


Data Import

Before you import any data, you need to create array type unless the
array type is already exist in ArrayTrack (you can check all the existing
array type from Chip Library). You also need to create hybridization file.
The following slides will lead you through all the steps.



Check Existing Array Type
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Check Existing Array Type

[ Chip Library

r Gik |/ SOl : Genes Proteins Pathways Orthologene GOFFA BarChant
@ Specify Category for Array Type:
® Al @ Customize Table | Export ‘ More Info ... | Link To ... ‘ | | D
) HCTR customized Err ARRAYTYPENAME MNUMBEROFSPOTS YENDORMAME CATEGORY DESCRIPTION CH;
~Manufature 7 Filter> -
Rat1.2 1185 ClonaTech RAT cOMA Expression Arrays |1
© aBI 2 GF200-ResGen 5760 ResGen HUMAM  |cONA array 1
) Affymetrix 3 GF300-ResGen aTRD ResiGen RAT cOMA array 1 |2
7 Agilent a GF301-ResGen 5760 ResGen RAT cOMA array 1
5 MCTR_RAT4E 1 40496 ClonaTech RAT Cligonucleotide array |2
) CloneTech
GF201-ResGen arvad FesiGen HURARN cOMA array 1 4
) GEHC GF202-ResGen 576D ResGen HUMAM | cDNA array 1
) MWIG Phase-1RATTOO 3136 Phase-1Tox RAT cOMA array 2
i ResGen NCTR_MOUSESK 1 376 CloneTech Mouse Oligonucleotide array 2
GF203-ResGen arad FesiGen HURARN cOBA array 1
) Others
GF204-ResGen arad ResiGen HURARN cORA array 1
rSpecies (GF205-ResGen 5760 ResGen HURMAMN  |cDMA array 1
) Human - GF206-ResGen 57ED ResGen HLUIMAN COMA array 1
ChipScreen-Gs-Human 8064 ChipScreen HULIMARN cOMA array 2
) Mouse
GF302-ResGen aTED ResGen RAT cOMA array 1
© Rat MCTR_MOUSESK 2 376 CloneTech MOLISE Cligonucleotide array |2
) Others MVIGS30 11462 [l RAT Oligonucleotide array |2
“Channels STvd 17328 MecClelland Lak HURAMN cOMA array 2
Affy_ RG_LI434 0 Affyrmetrix RAT Oligonucleotide array 1
e Tine Ul NCTR_MWG_Mouse 20K 20160 MG MOUSE  |Cligonuclectide array |2
(2 Two channels Affy_HG-U1334 23283 Afyrrietiz HUMAMN | Oligonucledtide array |1
-ArrayType Affy HG-Focus aras Affyrmetrix HURARN Cligonucleotide array |1
A Affy HG-1133_Plus_2 46745 Aﬁ‘ymetr?x HURARN Ol!ganuclent?de array |1
Affy_HG-101338 226445 Affyrmetrix HUMARN Cligonucleotide array |1
() cDNA array Affy_HG-U1334 2 23277 Affyrmetrix HUMAM  |Oligonucleotide array |1
Affy HG-US5Av2 126245 Affymetrix HUIMARN Oligonucleotide array 1
Affy MOE4304 22650 Affyrmetrix MOLISE Cligonucleatide array |1
Affy_MOE430B 2248745 Affyrmetrix MOLISE Cligonucleotide array |1
T Affy_Moused30_2 45101 Affyrmetrix MOLISE Oligonucleotide array |1 ||
A‘.ﬂigh.ﬂnu ed3ns 2 ZZRAN m Affwrmptri MOLISE | Olignnuclentide array 1| '|L




Create Array Type

If the array type for your data (e.g. Affy HG-U133 Plus_2) already exists in
ArrayTrack, you can skip this step and go to slide #11(create experiment).

Click “Database” menu, choose “Array Type Modification” ->"Create a new
Array Type”.

&5 Ar raylrack Testing

Datahase | Library Tool Export Help

%@ Create a New Experiment :
%= Batch Import an Experiment -]

Array Type Modification ¥ 3= create a New Array Type
o LAy _Fat_MASES _anly

o= ] Gene Lists ‘%[% Update an Array Type
¢ P oo T12_B_aD0_T12
=| Update Affy Array Type
o BB MASS{D0_T12 B %8 Update Affy Array Typ

[l Meanmedian 5 M Delete an Array Type
o BN TiT R RO TA4O




Create Array Type - continued

The following is the example of creating array type for 2 channel data.

% Im port ArrayType

Please Fill Out ArrayType Information:

T r If you have configuration file, load it to auto fill.

