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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). For Affymetrix array type, you can take it
as it is. But for other array type (e.g. Agilent) you need to check the
coordinates and gene ID to make sure they are exactly match with your
data file.

You also need to create hybridization file which will be used for batch
iImport. The following slides will lead you through all the steps.
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Check Existing Array Type

I Chip Library

r GiulE rCumparlsun Genes Proteins Pathways Orthologene GOFFA BarChart
@ Specify Category for Array Tupe:
@ Al @ Customize Tahle | Export ‘ More Info ... | Link To ... ‘ | | D
) NCTR customized %‘H | ARRAYTYPEMNAME NUMBEROFSPOTS YENDORMNAME CATEGORY DESCRIPTION %‘
~Manufature : A7 Filter» ra
i Rat1.2 1185 CloneTech RAT cOMA Expression Arrays|1
© aBi ke GF200-ResGen 5760 ResGen HUMAN  [cDMA array 1
0 Affymetriz B GFA00-ResGen 8760 ResGen RAT cDMA array 1 |3
7 Agilent i BF301-ResGen 5760 ResGen RAT cOMNA array 1
) CloneTech 5 MCTR_RAT4K A 4086 ClanaTech RAT Qligonuclectide array |2
B GF201-ResGen argd FesiGen HLITAR cOMA array 1 4
) GEHC L GF202-ResGen 5760 ResGen HUMAN  |cDNA array 1
) MWIG g Phase-1RATYOD 3136 Phase-1Tox RAT cOMA array 2
) ResGen 4 MCTR_MOUSESK 1 A376E CloneTech Mouse Oligonucledtide array |2
) Others 10 GF203-ResGen arved FesiGen HUIBAR cOMNA array 1
i GF204-ResGen arved ResiGen HUIRAR cOMA array 1
rSpecies Sz GF205-ResGen 5760 ResGen HUMAR cOMA array 1
) Human 13 GF206-ResGen 5760 ResGen HUIMAN cDMNA array 1
2 Moiise gi 14 ChipScreen-Gs-Human 8064 ChipScreen HURARN cOMA array 2
15 GF302-ResGen arve0 ResiGen RAT cOMA array 1
 Rat e NCTR_MOUSESK 2 5376 CloneTech MOUSE | Oliganuclectide array |2
) Others 17 WGE30 1152 MG RAT Oligonucleotide array |2
“Channels 18 STwd 17328 MeClelland Lab HIURAR cDOMA array 2
ij18 Affy RG_LI43A 0 Affyrmetrix RAT Oligonuclectide array 1
() One channel i ; -
20 FCTR_MWG_Mause 20k 20160 MG MOLISE Oligonuclectide array |2
(0 Two channels e Affy_HG-U133A4 22283 Affyrretrix HUMAM  |Oligonucleotide array |1
~ArrayType §§ 22 Affy_HG-Focus ars3 Affyrmetrix HUIAR Qligonuclectide array |1
i23 . - i i
) Glignarray . Affy_HG-1133_Plus_2 46745 Aﬂ‘@.rmetr?x HLUITAR Ol!gunucleut?de array |1
S24 Affy_HG-U1338 226445 Affyrmetrix HIURAR Oligonuclectide array 1
(' cDNA array es Affy_HG-U1334,_2 22277 AffymEtrix HUMAN  |Oligonuclectide array |1
§§ 26 Affy HG-1L1958 2 126245 Affyrmetrix HURAR Oligonuclectide array |1
27 Affy_WOEL 308 22650 Affyrmetrix MOLISE Qligonuclectide array |1
§§ 28 Affy_MOE4 0B 226748 Affyrmetrix MOLISE Oligonuclectide array |1
. §§ 29 Affy_Moused30_2 45101 Affyrmetrix MOLISE Qligonucledtide array (1| |
Library Messages: - - = - =
£20 nused3ns 2 22RAN Affyrmetri MOLISE Olipnnuclentide arkay (1 1™
: q li | []




Check Existing Array Type

If the array type for your data (e.g. Affy HG U133 _Plus 2)
does not exist in ArrayTrack, you need to go to slide #34
(create array type). After you created array type, then come
back to continue the next slides (create experiment).

If the array type for your data does exist in ArrayTrack, you
can continue to the next slide (create experiment).



