0_&1 [file; 2004-12-17-50527-rescan.gpr]



Data Export —

single-platform data spreadsheet

@ Database Contents

¢ ® ANONYMOUS
o[O3 Affy_Rat_MASS_only
o= [ Affy_Rat_all_MNORM
o [CJ Dermo_2channel

?

' control_0_1 S0507[Cya] | reference[Cy3] T
B raw {contral_0_1} [file: 2004-12-1 Fon=nz . — :'

[»

' control_0_2 B05808[Cya] | reference]
B raw {control_0_2} [file: 2004-12-1
' contral_0_3 5081 7[Cya] | reference|
EH raw {control 03 [file; 2004-12-1
' control_0_4 S0518[Cy5] | reference]
B raw {control_0_4} [file: 2004-12-1
' control_0_5 S0527[Cys] | reference]
B raw {contral_0_5} [file: 2004-12-1
' Drug1_250_1 5051 3[Cya] | reference
B raw {Drugl_280_1} [file: 2004-13
' Drugl_280_2 5051 4[Cya] | referencs
EH raw (Drugl_240_27 [file: 2004-12-
' Drug1_250_3 3052 3[Cya] | referencey
B raw {Drugl_240_3) [file; 2004-12-
' Drug1_280_4 S0524[Cya] | referencs
EH raw {Drugl 250 41 [file; 2004-1 24
' Drug1_280_%5 S05450[Cya] | referencs

Bl raw {Drugl 250 5% [file: 2004-132

H view data set(s) as wide spreadsheet - datasets side by side

j Scatter plots for data HH Export gene-matched data as spreadsheet (multi®platform OK)
J Mixed scatterplot Export original data files or Affy probe-set files

'ﬁ‘s MA plots for data Export Affy CEL files

' Virtual array images for data Export image files

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

%ew, Rank i iensity piots for data B Export data in narrow format - datasets one after another
lill BarChart Export to JMPiGenomics

Create gene list by data filtering... ST LD S

Analysis r

Quality Control 3

7 Normalize...

Duplicate data sets
Copy data sets for pasting elsewhere

Right-click the highlighted data, select Export -> Export single-platform data as spreadsheet.



Data Export —
single-platform data spreadsheet

Choose the output options. Intensity Data Fields

Export Options

| (_ Output Options
|| ntensity Data Fields | Dataset Fittering | Gene Filtering | Spot Fields | Dataset Naming

[v] include intensities [ include spot A-wvalues || subtract backgrounds in intensities
[¥] include separate background columns

[[]include log intensities || with hackurounds subtracted

[Jinclude ratios [+] with backgrounds subtracted

[v] include log ratios  [+] with backgrounds subtracted

® chiich? ratios  ch2ichiratios (O both ratios
Flags

[¥] include flag values {as integers) include original flag values | | Exclude spots flagged as bad

[ ] include spot pixel statistics [ include probe pvalues

| Log hase:

Number of digits to show after decimals: 45

Group columns by  ® samples O dyes 0 datasets

| ok || Cancel|




Data Export —
single-platform data spreadsheet

| Dataset Filtering

Export Options

2 Output Options

[ Intensity Data Fields | Dataset Filtering " Gene Filtering | Spot Fields r Dataset Maming
Choose | Un-Choose | | Clear All Groups

der | s Hybridization| SAMPLE 1) ¥I¥0 DOSING 1 Datafile LABEL 1| SAMPLE 2| LABEL 2| ARF
ST Filter= =
1 @ Drugl_250_1 |50513 Drugl 280 Bmonthg 2004-12-15-5051 3.gpr v reference [Cy3 MCTH
2 @ Drugl_250_2 |50414 Drugl 280 Brmonthg 2004-12-15-50514 gpr Cya reference |[Cy3 MCTRH
2 @ Drugl_250_3 |50523 Drugl 280 Brmonthg 2004-12-16-50523 gpr Cya reference [Cy3 MCTH
4@ Drugl_250_4 |50524 Drugl 280 6monthg 2004-12-16-50524 gpr v reference [Cv3 MCTH
a @ Drugl_2560_5 |S0550 Drug1 280 Bmonthe2004-12-17-50550.00r Cyh reference |Cy3 MCTH
] @ Drugl_a00_1 [S0515 Drugl &00 Bmonths2004-12-15-50515.gpr Cya refarence |Cya MCTR=
I @ Drugl_a00_2 |50516 Drug1 400 Gmonthg 2004-12-15-50516.9pr (T reference [Cy3 MCTH
g @ Drugl_a00_3 |50525 Drug1 400 Grmonthg 2004-12-16-50525.gpr v reference |[Cy3 MCTH
4 @ Drugl_500_4 |30526 Drug1 800 Grmonthg 2004-12-16-30526.gpr Cyh reference [Cy3 MCTH
10 @ Drugl_500_5 |50549 Drug1 800 Brmonthg 2004-12-17-50549 gpr v reference |[Cy3 MCTH
11 @ contral_0_1 S0a07¥ contral 0 Bmonths [2004-12-15-80507-rescan.dpr | Cya reference |[Cy3 LIS |
12@ control_0_2 S0a08 control 0 Bmonths |2004-12-15-50508-rescan.apr | Cya reference |[Cv3 MCTH
13 @ control_0_3 S0a17¥ control 0 Bmonths |2004-12-16-5051 7.gpr e reference |[Cy3 R -