Open Configuration €

I Array Type File: ||yTypeExamplelNCTR_MWG_Rat1EIK.ta't|

Manufacture Name:

Browse

4/

Array Type HName: |NCTR_MWG_Rat1DK_DemD

Ignore this button If you don’t
have configuration file. You will

be asked to save the configuration
file later, see slide #26

| Locate the array type file

<

MAG

(=)=

Type in the array type name

-

Channels: ' one channel ® two channels

Category: ) Human ' Mouse (® Rat O Others

Array Reporter Type: ® Oligonucleotide (sequence) 0 cDHA array

Choose the manufacture name

<= Back | Mext = HS

Cancel

Help




Create Array Type - continued

Y — X Click Help button to view the location definition

bpot Location Format

MetaColiMetaRow/ColiRow BlockiCol/Row
MetaColumin
2 3 4 Block
+ H +
XX ¥ M e Row 1

Array Meta Row 1

Select Location Type: S0 | ey | X
Track - Rowt
o GESEER .
() MetaColMetaRow/ColRow i — Howd

& - Row d

te ROW 1

b Row 1
t— Row 4

g WX — Row 4
FSHSEE JUREE A0 ARSI A SIS S A | | ESEEESES: FUS. JENSSTIR: SO%: JSPSONE PSS BSOS
® Block/ColRow e e e T RS SE RO SHE [RHEY S S
) Row/Col Column Column
) | Row X Col by Blocks 12X 4 Row X Col by Blocks s2X4
) Without coordinates | RowX Col for each Biock 14 X5 Row X Col for each Block 14 X &
.
() Customized (ie: Affy.) @ Meta Row = 2; Meta Column = 2 Row = 2 Colume =3 @ Weta Row = 2; Meta Column = 2; Row = 3 Column =2
Row x Col by Blocks {(MetaRow x MetaCol): |4 X |8
RowiCol
Row x Col for each Block (Row x Coly: |20 X |14
Column
Without Coordinates

Row X Cof ;4 %20

< Back | | Mext = H} | Cancel melp | >




Create Array Type - continued

-

‘¥ Import ArrayType

Mapping Array Info From File to Databhase:

3

L1 Column header

Field Separator
| ctab> ‘ = ‘ | Manually select first data row...
Blcu:k Faove | Calumn |1 Mlame
1 1 1 AFO27331_1 glutamate receptor subunit kainate subtype al... -
1 1 i AFO4E8E6_1 axl receptor tyrosine kinase E
1 1 3 RM_053986_1 rmyoasin i heawy chain my
1 1 4 MISE02_1 heta-fibrinogen
1 1 ] 548142 1 t-kininogenase
1 1 G RIR_030838_1 organic anion transporti
1 1 T M_053295 1 calpastatin probably mul
1 1 a LEDSE2 1 amelogenin
1 1 | MZag23_1 leukocyte-comman antiol
1 1 10 RIM_053655_1 dynamin-like protein dip TEUOMMTOoT-37

For each column description, select a table
column above and click the description button
to make the assignment

I
hutton to make the assignment.

Block

[~

Row

Manufacture ID

Manufacture Descr

GeneBankAcc

N

Reference Seguence

Gonohkl

JElEIEIEIEE

Assigned to Block (1)

Assigned to Column (3) =
Assigned to Row (2) =
> Assigned to 1D {4)

Assigned to Hame {5)

Assigned to ID (4)
Assigned to ID (4)

Description buttons

— | Click Import button

<« Back

S
Import @‘T Cancel H Help | 3




Create Array Type - continued

The user can save configuration file for future auto-loading and reference.
Click Yes button to save to the local drive.

Select an Option E'
? Before start importing, do you want to save configration file for future auto-loading and reference

™

Yes > Mo Cancel

4] Progress... Select an Option
@ Inserting data... ? Comimit to database?
= |
Cancel (I;\ No Cancel

Annotate gene informations for this arraytype.... please be patient 9




Create Array Type - continued

Update GOFFA Statistic Info

@ Update GOFFA statistic info on this arravtyp......
This background process will take a while, you can continually use other ArrayTrack functions
in the mean time. Please Keeps ArrayTrack open until ok-popup shows. If you want to use GOFFA
function on this arraytype, please reopen GOFFA library after this process is finished.

The array type is created
successfully.

Information

@ HCTR_MWG Mouse10K_Demo is inserted for GOFFA /

10



Create experiment

Before importing data, you need to create an experiment to hold the data.

Create experiment 2. Choose group owner who will own this
: new exp and type the new exp name

Database Library Tool Export Help Give an unigue experiment title

o = .
5 @ %@ Hew Exé ) @ ¥ User Group Hame: |ANON‘|’MOUS ah; mygrp; Anomymaous ...

= ataf w=e Contents 1 Experiment Name: |Demo_2Zchannel e.g., myexp; Rat treated with drug; ...

7oA THOLS Owner ID:
o- ' Rat_MASE_o )
o ~ Rat_all_MCORM
s \ain_mice_twn_Channell # User Group Name can be 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 be any text. We recommend that the name you use
should be descriptive to the experiment . =

1. Click “New f Edit Privileges

Expn button | 0K N| Cancel ‘
Ex=p Design Protocol:

P pes: Hybridization Protocol: Ii

Labeling Protocols: Ii
RHNA Extraction Protocols: Ii
Manuscript/Reprint: li -
Significant GeneList: | |

st f Save Exp% befoye continuing.

4]

* Key words:

4]

* Exp Description:

4]

* Phenotype Anchoring:

[1*

Comments:

3. Save the exp

/




Create experiment

Input Form

X

* is required

* Experimenter: Date(mmiddhyy): | | ([ |1 protaeot [ | oo

* Institute: |--Select-- ‘v|
Exp Design Protocol: a Export
Hyhridization Protocol: a Export

@ Experiment Design

L

* Key words: | |
Laheling Protocols: a Export
* Exp Description: j—
~ RMA Extraction Protocols: a Export
sty e L L f Manuscript/Reprint: a Export
Comments: — Significant Gene List: a Export

Must f Save Exp hefore continuing.

Select an Option

? |  Save Exp datato DB?