Database Library Tool Export Help

Create experiment

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

Create experiment

7,_/\
3 New Exé )

e Contents

1. Click “New
Exp” button

Give an unique experiment title

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

= .
'@ # User Group Name: ‘ANON?MOUS

Owner ID:

ab; mygrp; AnNonNymous ...

[ Experiment Name: Demo_Zchannel e.q., myexp; Rat treated with drug; ...

YMOLIS
Rat_M&S5_o
' Rat_all_MOR

\ain_mice_hr-m_ChanneI|

# 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 .

| OK N| Cancel ‘

,i,'z‘ Edit Privilegjes

* Exp Description:

* Phenotype Anchoring:

* Institute: [NCTR Division: ﬂ

4]

* Exp Types:

* Key words:

4[]

4[]

[1»

Comments:

3. Save the exp

/

st f Save Exp% hefoye continuing.

Protocol: | Import a Export

Ex=p Design Protocol: ’7
Hyhridization Protocol: ’7
Labeling Protocols: ,7

RNA Extraction Protocols: ,7
ManuscriptReprint: | |
Significant Gene List: [ |




Create experiment

Input Form E
*is required
@ Experiment Design
* Experimenter: Date{mm/ddAinang: ) J I
Protocol: a Export
* Institute: |--Select.. | g
Exp Design Protocol: a Export
e Tpos: = —
= Hybridization Protocol: a Export
* Key words: | |
Labeling Protocols: a Export
* Exp Description: —]
~ RMA Extraction Protocols: a Export
P Lslgig e LA AL ? Manuscript/Reprint: a Export
Comments: —] Significant Gene List: a Export
Must f Save Exp hefore continuing.
Select an Option
? | save Exp datato DB?

Cancel

Yes !kl Ho




Create experiment

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

Egg Database Contents
¢ M ANONYMOUS
o- [ Affy_Rat_MASS_only
o- [T Affy_Rat_all_NORM
C1|Demo_2channel
&= [ Strain_mice_twa_Channel




Batch Import

There are two formats for batch import:
 Regular batch import

o SimpleTox format — for animal toxicology study
data submission, with combined and extracted
main fields from SEND (Standard for Exchange
of Nonclinical Data) *See tutorial 13 — SimpleTox
Format.



Batch Import - regular

Egg Diatabase Contents -
¢ ANONYMOUS |
o~ (B Affy_Rat_MASS only
o~ [T Affy_Rat_all_MORM

e (] Demo_Z2channe -
o [ Strain_mice_tw
o g AN Batch Import Data - Simple Tox Format

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

10



".a Batch Import

Array
Track

Batch Import Wizard

This is an example of importing 2-channel data.

Please Fill Out Experiment Information:

Click Open Configuration
button if you have configure
file, if not just skip it.

4
If you have configuration file, load it to auto fill. Open Configuration

Choose the array type

-Select.-- v
NCTR_MOUSESK 2 -
Experiment Name : ‘Demu_zchannel ‘v‘ NCTR MWG Mouse 14K
Array Type Name |--Selec’t-- /Fr |\ — HCTR_MWG_Mouse 20K
Soocios « (I H C Mouse @ Rat ot J NCTR_MWG_Mouse10K
pecies : uman ouse ers
MCTR_MWG_Rat 10K ||
Assay : ®vivo Cvitro MCTR_MWG Rat10K_Demo =]
Inserts or Updates? HMCTR_MWG_Rat_10K_48pin n
(® Insert new datas, with no updates of existing data HCTH_HHT““ 1 [~

{_ Only update existing hybridizations and samples, ignering intensity datas and images

[ {

Next > | ) Cancel H Help |
} 1

11

Click Next button
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Batch Import