B d] I | I )
Here you can further refine your choice of datasets if necessary, by hilighting datasets and clicking the “Choose" button. if amy
datasets are chosen (checked icon) when the dialog is dismissed, then only those datasets will be included in the ouwtpat.

OK Cancel




Data Export —

single-platform data spreadsheet
| Gene Filtering.

Export Options

] Qutput Options

( Intensity Data Fields | Dataset Filtering | Gene Filtering || Spot Fields | Dataset Naming

Onby include genes from gene list:

<all genes>

<all genes> 4
Final removeall86Flag_693[1/86 flags P] in exp. "CdRatU34"
(TIL_CTR_ws_L_CFYin exp. "MAQC_Rat_AFX2"
(10L_CFY_ws_K_CTRin exp. "MAQC_Rat_AFX2"
(11L_CFY_ws_L_AA inexp. "MAQC_Rat_AFX2"
(12)L_CTR_ws_L_AA in exp. "MAQC_Rat_AFX2"
(13L_CTR_wvs_K_AAin exp. "MAQC_Rat_AFX2"
(14HL_RDL_ws_L_CFYin exp. "MAQC_Rat_ AFX2™

L],

Match

[4]

e[| /

- Select genes for the export criteria

OK Cancel




Data Export —

single-platform data spreadsheet

Export Options

Spot Fields

POS5_DESCR_MFR

[v] GEN_DESCR_MFR

LOCUSID

[ | DESIGHNATION

CONTROL _TYPE

[ | CLASSIFICATION2

[ | GENEMAME_UPPER

[ | PERCENT_C

REFSEQ

? Output Options
[ Intensity Data Fields | Dataset Filtering | Gene Filtering | SpotFields | Dataset Naming |
[v] SPOTID [ POS_ROW []POs_coL
[ ] ARRAYTYPENAME [v] GENEBANKACC [v] GEN_ID_MFR
[_| CLASSIFICATION [ | DESCRIPTION [ | LOCUSID_MFR_CHAR
[ SWISSPROT_ACC_NUMBER. [_| UNIGENEID [v] GENENAME
[ BIOSEQUENCE_TYPE [_] CLONEID [| REPORTER_USAGE
[ ] SEQUENCE [ | REPORTER_ID [ ] ANNOTATION
[ | CLASSIFICATION3 [ | REFSEQ_MFR [ | CURRENT _UNIGENEID
[ | PERCENT_A [ ] PERCENT_T [ | PERCENT_G
[_| PERCENT_GC [1TM [ | SECURE_SEQUENCE
[ ] LOCUSID_MFR [ CLASSID
OK d Cancel |




Data Export —
single-platform data spreadsheet

Export Options

2 Output Options

[ Intensity Data Fields | Dataset Filtering | Gene Filtering | SpotFields | Dataset Naming |

X

[v] include lwbridization name
[+] include braces {3 around hybridization name
[ ] include raw dataset description

[ ] include normalization description

here.