12
Yes %l Ho Cancel




Create experiment

After clicking the save exp button, you will see the new
experiment displaying under the designated owner.

Eﬁ Database Contents
¢ B ANONYMOUS
o~ [T Affy_Rat_MASS_only
o~ [T Affy_Rat_all_MNORM
C1|Demo_Zchannel
o [C3 Strain_mice_two_Channel




Batch Import

There are two formats for batch import:
 Regular batch import

o Simple Tox format — for animal toxicology study
data submission, with combined and extracted
main fields from SEND (Standard for Exchange
of Nonclinical Data)

14



Batch Import - regular

Eg Diatabase Contents -
¢ W ANONYMOUS '
o~ (B3 Affy_Rat_MASS_only
o~ [ Affy_Rat_all_NORM

o~ ] Demo_2channe -
& [ Strain_mice_tw
o W CAD Batch Import Data - Simple Tox Format

Right-click the experiment, choose “Batch Import Data”

15



Batch Import Wizard

This is an example of importing 2-channel data.

£ Batch Import

Click Open Configuration

button if you have configure

file, if not just skip it.

Array Please Fill Out Experiment Information: ChOOSG the array type
/

Tr If you have configuration file, load it to auto fill. | Open Cunﬁgu'ratiun |--5EIEE’L- | -
MCTR_MOUSESK 2 1=

MCTR_MWG_Mouse 14K

//' NCTR_MWG_Mouse 20K

E ent N = seh : MCTR_MWG_Mouse10K

. e
xperiment Name : [Demo_2channe NCTR_MWG_Rat 10K L
Array Type Hame : |--Select-- ( - NCTH_MWG_FIEI’HI]H_DEIHD E
C MCTR_MWG_Rat_10K_48pin

Species : ' Human ' Mouse & Rat () Others MCTR_RAT4K 1 E

Assay : ®vivo () vitro

<= Back Mext = I —Gancel | | Help

— ——=—| Click Next button

16




Batch Import

Use Excel to create a hybridization file like following. You will need this file
for batch import.

= hybridization_1

A, | B | C | D | E E G | H | I J

1 |HybMame samplel  Channell Sampled Channeld  Compound [Bio_replicate Dose Time FileMame
2 |caontral 01 =0507 Cy5 reference  Cy3 control 1 0 Brmonths  2004-12-15-30607-rescan. gpr
3 |control 02 50508 Cy5 reference  Cy3 control 2 0 Bmonths  2004-12-15-30508-rescan. gpr
4 |control 0.3 E0517 Cy5 reference  Cy3 caontrol 2 0 Brmonths  2004-12-16-30517 . gpr
5 |control _0_4  E0518 Cy5 reference  Cy3 cantrol 4 0 Bmonths  2004-12-16-50515-rescan. gpr
6B |control 05 50527 Cys reference  Cy3 control 5 0 Bmonths  2004-12-17-30527-rescan. gpr
7 |Drugl_250_1 |=0513 Cyh reference  Cy3 Drugt 1 250 Bmonths  2004-12-15-50513. gpr
8 |Drug! 250 2 =0514 Cys reference | Cy3 Drug 2 250 Bmonths  2004-12-15-50514. gpr
9 |Drogt 250 3 50523 Cys reference  Cy3 Drug’ 3 250 Bmonths  2004-12-16-50523. gpr
0 |Drog?_2&0 4  =0524 Cyh reference | Cy3 Orugl 4 250 Brmonths  2004-12-16-50524 gpr
11 [Drog? 250 &  =0550 Cyh reference | Cy3 Orug? 5 250 Bmonths (2004-12-17-50550. gpr
12 [Drog?_&00_1  =0514 Cyh reference  Cy3 Orug? 1 00 Brmonths  2004-12-15-50515 gpr
13 |Drog?_&00_2  =0516 Cors reference | Cy3 Orug? 2z A00 Bmonths 2004-12-15-50516. gpr
14 [Drog1 &S00 3 =0525 Cwh reference  (Cy3 Orug? 3 500 Bmonths  2004-12-16-50525 gpr
15 |Drug1_S00_4 50526 Cwh reference Cy3 Orug? 4 500 Bmonths  2004-12-16-50526. gpr

16 [Drug! 500 &5 |30545 Cwh reference | Cy3 Drug? o 00 Bmonths  2004-12-17-50545 gpr

17



Batch Import Wizard — continued

Map Hybridization Info File To Databhase

Click browse bulton to locate the data files

Array Raw Data Files Root Directory : |LArravTrack3.310reateArravTvpeExample| IS Browse ]

Hybridization Information File : |ateArrayT\,rpeExampIeIhybridizatiunJ .X|S|W CIICk browse bUtton to Iocate the hybrldlzat|0n fIIeS

Hyhrtame | Samplel Channell Sample2 | Channel2 | Compound | Bio_replicate Dose Time FileMame
control_0_1 [S0507F Cy5 reference  |Cy3 cantral 1 0 Bmonths 2004-12-15-80407-rescan.gpr -
contral_0_2 |S0508 [S0a] reference  |Cv3 cantral 2 1] Grmanths 2004-12-15-50508-rescan.gpr =]
control_0_3 [S0517F Cy5 reference  |Cy3 cantral 3 0 Bmonths 2004-12-16-50517 gpr
contral_0_4 [S0818 [8Ta] reference  |[Cv3 contral 4 1] Grmanths 2004-12-16-5051 8-rescanz.gnr N
Ll m

l For each column description below, select a table column above and click the description
hutton to make the assignment. To add more database fields, click right button