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

= hybridization_1

A kx| B | C | D | E E 5 T I J %

1 |HybMame Samplel  Channell Sample2  Channel2 Compound Bio_replicate Dose Time FileMame
2 |control _0_1 S0507 Cyo reference  Cy3 caontrol 1 0 Brmonths  2004-12-15-30507-rescan. gpr
3 |control 0_2  S0508 Cyo reference  Cy3 control 2 0 Bmonths  2004-12-15-30508-rescan. gpr
4 |control 0_3 50517 Cyo reference  Cy3 caontrol 2 0 Brmonths  2004-12-16-30517 . gpr
& |control 0_4  E0518 Cys reference  Cy3 cantrol 4 0 Bmonths  2004-12-16-50518-rescan. gpr
B |control 0 & E0&Z7 Cys referance | Cy3 cantrol 2 0 Bmonths  2004-12-17-50527-rescan. gpr
7 |Drogt 260 1 =0513 Cya reference  Cy3 Orugl 1 250 Brmonths 2004-12-15-50513. gpr
8 |Drog? 260 2 =0514 Cya reference | Cy3 Orugl 2 250 Brmonths 2004-12-15-50514 . gpr
9 |Drog? 260 3 =0523 Cya reference  Cy3 Drugl 3 250 Brmonths 2004-12-16-50523 gpr
10 [Drog?_260 4 50524 Ciys reference | Cy3 Orug 4 250 Bmonths (2004-12-16-30524  gpr
11 [Drogt 260 5 =0550 Cya reference Cy3 Crug? 5 200 Bmonths (2004-12-17-50550. gpr
12 |Drug1 8001 S05145 Cya reference  Cy3 Crug? 1 500 Bmonths 2004-12-15-50515. gpr
13 |Drug1 800 2 S0516 Cya reference  |Cy3 Drugt 2 500 Bmonths 2004-12-15-50516. gpr
14 [Drog? 500 3 S0525 Cyh reference  Cy3 Crug 3 500 Bmonths  2004-12-16-30525. gpr
15 |Drug? 500 4 =0526 Cyh reference  Cy3 Orug? 4 500 Bmonths  2004-12-16-30526. gpr

16 |Drugl 600 5 50549 Cya reference  Cy3 Crug ! 500 Bmonths  2004-12-17-50549. gpr

*is required column. The others are optional columns.
12



Batch Import Wizard — continued

Map Hyhbridization Info File To Databhase

Click browse bulton to locate the data files

Array Raw Data Files Root Directony : |1Arra3rTrack3.310reateArra\,rTypeExampld S Browse ]
= 0~
Hybridization Information File : |ateArrayTypeExampIe1.hyb ridization_1 .xl5|

Click browse button

[to locate the hybridization files

HybMame | Samplel Channell Sample2 | Channel2 | Compound | Bio_replicate | Dose Time FileMarme
control_0_1 [S0507 Cys reference  |Cy3 control 1 0 Brmonths 2004-12-15-80507-rescan.gpr -
control_0_2 [S0508 Cys reference  |Cy3 control 2 i} Bmonths 2004-12-15-50508-rescan.gpr =]
control_0_3 [S0517 Cys reference  |Cy3 control 3 0 Brmonths 2004-12-16-80517 gpr
control_0_4 [S0518 (57 4] reference  |[Cv3 cantral 4 a Brmaonths 2004-12-16-5031 8-rescanz.gnr

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

More DB Fields

N

Hybridization file

Ehe— [HYBRIDIZATION] hybname —__H| [HyaName | ]
—1 [SAMPLE] samplename for channel 1 | 1] [sampiet |
—1 [HYBRIDIZATION] labelname for channel 1 | [[%] |--setect-- -
--Select-- |-~
@l [SAMPLE] samplename for channel 2 | -Mew L
O
= | [HYBRIDIZATION] labelname for channel 2 | [¢] ;‘}:‘31 D@
Alexa? 3
=] | [ARRAYRAVDATA] description | %] |mtexas
33P ~|
[ARRAYRAWDATA] rawdatafilename {txt) | |
e | [VIVODOSE] compoundname for channel 1 | 1] | |
] | [VIVODOSE] compoundname for channel 2 | 1] | |
(B¢ | [VIVODOSE] doseamount for channel 1 | 1] | |
] | [VIVODOSE] doseamount for channel 2 | (3] | | ]
x| [MIVODOSE] schedule for channel 1 | (€] | | =
<= Back ‘ ‘ Hext = ‘ ‘ Cancel ‘ | Help ‘

13




Q} Batch Import @

Map Hyhridization Info File To Database

Batch Import Wizard - — continued

Array Raw Data Files Root Directory : |1ArravTracka.31.0reateArrayTvpeExampld Browse

Hybridization Information  File @ [3tefrrayTypeExarmple\wbridization_1.xs|

Assign the other columns
to the corresponding fields

g [
oth

ck this button to get more

latabase fields if you have

re information to put in,
lerwise skip this step. See
Xt slide.