[¥] include calculation descriptions in ratio and intensity column names

[+] include samples in ratio and intensity column names

N

Dataset Naming

This panel controls column naming for dataset columns in the
output. Depending on the naming scheme for the datasets,
some information may be redundant while necessary
information may have been omitted, which can be corrected

Cancel |




Data Export —
single-platform data spreadsheet

Save In: |= Local Disk (D) | @ (T3] |3 e a=
] 7efcaBe?3351bc76aada8ar2417ed3 ] inetpub ]
] ArrayTrack ] ISIS tox database .|
L] DataAnalysisConcept ] JMP ]
] exe ] MAQC_main 1
] Feng ] msdownld.tmp =k
] GeneChip ] orafids ]
q| Il | IC
File Hame: |
Files of Type: |All Files -
Save M Cancel
Ir\ll:"ﬁun ~eleetand 'ﬁIﬁL

Save to your folder



Data Export — Export original files

@ Database Contents
o B ANONYMOUS
o [ Affy_Rat_MASS_only
o [ Affy_Rat_all_MORM
¢ [CJ Demo_2channel
? ' Dieua1 _240_1 5081 3[Cya] | reference[Cy3]
B raw {Drugl_250_1}[file: 2004-12-15-50513.0
? ' Drug1_250_2 5051 4[Cya] | reference[Cy3]
B raw {Drugl_250_2} [file: 2004-12-15-50514.9
o B Drug1_250_3 S0523[CyA] | reference[Cya) ¥ Scatter plots for data
B raw {Drug1_250_3} [file: 2004-12-16-50523.9 [ Mixed scatterplot
? I Dirug_250_4 S0824[Cya] | reference[Cyd] % MA plots for data Export Afiy CEL files
B raw {Drugl_250_4} [file: 2004-12-16-50524 0 i
o BB Drug1_250_5 S0550[Cy8] | reference[Cya] il virtual array images for data Exportimage files
B raw {Drug_250_5) [file: 2004-12-17-50550.08 F Actual array images for data <<Dev. Only=> Export seftings files
? ' Drugl_500_1 S0518[Cya] | reference[Cy3] EH Export data in narrow format - datasets one after another
B raw {Drugl_s00_1} [file: 2004-12-15-50515.0
? ' Drug1_500_2 S05816[Cya] | reference[Cy3]
B raw {Drugl_S00_2} [file: 2004-12-15-50516.0

HH view data set(s) as wide spreadsheet - datasets side by side
EH Export single-platform data as spreadsheet
B Export gene-matched data as spreadsheet {(multi-platform OK)

%, Rank intensity plots for data
Il BarChart
Create gene list by data filtering...

Export to JMP/Genomics
Export to DrughMatrix

o [ Drug1_500_3 S0525[Cy8] | reference(Cya) Analysis 4
B raw {Drug!_8500_3) [file; 2004-12-16-50525.0n Quality Control r
? I Drug1_&00_4 S0526[Cya] | reference[Cy3] E_]I Normalize...

B raw {Drugl_500_4} [file: 2004-12-16-50526.0 Duplicate data sets
? I Dirugl_500_5 S0949[Cya] | reference[Cy3]

EH raw {Drugl 5005 [file; 2004-12-17-50548.g
? ' control_0_1 50507 [Cya] | reference[Cy3]

BH raw {control_0_1} [file: 2004-12-15-50507-resg  TTee options...

Copy data sets for pasting elsewhere
Studies 4




Data Export — original data files

% Choose Directory for, Exporis

Save In: |= Local Disk (C2)

oo | o—
N 358

4 3] Documents and Settings 3 [ Output File Naming

(] Arraytrack_Manual ] download Il [v] Include original file names

3 nrrafytra[:kManual =3 DFWER_S ) i [ ] Include hybridization names

g :::::Ei:;r::jﬁ g E::E:::]Ezwluatmn Software g [ | Include internal dataset identifiers
[ CFusionMX [ FaxPress.spl CIF [ ] Include file role (CeliData/Settings...)
3 DELL ] fortedj C3F

4] I | [»
Chosen Directory [

All Files -

[Saue | Cancel
——————————————————— 2 5e et file




Data Expo

rt- In narrow format

Egg Database Contents
¢ ® ANONYMOUS
o= [ Affy_Rat_MASS_anly
o= [T Affy_Rat_all_MORM
% [Cd Demao_2channel
- ' control_0_1 S0507[Cya] | reference[Cy3]
B raw {control_0_1} [file: 2004-12-15-50507-rescan.gpt]

IC

[ ' control_0_2 S0508[Cya] | refe
B raw {cantral_0_21 [file: 200
e ' control_0_3 2051 F[Cya] | refe
B raw fcontrol_0_ 31 [file; 200
- ' control_0_4 S0518[Cya] | refe