[ Hybridization fil

-

(=Y S——— [HYBRIDIZATION] hybname | [HyhName | B
@ | [SAMPLE] samplename for channel 1 | |Samp|e1 |
P | [HYBRIDIZATION] labelname for channel 1 | _Select - -

--Select-- | =~
= | [SAMPLE] samplename for channel 2 | -New =

Cy3
= | [HYBRIDIZATION] labelname for channel 2 | ey

Alexa2 3
| [ARRAYRAWDATA] description Alexad

33P =
| [ARRAYRAWDATA] rawdatafilename (txt) |
| [WIWODOSE] compoundname for channel 1 |
| [WYODOSE] compoundname for channel 2 | | |
| [VIWVODOSE] doseamount for channel 1 |
| [VIVODOSE] doseamount for channel 2 | €] | | ]
| [VIVODOSE] schedule for channel 1 | =

18

< Back H Next = ‘ ‘ Cancel H Help ‘




Batch Import Wizard - — continued

2 Batch Import @

Map Hyhridization Info File To Database

Array Raw Data Files Root Directory : |1.-l\rra\,rTrack3.310 reateArrayT\,rpeExample| Browse

Hybridization  Information  File : jsteArrayTypeExarmplethybridization_1 xs|

Assign the other columns
to the corresponding fields

ick this button to get more

tabase fields if you have
pre information to put in,
1erwise skip this step. See
Xt slide.

HybMame | Samplel Channell Sample? | Channel2 | Compound | Bio_replicate | Dose Time FileMame

control_0_1 {50807 Cyé reference  [Cy3 control 1 0 Bmonths  [2004-12-15-50507-rescan.opr =

control_0_2 [S0508 Cyh reference  |Cyd cantral 2 0 Bmonths 2004-12-15-80408-rescan.gpr =

control_0_3 |S0817 Cyd reference  [Cy3 control 3 0 Bmonths |2004-12-16-50517. gpr |

control_0_4 |50518 Cys reference  |Cy3 cantrol 4 0 Bmonths 2004-12-16-8051 8-rescanZ.gpr |

1] Il [

For each column description below, select a table column above and click the description More DB Fields
button to make the assignment. To add more database fields, click right button

| [HYBRIDIZATION] hybname | €] [Hybrame | —

= | [SAMPLE] samplename for channel 1 | |Samp|e1 | ("
4

= | [HYBRIDIZATION] labelname for channel 1 | Ci i

=D | [SAMPLE] samplename for channel 2 | ] [samplez m

= | [HYBRIDIZATION] lahelname for channel 2 | ot

| [ARRAYRAWDATA] description | 1] [raw data | ne

| [ARRAYRAWDATA] rawdatafilename (txt) | %] [Filerame |

| [MIVODOSE] compoundname for channel 1 | %] [cormpound |

| [WVIVODOSE] compoundnarme for channel 2 | | |

| [WTYODOSE] doseamount for channel 1 | |Dose |

| [VIVODOSE] doseamount for channel 2 | ] | | —

| [VIVODOSE] schedule for channel 1 | [%] [time | =

( ﬁBackM | Cancel || Help |
e ——

Click Next button 19




Batch Import Wizard - continued

Select the database fields in the left panel, click => to add in the right panel and this
added field will be shown in the batch import interface.

Select database fields from left panel. r5__(|
? EXP.exptitle || HYBRIDIZ ATION. hwhname
EXP.expdate SAMPLE.samplename
EXP.arrayplatform HYBRIDIZATIOM.labelname1
EXP.expthype 3 HYBRIDIZATION. labelname2
EXP.keywori YIVODOSE.compoundname
XP.description = WIYVODOSE.doseamount
EXP.experimenter VIVODOSE.schedule
EXP.institute . ARRAYPAWDATA. description
EXP.division Available database ARRAYRAWDATA.rawdatafilename
EXP.comments Fields in DB
EXP.phenotype =;% > These fields will be shown
I-WBHIDIEATION.ar_raynuminslide o= In the batch import wizard
HYBRIDIZATION. slideusagecourt interface
HYBRIDIZATION. arraytypename
HYBRIDIZATION.labellnwho
HYBRIDIZATION.labeldate
HYBRIDIZATION. hyhprotocol
HYBRIDIZATION. hyhinwho
HYBRIDIZATION. hyhdate
HYBRIDIZATION. hyhnotes
HYBRIDIZATION.labelnotes
HYBRIDIZATION.channel =

OK Cancel 20




Batch Import Wizard - continued

Preview the table for hybridization assignment before import
£ Batch Import

Preview Tahle For Hyh Assignment

| Tr | HYBRIDIZATIO [SAMPLE.SA. [HYERIDIZA. . [SAMPLE SA. [HYERIDIZA. |ARRAYEAN JARRAYEANWDATA. MV
' contral _0_1 S0a07 Cyd reference 3 raw dlata 2004-12-15-3050.. |con

control _0_2 S0a0a Cyd reference 3 raw dlata 2004-12-15-3050.. |con

control_0_3 S05817 Cya reference Cyd rawy data 2004-12-16-2051 ... {con

control_0_4 S0a18 [T reference a3 raw data 2004-12-16-3051 .. [con

| contral_0_%5 S0527 e reference a3 raw data 2004-12-17-3052.. |con
Drug1_260_1 |S0513 e reference a3 raw data 2004-12-15-3051 ... |Dru

| Drugl1_260_2 |S0514 e reference a3 raw data 2004-12-15-3051 ... |Dru

| Drug1_260_3 |50523 e reference Cya rawe data 2004-12-16-53052. |Dru
| [Drugl_250_4 |S0524 3T reference 3 rawy data 2004-12-168-3052...|Dru