HybMame | Samplel | Channell | Sample? | Channel2 | Compound | Bio_replicate | Dose Time FileMame
control_0_1 |50807 Cyd reference  |Cy3 contral 1 a Gmaonths 2004-12-15-50507-rescan.apr -
control_0_2 |S0508 Cys reference  |[Cy3 contral 2 0 Bmonths 2004-12-15-50508-rescan.gpr =]
control_0_3 |S0517 Cys reference  |Cy3 control 3 0 Bmonths 2004-12-16-50517 gpr |
control_0_4 30518 Cyh reference  |Cy3 contral 4 a Gmonths 2004-12-16-30518-rescan2.gpr | ¥ |
1] i [
For each column description below, select a tahle column above and click the description More DB Fields
button to make the assignment. To add more database fields, click right button

=Y [HYBRIDIZATION] hybname | ] [Hyoaname | ]
[—] | [SAMPLE] samplename for channel 1 | |Samp|e1 | (
— | [HYBRIDIZATION] labelname for channel 1 | (
= | [SAMPLE] samplename for channel 2 | @ |SampI92 r
(—3 | [HYBRIDIZATION] labelname for channel 2 | (

| [ARRAYRAWDATA] description | ] [raw data | ne
| [ARRAYRAWDATA] rawdatafilename (txt) | %] [Filerame |

| [VIVODOSE] compoundname for channel 1 | %] [compound |

| [MIYODOSE] compoundname for channel 2 | | |

| [VIVODOSE] doseamount for channel 1 |[%] [Dose |

| [WIWODOSE] doseamount for channel 2 | | | |
| [VIVODOSE] schedule for channel 1 | %] [Time | —

( <BackM | cancet | | hep |
P ——

Click Next buttonﬂ4




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. [EI
? EXP.exptitle || HYBRIDIZATION. hyhname
EXP.expiate SAMPLE.samplename
EXP.arrayplatform HYBRIDIZATION. labelname1
EXP.exptympe 3 HYBRIDIZATION. labelname2
EXP.keywori YIVODOSE.compoundname
XP.description = YIVODOSE.doseamount
EXP.experimenter WIWVODOSE.schedule
EXP.institute . ARRAYRAWDATA.description
EXP.division Available database ARRAYRAWDATA.rawdatafilename
EXP.comments Fields in DB
EXP.phenotype j% > These fields will be shown
HYBRIDIZATION. arraymuminslide - In the batch import wizard
HYBRIDIZATION. slideusagec ount interface
HYBRIDIZATION.arraytypenaimea
HYBRIDIZ ATION. labellnywho
HYBRIDIZATION. labeldate
HYBRIDIZATION.hyhprotocaol
HYBRIDIZ ATION. hyhinwho
HYBRIDIZATION. hyhdate
HYBRIDIZATION. hyhnotes
HYBRIDIZATION. labelnotes
HYBRIDIZATION.channel El

0],1 Cancel 15




Batch Import Wizard - continued

Preview the table for hybridization assignment before import
@Batch Import

Preview Tahle For Hybh Assignment

r | HYBRIDIZATIO [SAMPLE.SA. [HYERIDIZA. . |SAMPLE SA. . [HYERIDIZA,  [ARREAYREAW, JARRAYREAWDATA. VIV
contral _0_1 S0a07 Cyd reference 3 raw dlata 2004-12-15-8050.. [con

' contral _0_2 S0a08 Cyd reference 3 raw dlata 2004-12-15-8050.. [con
contral _0_3 S0a17 Cyd reference 3 raw dlata 2004-12-16-58051.. [con