#F Mixed scatterplot

Hf view data setis) as wide spreadsheet - datasets side by side

EH Export single-platform data as spreadsheet

j Scatter plots for data B Export gene-matched data as spreadsheet (multi-platform OK)

Export original data files or Affy probe-set files

BH raw {control_0_43 [file; 200 @ MA plots for data Export Affy CEL files
¢ M8 control_0_5 50527(Cy8] | refe B8 virtual array images for data Export image files
B raw {cantral_0_51 [file: 200 Export settings files

e ' Drrug1_250_1 5051 3[Cya] | re

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

L ey . w
B raw {Drug1_250_1} [file: 20 Export to JMP/Genomics

¢ BB orugt_250_2 s0514[Cya] | re{ Wl BarChart

EH raw {Drugl_260_2}[file: 20 Create gene list by data filtering...

¢ ' Drugl_250_3 S0523[Cya] | re Analysis
_E raney §0rug 1 _ 2503} [file: 200 Ouality Control

Export to DrughMatriz

_
k

Choosing this option, you will save all the exported
data in one file.




Export Data — to JMP/Genomics

E LIatapase LOnents -l
¢ ANONYMOUS B
¢ [ Affy_Rat_MASS_only
o [ Gene Lists

¢ - DO_T12_B_a D0O_T12_B[Biotin]
o B MASS{D0_T12_B_al[file Tema3& 270t
E—]| MeanMedian Scali B View data set(s) as wide spreadsheet -
¢ B Do T12_B_hDO_T1Z B

datasets side by side

B Export single-platform data as spreadsheet

? H E]%?JE&ZL?&%E%? Convert affy cel files to probe sets B Export gene-matched data as spreadsheet (multi-platform OK)
9 . o0 T2 © aD0 T12 C j Mixed scatterplot Export original data files or Affy probe-set files
o EB MASs{D0_T12_C_al[ ' Virtual array images for data Export Affy CEL files
E—ll Mean/edian Scal ' Actual array images for data <<Dew. Only=> BRI DAL S
¢ Mootz c_bDo T2 C Export settings files
o B MASS{DO_T1Z C_bi[ %, Rank intensity plots for data 5 Lport data cormat - dataset . oth
E—ll MeanMedian Scali| il BarChart ®POo a in narrow format - datasets one after another
¢ M8 00_T12_D_aD0_T12_D| create gene list by data filtering...
o B MASS{D0_T12 D_al[ AT Export to DrugMatrix

C3 MeaniMedian Scali '
¢ B8 D0_T12_D_bDo_T12_p| Quality Control
¢ A MASS(DO_T12_D_pj[ [ Normalize...
[0 MeaniMedian Scali Duplicate data sets
¢ MM D2_T12 B aD2_T12_Bl Copydata sets for pasting elsewhere

¢ B MASS{DZ_T12_B_atl .
Stud
E—]| Mean/Median Scali Heles

o W D2 T12 B hD2 T12 By Treeoptions...

The user need JMP v6.0 or higher to open the exported files.



Export data — to DrugMatrix

EE3 Latapase LUanients al
¢ ANONYMOUS
¢ I Affy_Rat_MASS_only
o[ Gene Lists
¢ W™ DO0_T12_B_a DO_T12_B[Biotin]

o HH mnss ST -
E_ll e HH View data set(s) as wide spreadsheet - datasets side by side
¢ PMoo_mze EH Export single-platform data as spreadsheet
¢ B MASSID Convert affy cel files to probe sets B Export gene-matched data as spreadsheet {multi-platform OK)
. E—ll Meaf j Mixed scatterplot E=port original data files or Affy probe-set files
T DO_T12_0)
i Export Affy CEL files
o B0 MASE D ' Virtual array images for data 1] _ Ty
! Mear B actual arrayimages for data <<Dev. Only>> Export image files
¢ 8 oo_mz_c . Rank intensity plots for data Export settings files
¢ HH %55 io iih] BarChart B Export data in narrow format - datasets one after another
I
[ Mear Export to JMP/Genomics

¢ W™ Do_T1z_p| Create gene list by data filtering...
o B MASS D Analysis
[ Meat quality Control

¢ ;?.%DE;SEE_{% [ Hormalize...
E—ll Meal Duplicate data sets

¢ W™ D2_T12_B| Copy data sets for pasting elsewhere

¢ HEH mMAS5{D Studies
E_]l Wean

I S e s

Tree options...