Drugl_260_5 (30550 Cyd reference 3 raw dlata 2004-12-17-53055.. |0y

Drugl_500_1 (30515 Cyd reference 3 raw dlata 2004-12-15-3051.. |0y

Drugl_500_2 (30516 Cyd reference 3 raw dlata 2004-12-15-3051.. |0y

Drug1_500_3 (30525 Cyd reference 3 raw dlata 2004-12-16-3052. |0y

Drugl_500_4 (30526 Cyd reference 3 raw dlata 2004-12-16-3052. |0y

Drugl_500_5 |50544 Cya reference Cyd rawy data 2004-12-17-2054 . (Dru

4] I | I

21

< Back ‘ Import [:é Cancel Help




Batch Import Wizard - continued

@ Choose Columns

Please help to identify relevant columns in this sample data file:

Field Separator Data f||e
}q | Manually select first data row... |
o ||
"Block’ | "Column® | "Row" | "Mame® | "ID* | "W ™" | "Digt | "FE35 Median" | "FA35 Mean' | "FE35 50" | "FE3SCAT"BEIE" | "BEIS Median" | "BE35 Mean" | "BEISSD' | "BE3ISCYY | "% = BE3S+
1 1 1 "glutama... ["AF0... [1220 [14540(100 583 516 239 3 358 358 373 135 36 70 -
1 2 1 "axl rece., ["AFO. 1420 [14530(120 835 855 4 4 |38 364 364 377 135 35 91 |=|
1 3 1 "myosin i "MW 1630 [14530(120 1324 1610 804 44 355 355 367 135 36 99
1 4 1 "heta-fibr... ["M35.. 1850 [14530(120 2211 2248 g1 7 349 349 378 186 49 100
1 a 1 “t-kinino... ["548..12030 [14520(50 a00 504 119 23 307 any 328 110 33 83
1 fi 1 "arganic ... ["MM... 2250 [14530(120 307 316 121 38 317 Ny 327 133 40 10
1 7 1 "calpast. ['MM._. 2470 [14530(140 1636 1621 535 33 320 320 335 128 38 98
1 g 1 "amelag.., ["UE0.. 2700 [14520(100 490 502 192 38 3N N 330 135 40 55 L
1‘| q 1 “eykocyt MWPA PRS0 145301130 FifiM [51h] Mr K| A9 and Kl 131 ar 40 |>|L
I —

or each column description below, select a table column above and click the description

W

the assignment.

S

Block

Col

&

Row

Cy5

3

Background Cy5

Cy3

Background Cy3

Notes

Flag

PYalue

Bl T

—
=

(=]
=
=]
o
[1-]

Assigned to “Block™ (1)

Assigned to "Column” (2)

Assigned to "Row™ {3)

:Emt logged : Assigned to "F635 Median™ (9)

Assigned to “"B635 Median™ {(14)

Assigned to "F532 Median” (21)

Assigned to "B532 Median” (26

Database fields

Assigned to "Flags” (54)

Map the columns in the data file to the

corresponding DB fields by selecting
the column in the data file, then clicking
the DB field button

‘ 0KN| Cancel ‘




Batch Import Wizar

Eﬁ Datahase Contents
¢ B ANONYMOUS
o [ Affy_Rat_MASS_only
o= [ Affy_Rat_all_MORM
¢ C1Demo_zchannell
e m Drugl_250_1 2051 3[Cya] | reference[Cy3]
B raw {Drug1_250_11[file: 2004-12-18-50513.0p1]
¢ m Drugl_250_2 5051 4[Cya] | reference[Cy3]
B raw {Drug! 25021 [file: 2004-12-15-50514 gpr]
T m Drugl _260_3 S0523[Cya] | reference[Cy3]
B raw {Drugl 258031 [file; 2004-12-16-50523.9p1]
e m Drugl 2504 S0524[Cya] | reference[Cyd]
B raw {Drug1_250_4) [file; 2004-12-16-50524.0p1]
¢ m Drugl_250_5 S0550[Cya] | reference[Cy3]
B raw {Drugl_250_ & [file: 2004-12-17-50550.qpr]
e m Drugl_500_1 S0515[Cya] | reference[Cy3]
B raw {Drugl_S00_11[file; 2004-12-15-50515.9p1]
e m Drugl _500_2 S0516[Cya] | reference[Cyd]
B raw {Drugl_500_21 [file: 2004-12-15-50516.qpt]
e m Drugl_500_32 S0525[Cya] | reference[Cy3]
B raw {Drugl_500_37 [file: 2004-12-16-50525.0p01
¢ m Drugl_500_4 S0526[Cya] | reference[Cy3]
B raw {Drugl_500_41[file; 2004-12-16-50526.9p1]
T m Drugl _&00_5 S0549[Cya] | reference[Cy3]
B raw {Drugl_500_5&} [file: 2004-12-17-50549.gpt]
e m control_0_1 S0507[Cya] | reference[Cy3]
B raw {control_0_11 [file: 2004-12-16-50507-rescan.opr
¢ m control_0_2 S0508[Cya] | reference[Cy3]
B raw {contral_0_2%[file; 2004-13-15-50508-rescan.gpr]
T m contral_0_3 5081 F[Cya] | reference[Cy3]
B raw {cantral_0_3} [file: 2004-12-16-50517.gpr]
e m control_0_4 S0513[Cya] | reference[Cy3]
B raw {fcontrol_0_43 [file: 2004-12-16-2041 8-rescan2.opr]
e m control_0_5 S0527[Cya] | reference[Cy3]
B raw {control_0_5%[file; 2004-13-17-50527-rescan.gpr]

d - continued

Data import is finished!