‘ contral _0_4 S04a148 Cyd reference 3 raw dlata 2004-12-16-58051. [con
control_0_4& S0527 Cya refarence Cyd rawe data 2004-12-17-5052 .. [con
Crug?_2580_1  |[50513 [T reference 3 raw data 2004-12-15-3051 .. |0ru
Crrug?_250_2 30514 [T reference Cya raw data 2004-12-15-3051 .. |Dru
Drugl_260_3  |S0523 e reference Cya raw data 2004-12-16-2052.. |Dru
Drugl_250_4  |S0524 [T reference Cya raw data 2004-12-16-3052..|Dru
Crug? _260_58 |S0540 e reference Cya rawe data 2004-12-17-50545. |0ru
Crrug?_800_1  |S0514 [T reference 3 rawy data 2004-12-18-5051 ... |0ru
Drugl_500_2 (30516 Cyd reference 3 raw dlata 2004-12-15-8051.. (D
Drug1_500_3 (30525 Cyd reference 3 raw dlata 2004-12-16-8052. (D
Drugl_500_4 [S0526 Cyd reference 3 raw dlata 2004-12-16-8052. (D
Drugl_500_5 (30549 Cyd reference 3 raw dlata 2004-12-17-58054 . (D
1] Il | [ »

16
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Batch Import Wizard - continued

Please help to identify relevant columns in this sample data file:
Field Separator Da‘ta f||e
|<l ‘ Manually select first data row... ‘
ah>| ‘v‘
"Block! | "Column® | "Row' | "Mame® | 100 ™ ) "Diat | "FE35 Median" | "FA35 Mean" | "FE35 50" | "FE35 CATT"BEIS" | "BE3S Median" | "BE35 Mean' | "BEISSDY | "BE3IGCY' | "% = BEIS+
1 1 1 "glutamna.. ["AF0... 1220 [14540(100 583 616 239 a5 358 348 373 135 36 70 -
1 2 1 “axl rece., ["AFO.. 1420 [14530(120 835 8455 s 4 |35 a64 364 vy 134 35 91 |=|
1 3 1 "rryosin i "ML (1630 [14530(120 1324 1610 B4 44 355 355 367 135 36 99
1 4 1 "heta-fibr..."M35.. 1850 [14530(120 221 2248 621 27 344 3449 378 186 44 100
1 g 1 “tkinino... ['S48..12030 [14520|40 a00 504 119 23 307 307 328 110 33 83
1 fi 1 "organic "MW |2250 [14530(120 any 316 121 a8 T 37 327 133 40 10
1 7 1 "calpast. 'NM... |2470 [14530(140 1636 1621 535 33 320 320 335 128 38 98
1 8 1 "arnelog.., ["UE0..|2700 [14520(100 450 502 192 38 an 311 330 135 40 65 L
1 | q 1 “lenkocyt WA |3'RCIH 145301130 AR FA1 - 31 309 ang 3 459 iz 40 | |l
q i »
For each column description below, select a table column above and click the description
the assignment.
Block \ Assigned to "Block” (1)
Col Assigned to "Column® (2) . .
Row Assigned to "Row” (3) Map the columns in the data file to the
Cyh Lughase: Elutlugged : Assigned to "F635 Median" (9) COI’I‘ESpOndIng DB fleldS by Se|eCtIng
Background 5 Assigned to "B635 Metian” (14) the column in the data file, then clicking
Cv3 Assigned to "FA432 Median™ (21) the DB fleld button
Background Cy3 Assigned to "B532 Median” (26
Notes Database fields
v Flag Assighed to "Hags" (54)
P Value