Unsatisfied Array Type

@ Only AFFY_RAE2304, AFFY_RG230_2 and GEHC_BAT_WHOLEGENOME300031 array can have this function now .

o0




Mixed Platform Exporting

When datasets from multiple platforms are

exported together, a gene identifier type must be
chosen to serve as a “match field” (e.g.

*“REFSEQ?”). Filtering based on a gene identifier
may also be done.

For single-platform datasets the single-platform
export should be used, as It supports more output

options.



o[O3 Strain_mice_two_Channel

Mixed Platform Exporting

9 ! D2 T2 D_aD2 T12_D[Biotin]

T La'F. R T B 5

o BB M&S5{D2_T12_D_al[f
B RiA{DZ_T12_D_al[ile

B view data set(s) as wide spreadsheet - datasets side by side

B DChip{D2_T12_D_at[f

B Plier {D2Z_T12_D_a} [ile

B Plier+16{02_T12_D_a

+ W D2_T12_0_bhD2_T12_DEE
o BB MASS {D2_T12_D_h [f
B Rha{DZ_T12_D_h} [ile

B DChip {D2_T12_D_h} 1

B Plier {DZ_T12_D_h} [ile

B Plier+16{02_T12_D_b

o= ] Gene Lists
? ' Strain A Q380 Strain A-mi
¢ B raw data {Strain A Q380
[ LOWESS, ri=3,5h=
? ' Strain A Q381 Strain A- mi

¢ BB no-name {Sirain A Q38
[ LOWESS, ti=3,5b=

9 ' Strain A Q1382 Strain A- mi

Export
5 Mixed scatterplot
' Wirtual array images for data

' Actual array images for data <<Dev. Onhs==>
%, Rank intensity plots for data

lill BarChart

Create gene list by data filtering...

Analysis

Quality Control

E_]| Normalize...
Duplicate data sets

B Exnort gene-matched data as spreadsheet {multi-platform OK)
Expujt:%lriginal data files or Affy probe-set files

Export Affy CEL files

Export image files

Export settings files

B Export data in narrow format - datasets one after another
Export to JMPiIGenomics

Export to DrugMetriz

Copy data sets for pasting ¢ save in: |m Fagian.FDA

] [=E]=

ViewEdit Referenced Tox. &
Tree options...

3 .imagene
[ .jchempaint

¢ B no-name {Strain A @382} [file: 2004-09-22-00382.0p1]
E_]| LOWWESS, ri=3 sb=Y d=null 5f=0.2 {Strain A G382}

9 ' Strain B @384 Sfrain B - mice 1[Cya] | Reference[Cy3]
¢ BB no-name {Strain B Q385! [file: 2004-009-22-00385 gpr]
E_]| LOWWESS, ri=3 sb=Y d=null,zf=0.2 { Strain B 0384}

=] Application Data
] ArrayTrack
] Cookies

] Desktop

7 Favorites

1 Local Settings
3 My Documents
3 HetHood

= PrintHood

[ Recent

1 SendTo

[ Start Menu

1 Templates

[ UserData
[} .anpletview
[} localcustor
[ NTUSER.DA
D ntuser.dat.
[ pum.asv

Match spots byv: |REFSEQ = case sensitive

[] Exclude spots flagged as bad

Only include genes from gene list:

4

174Welch_t_2fold_p0.05 in exp. "Strain_mice_two_Channel"

[]ing

Comil]

Apphy

<all genes>

[4/6 ints == 10] in exp. "Strain_mice_two_Channel"

123geneMASS5_Fold1.5_P0.05 in exp. "Affy_Rat_Other"

123geneMASS_Fold1.5_P0.05 in exp. "Strain_mice_two_Channel”
135gene_PermutationP0.05Fold 1.5 in exp. “Affy_Rat_Other™

174Welch_t_2fold_p0.05 in exp. "Strain_mice_two_Channel” [:%
187Welch_t_1.5fold_p0.01 in exp. "Strain_mice_two_Channel" =
202Welch_t_test_P0.005 in exp. "Strain_mice_two_Channel”

me

[EN]

[¥] Subtract backgrounds if available

q] i

]

clude individual channel values for 2-channel data

File Name: |

Files of Type: |m| Files
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