23



Batch Import Wizard
Import CEL File Data

\i %@ New Exp

1
¥

'y

TYYYYYTYY

¥

bE I8 T8 T8 BB T8 1o LE 15 )

Egg Database Contents

B ANONYMOUS

-

o= [ Affy_Rat_MASS_only
e~ [T Affy_Rat_all_MNORM
o~ ] Demo_2channel

o~ [ Strain_mice_two_Cl
§ A

ERA

FOATRAINING
FEDERICO GOODSAID
FQIAN

G, AKERMAR

HAM

HOMGFARNGTEST
HORMGL AN G

Batch Import Data
Batch Import Data - Elﬁl
Rename

Analysis Result Files
Gene Lists b
Select datasets b
Show experiment design

Show dye-flip pairs

Expand completehy

ple Format Control File <dev onhy=

Collapse completely
Tree options...

Right-click the experiment and choose “Batch Import Data”.
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Batch Import Wizard

Import CEL File Data

'Array Please Fill Out EXxperiment Information:

| Trm If you have configuration file, load it to auto fill. |  Open Configuration

Experiment Name : |Affy_Rat_MASS_only |

Array Type Hame : |ﬂ.frj.t_RT-lJﬂ4' ‘ - |

Species : ' Human O Mouse (® Rat () Others

Assay : ®wviwo O witro

= Back || NEM}N; | Cancel || Help ‘




Batch Import Wizard
Import CEL File Data

2 Batch Import

Map Hybhridization Info File To Datahase

Array Raw Data Files Root Directory : |mpnmAﬁ_MAS_tesMﬁy_Rat_MASS_unlﬂ
Hybridization Information File : |est‘lAfﬁt_Rat_MAS5_Dnly‘LH\,rhtablecell.xls|

|| Next‘—'*r\J ‘ Cancel H Help
L

Hybridization | SAMPLE1 | CELLTYPE 1 | SEX1 | DEVSTAGE1 | compound | Time | Dose File Marnecell
DO_T12_B_a |DO_T12_E |Hepatoryes ... |Male Fostnatal Compound & |12 0 B12Cdo00a CEL |~
DO_T12_EB_b |DO_T12_E |Hepatocytes . |Male Fostnatal Compaound & |12 0 B12Cd000B.CEL |=|
DO_T12 C_a |DO_T12_C  |Hepatocytes .. |Male Fostnatal Compound C |12 0 CA2Cd000A CEL
DO_T12 C_h |DO_T12_C  |Hepatocytes ... |Male Fostnatal Compound C |12 0 CA2Cd000B.CEL A
DO T2 0 a D0 T12 D [Hepatocytes ...|L|1ale Fostnatal Compound < 12 1] DA 2Cd000ACEL >
l For each column description below, select a table column above and click the description More DB Fields

button to make the assignment. To add more database fields, click right button

P | [HYBRIDIZATION] hybname | %] [Hybridization | B
Y [SAMPLE] samplename for channel 1 | [3¢] [samPLE 1 |
P | [HYBRIDIZATION] labelname for channel 1 | ]
| [ARRAYRAVWDATA] description | %] [mass: |
| [ARRAYRAWDATA] celldatafilename || [FileNamecell | ® Mass O Rma O Plier ) Plier+|
(] | [ARRAYRAVWDATA] probesetfilename (txt) | 6] | |
(€] | [VIVODOSE] compoundname for channel 1 | [3¢] [compound |
| [MTWYODOSE] doseamount for channel 1 | |Dnse |
I [VIYODOSE] schedule for channel 1 | %] [Time | =
<] 1 [ ] |

‘ < Back ‘

26



Q; Batch Import @

Batch Import Wizard
Import CEL File Data

Preview Tahle For Hyh Assignment

| Tr | [HYERIDIZATL...|SAMPLE.SA. [HYBRL.. ARRAY. . ARBAYEAWDATA. I VIVODOSE.C. MWODOEE. | MMWODOD.. A
| DO_T12_B_a |[DO_T12_B |Biotin  |Mass Bi2Cdoo0aA CEL  (Compound C |0 12
DO_T12_B_b |[DO_T12_B |Biotin  |Mass B12Cd000B.CEL |(Compound C |0 7
DO T12_C_a [DO_T12_C  |Biotin |Mass c12cdioos cEL (Compound C |0 12
‘ DO_T12_C_b |DO_T12_C  |Biotin  |Mash C12Cdi00B CEL (Compound C |0 12
DO _T12_D_a |[DO_T12_D |Biotin  |Mass D12Cdioos cEL  (Compound C |0 12
DO_T12_D_h |DO_T12_D |Biotin  |Mass O12Cd000B CEL |(Compound C |0 it
D2 T12 B a (D2 _T12_B |Biotin  |WMass B12Cd2 004 CEL (Compound © |2 12
D2 T12_B_ b |D2_T1Z2_B |Biotin  |Mash B12Cd200B.CEL (Compound C |2 12
D2 T12_C_a |[D2_T12_C |Biotin  |Mass C12Cd2 0048 CEL (Compound © |2 12
D2 T12_C_h |D2_T12_C |Bintin  |Mash C12Cd2 00B.CEL (Compound G |2 it
D2 T12_D_a |[D2_T12_D |Biotin  |WMass D12Cd2 004 CEL (Compound © |2 12
D2 T12_D_b |D2_T12_D |Biotin  |Mass D12Cd2 00B.CEL (Compound © |2 12