| OKM Cancel |




Batch Import Wizar

Eﬁ Datahase Contents
¢ ANONYMOUS
o [T Affy_Rat_MASS_only
o~ [T Affy_Rat_all_NORM
¢ CI[Demo_zchannel]
9 m Drug?_2480_1 5051 3[Cya] | reference[Cy3]
B raw {Drugl_280_1} [file: 2004-12-15-5051 2.qpt]
9 m Drug1_250_2 S0514[Cya] | reference[Cy3]
B rawe {Drugl_260_23 [file: 2004-12-15-50514.0p1]
¢ m Drug1_250_3 S0523[Cya] | reference[Cy3]
B raw {Drugl_ 2503 [file; 2004-12-16-50523.gp1]
? m Drugl1_240_4 S0524[Cya] | reference[Cy3]
B raw {Drugl_2580_4) [file: 2004-12-16-50524.gpt]
9 m Drug1_250_5 S05450[Cya] | reference[Cy3]
B raw {Drugl_250_8) [file: 2004-12-17-50550.0p1
¢ m Dirug1_500_1 S0515[Cya] | reference[Cy3]
B raw {Drugl_S00_11[file; 2004-12-15-50518.9p1
T m Drug1_&00_2 S0516[CyaE] | reference[Cy3]
B raw {Drugl_500_21 [file: 2004-12-15-50516.qp1]
9 m Drug1_500_3 S0525[Cya] | reference[Cy3]
B raw {Drug1_s00_3) [file: 2004-12-16-50524.0p1
¢ m Dirug1_500_4 S0526[Cya] | reference[Cy3]
H raw {Drugl 5004} [fle: 2004-12-16-50526.qpr]
T m Drugl1_500_5 S0549[Cya] | reference[Cy3]
B raw {Drugl_S00_5)[file; 2004-12-17-50549.gp1]
m control_0_1 S05807[Cya] | reference[Cyd]
B raw {contral_0_11[file: 2004-12-15-505807-rescan.gpt]
m control_0_2 S0508[Cya] | reference[Cy3d]
B raw {control_0_21 [file: 2004-12-15-30508-rescan.gpt
m control_0_3 50517 [Cya] | reference[Cy3]
B raw fcontral_0_31 [file: 2004-12-16-50517.gpr]
? m control_0_4 S0518[Cya] | reference[Cy3]
B raw {contral_0_41[file: 2004-12-16-5051 8-rescan2.gpt]
m control_0_5 50527 [Cya] | reference[Cy3]
B raw {control_0_A1[fle: 2004-12-17-50527-rescan.apr]

-

-

-

-

d - continued

Data import is finished!

18



Batch Import Wizard
Import CEL File Data

&" ‘%@ New Exp

4
¥

Eg Database Contents
¢ M ANOMNYMOUS

o

o- [ Affy_Rat_MASS only
o~ [ Affy_Rat_all_NORM
e~ ] Demo_2Zchannel

o- 9 Strain_mice_two_CHk
F CAO

EPA

FOATRAIMING
FEDERICO GO0DSAID
F AN

5. AKERMAR

HAM

HOMGFANGTEST
HOMGL YWANG

TYYTYYYTYYY
sS) e e e e sie eSS+

e A T A A R A N R R A T I R T I T T M T R R T T T T Ty

Batch Import Data
Batch Import Data - EE%
Rename

Analysis Result Files
Gene Lists

Select datasets

Show experiment design
Show dye-flip pairs
Expand completehy

ple Format Control File <dev onhy>

Collapse completehy
Tree options...

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

19



Batch Import Wizard

Import CEL File Data

Array Please Fill Out Experiment Information:

Tr‘m If you hawve configuration file, load it to auto fill. |  Open Configuration

Experiment Name : |Affy_Rat_MASS_only |

Array Type Hame : ‘nfrj.t_RT-ljﬂat | - |

Species : ' Human ' Mouse ® Rat (' Others

Assay : ® wivwo ) witro

= Back || Me:-:t:»lﬁS | Cancel H Help |

20
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Batch Import Wizard
Import CEL File Data

rt

Map Hybhridization Infe File To Databhase

Array Raw Data Files Root Directory : |mpUm&ﬁ_MAS_tesMﬂir_Rat_MASS_Dnlﬂ
Hybridization Information Fle : |esflAﬂ‘st_Rat_MASS_DnImHvbtablecell.xls|

Hybridization | SAMPLE1 | CELLTYPE 1 SEX1 | DEWSTAGE 1 | Compound | Time | Dose File Mamecell
DO_T12 B_a |([DO_T12 B |Hepatocytes ... |Male Fostnatal Compound C |12 0 B12Cd000A CEL
DO_T12_E_b |DO_T12_B |Hepatorytes ... |Male Fostnatal Compound © 12 0 B12Cdo00e.CEL
DO T12 © a |DO.T12 C  |Hepatoeytes | [Male  |[Postnatal Compound C [12 i £12Cd000A CEL
DO_T12 C b |DO_T12_C  |Hepatocytes ... |Male Fostnatal Compoaound C |12 0 C12Cd000B.CEL I
0O T12 D a DO T2 D [Hepatocyes .. IMale FPostnatal Compound © 12 1] O12Cd000ACEL -

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 | [[¢] [Fybridization | =
= | [SAMPLE] samplename for channel 1 | 1] [sampLE 1 |

= | [HYBRIDIZATION] labelname for channel 1 | <]

[ | [BRRAYRAVWDAT A] description | €] [mass: |

]| [ARRAYRAWDATA] celldatafilename | %] [File Namecell | @ Mass () Rwa ) Plier O Pliers{
] | [ARRAYRAWDATA] probesetfilename (txt) | (%] | |