‘ I [

< Back | Import [\\% Cancel Help




Batch Import Wizard
Import CEL File Data

Select an Option rz|
? Before start importing, do you want to save configration file for future auto-loading and reference

Yes DJ [ [1] Cancel

Click Yes to save the configuration file which stores all the assignments,
making it easier for the second time import in case of the first import failure.
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Batch Import Wizard
Import CEL File Data

'&Tjﬂ Importing Hybridizations

Impaorting hybridization DO_T12_B_a...
Inserting intensity data...

Frocessing hybridization DO_T12_EBE_a
Mo sample # 2 specified
Looking for existing hvhridization record for"DO0_T12_B_a" ..
Qs found existing hybridization recard far*00_T12_B_a".
Converting cell "B12Cd000A CEL" to probe-setfile .

Cance” |
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Batch Import Wizard
Import CEL File Data

Eﬁ Database Contents
¢ B ANONYMOUS
¢ [CJAffy_Rat_MASS_only
o= [] Gene Lists
o ™ D0_T12_BE_a DO_T12_B[Biotin]
o ™ DO0_T12_E_b DO_T12_B[Biotin]
o | D0_T12_C_a DO_T12_C[Bintin]
o | D0_T12_C_b DO_T12_C[Bintin]
o |8 D0_T12_D_a DO_T12_D[Bintin]
o | D0_T12_D_b DO_T12_D[Bintin]
o | D2_T12_E_a D2_T12_B[Bintin]
o | D2_T12_E_b D2_T12_B[Bintin]
o ™ D2_T12_C_aD2_T12_C[Bintin]
o ™ D2_T12_C_bD2_T12_C[Biotin]
o ™ Dz_T12_D_a D2_T12_D[Biotin]
o W™ Dz_T12_D_b D2_T12_D[Biotin]

Import is finished.
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Convert CEL file to probe set file

Ej Database Contents
¢ B ANONYMOUS
¢ (B3 affy_Rat_MASS_only
o= [ Gene Lists

¢ W™ D0_T12_B_a DO_T12_BE[Bictin]

¢ BE MASS{DO_T12_B_
E_]| Mean/Median 5
¢ P oo_T12_B_bhDO_T12

HH view data set(s) as wide spreadsheet - datasets side by side
Export b

¢ HH MASS{DO_T12_B_
E_]| Meaniedian 5

¢ W oomz_c_apo_T12
¢ HH MASS{DO_T12_C_|
E_]| Mean/Median 5

¢ P oo Tiz_c_poo_miz
¢ HH MASS{DO_T12_C_
E_]| Meaniedian 5

¢ W oo_mz_ D apo_T12
¢ HH MASS{D0_T12_D_
E_]| Mean/Median 5

¢ P oo Tiz_D_ Do Tz

¢ B mASs{D0_T12_D_|

Comvert affy cel files to prohe sets %
#F Mixed scatterplot

' Virtual array images for data

' Actual array images for data <=Dewv. Only=>
%, Rank intensity plots for data

Il BarChart

Create gene list by data filtering...

Analysis b
Quality Control ]

E_]| Normalize...
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Convert CEL file to probe set file

Select the data, right-click, choose “Convert affy cel files to probe sets.
ArrayTrack can convert cel to RMA, DChip, gPlier and gPlierl6

Selection of methods
Select methods:

[ | MASSH RMA DChip Plier ijPlier16

Quantile normalization for Plier

0K ’# Cancel
A

Keep in mind that you have to choose multiple data to do the converting of all
the methods except MASS5. For example, you can not select just one data to do
RMA converting, otherwise you will get the following message:

Multiple Arrays Required

@ Multiple arrays must be provided for one or more of the chosen methods.

OK 32




Convert CEL file to probe set file

¢ W MAQC_MAIN
o~ [ ABIL1
o~ [ ABI_2
o~ [ ABIL 3
¢ T AF¥_1
o= [ ] Gene Lists
¢ W™ AF_1_A1 ABiotin]

Wl A,

Converted probe set files

HHEMA AR 1 AT}

DChip {AFE_1 AT}
MASS MoneScale {AFE_1 A1
qPliert B {AF_1 A1}
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Batch Import — Simple Tox Format

—1 Database Contents

'E AR ORYMOLIS
A
® DEMO
e [ Myeloma_dero
1 Simple_Tox_Example
o .i. ==13 Batch Import Data

o ¢ FDATRAIMIMNG Batch Import Data - Simple Tox Format

R

Right-click the experiment, choose “Batch Import Data — Simple Tox Format”

ﬂ'ﬁ Select Files for Data Import

X

Hybridizations File

S-I_AT InputTEACIT_FYOCELs_ToxSciz008VSim ple_Tnx.xI/E{ Browse
[

Data Files Directory |<\MAGC-IMMAGC-1_AT _InpubTGEACHIT_FOCELs_ToxScizi Browse

OK Cancel

Click Browse button to locate the hybridization file and data files directory.

The next slide shows an example of hybridization table file. 34



Batch Import — Simple Tox Format

This is an example of hybridization table file (which is attached). User can use
this as a template to make his own hybridization file. Just make sure that your
column titles are exactly same as this template.

A | B [ ¢ | D | E | F | 6 | H [ 01 | 4 | K| L [M[ N | 0 | P ¢
1 |Array_ID Animal_ID Institutic StudyTitle StudyTyClass ClassCc¢ClassRéCompotCAS  Control Treatme Dose DoseUnHybName  Sample
2 7921122 Harner  Hamner Mice Lung Repeat Dose Corn Oil ki C Omagkyg RT 013 22 LuRT D 13
3 793124 Harnner  Hamner Mice Lung Repeat Dose Corn Oil ki C Omghkyg RT 013 24 LuRT D 13
4 7941125 Harnner  Hamner Mice Lung Repeat Dose Corm Oil ki C Omghkyg RT 01325 LURT D 13
5 795127 Harner  Hamner Mice Lung Repeat Dose Rodent Chow ) C 0 ppm RT O 13 27 LuRT 0 13
B | 796 1-28 Hamner  Hamner Mice Lung Repeat Dose Rodent Choi i C 0 ppm RT 013 28 LuRT D 13
il 797 129 Hamner  Hamner Mice Lung Repeat Dose Rodent Choir i C 0 ppm RT 01329 LuRT D 13
8 798 112 Hamner  Hamner Mice Lung Repeat Do Mon-lungtu MLT MTP_Mo1B h-(1-napht 1465-25-4 [N MLT 2000 ppm RT 2000 13 12 RT 2000
9 7991114 Hamner | Hamner Mice Lung Repeat Do Non-lungtu MLT MTP_Mo1BM-[1-napht 14B5-25-4 [N MLT 2000 ppm RT 2000 _13_14 RT_2000
10 8001115 Harner  Hamner Mice Lung Repeat Do Non-lungtu MLT MTP_Mo1BMN-[1-napht 1465-25-4 [N MLT 2000 ppr RT 2000 13 15RT 2000
1 80112 Harner  Hamner Mice Lung Repeat Do lung tumar LT MTP Mo141 5-MaphthZ243-62-1 1N LT 2000 ppm RT 2000 13 2 |RT 2000
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Batch Import — Simple Tox Format

Translate ArrayType Names

- Please select a valid arraytype for each unrecognized arraytype from the file.

Affy_MG-U74Cv2
Affy_MOE430A
Affy_MOE430B

E Affy_Moused30A_2
|affy_Moused30_2

Affy_Mu11KsubA
Affy_Mu11KsubB
Affy_Mu19KsubA -

Select the right array type.

ArrayType In File Standard ArrayType Name in ArrayTrack
Affymetrix Mouse 430_2 Affy_Moused30_2 Q

OK
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Batch Import — Simple Tox
Format

X

&% Im porting Data

Importing hybridization
RT_0_13_22_Lung_CornOil_Moused30_2_IMFGNO023_8 792...
Inserting intensity data...

Frocessing hybridization BRT_0_13_22_Lung_CornQil_Moused 30_2_ IMFGHO0Z 3]
Inzering sample "BET_0_13_22_Lung_Cormil* for hybridization BT_0_13_22_L
Ok Inserted sample "RT_0_13_22_Lung_Cornil
Mo sample # 2 specified
Looking for existing hyhiridization recaord for"BT_0_13_22_Lung_CormQil_Mouse
Inserting hybridization record for"BT_0_13_22_Lung_CormQil_mMouse430_2 [WE
Qb inserted newy hvbridization "RT_0_13_22_Lung_CormOil_Moused430_2 [MF
Converting cell "GEM1 42128 CEL" to probe-setfile ..

4| l | [»

Cancel




Batch Import — Simple Tox
Format

Success

®

]

Import Summary

cotnpleted without error.

Import of 10 hybridizations and 10 toxicological ohservations

ME

Detailed Import Log

Processing hybridization

BT 0 1% 77 Tung CarnCil Wlonesd 30 3 THIRGRIOOYE 2 707

‘]

I

OK

-| Eg Database Contents

i | ANOMYMOLIS
-7 A0
o | DEMO
e 1 Myelorna_derno
T E|Simple_Tn}:_Example|
o H FT_0_13_22 Lung_CornQil_Moused30_2 |
o H FT_0_13_24_ Lung_CornQil_Moused30_2 |
o H FT_0_13_2a_Lung_CornQil_Moused30_2 |
0= H FT 0 13 27 Lung RodentChow koused 3
0= H FT_0_13_28_Lung_RodentChow_Moused 3
o H FT_0_13_29 Lung_RodentChow_Moused 3l
o H RT_2000_13_12_Lung_ethylenediamineg_M:
o= H FT_2000_13_14_Lung_ethylenediamine_m:
0= H FT_ 2000 13 145 Lung_ethylenediamineg_hc
o H FT_2000_13_2_Lung_Maphthalenediamine.

Batch import is successfully finished.
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