] | [VIVODOSE] compountname for channel 1 | (%] [compound |

| WIYODOSE] doseamount for channel 1 | |Duse |

]| [WTYODOSE] schedule for channel 1 | (1] [Time | =
(] ] [ Dbl |

‘ < Back

| Cancel H Help

‘ | Next:»’\J
|




Batch Import Wizard
Import CEL File Data

Preview Tahle For Hybh Assignment

ﬂ:i Batch Import @

HYERIDIZATIL.[SAMPLE SA. [HYEBRL.. | ARRAY.. ARRAYREAWDATA. . VNODOSE.C WMIVODOSE., | VWODOD.., A
DO_T12_B_a |[DO_T12_B |Biotin  |Mass B12Cd000A CEL [Compound & |0 12
DO_T12_B_b |DO_T12_B |Biotin  |Mass B12Cd000B.CEL |[Compound C |0 12
DO_T12_C_a |[DO_T12_C  |Biotin  [Mash CA2Cd000A CEL [Compaund C |0 T
DO_T12_C_h [DO_T12_C  |Biotin  [Mass C12Cd000B.CEL [Compound & |0 12
DO_T12_D_a [DO_T12_D |Biotin  |Mass D 2Cd000A CEL [Compound & |0 12
DO_T12_D_h [DO_T12_D |Biotin  |Mass 01 2Cd000B.CEL |[Compound & |0 12
D2 _T12_B_a |[D2_T12_B |Biotin  |[Mash B12Cd2 004 CEL |[Compound C |2 T
D2 T12 B b [D2_T12_B |Biotin  [Mass B12Cd200B.CEL [Compound C |2 12
D2 T12_C_a [D2_T12_C  |Biotin [Mass CA2Cd2 004 CEL [Compound & |2 12
D2 T12_C_h |D2_T12_C  |Biotin  [Mass C12Cd200B.CEL [Compound & |2 12
D2 _T12_D_a |[D2_T12_D |Biotin  [Mash D 2Cd2 00A CEL |[Compound |2 T
D2 T12_D_h |02 _T12_D |Biolin  [Mass C12Cd2 00B.CEL [Compound & |2 12
. i IC
< Back | Import [\é Cancel Help




Batch Import Wizard
Import CEL File Data

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

Yes N No 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

@ Importing Hybridizations

Importing hybridization D0O_T12_B_a...
Inserting intensity data...

FProcessing hybridization DO_T12_B_a
Mo sample # 2 specified
Loaoking for existing hybridization recard for"D0O_T12_B_a" ...
Qb found existing bybridization record for*D0_T12_B_a".
Comvering cell"B12Cd000A.CEL" to prabe-set file ..

Cancel ’\J
|,
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Batch Import Wizard
Import CEL File Data

Eﬁ Datahase Contents
¢ B ANONYMOUS
¢ [ |Afiy_Rat MASS anly
o= ] Gene Lists
o ™ D0_T12_B_a DO_T12_B[Biotin]
o ™ D0_T12_BE_b DO_T12_B[Biotin]
o W™ DO0_T12_C_a DO_T12_C[Biotin]
o ™ DO_T12_C_b DO_T12_C[Biotir]
o ™ DO0_T12_D_a DO_T12_D[Biotir]
o | D0_T12_D_b DO_T12_D[Biotin]
o W™ D2_T12_E_a D2_T12_BE[Bintir]
o W™ D2_T12_E_b D2_T12_B[Biotir]
o W™ D2_T12_C_a D2_T12_C[Biotin]
o | D2_T12_C_b D2_T12_C[Biotin]
o | D2_T12_D_a D2_T12_D[Biotin]
o ™ D2_T12_D_b D2_T12_D[Bintin]

Import is finished.
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Convert CEL file to probe set file

Eﬂ Database Contents
¢ B ANONYMOUS
¢ [ Affy_Rat_MASS_only
o= [ Gene Lists

¢ W™ D0_T12_B_a DO_T12_B[Bictin]

¢ HBH MASS{D0_T12_B_
E_]| MeaniMedian 5
¢ oo Tiz_B_bDo_T12

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

¢ BH Mass{D0_T12_B_
E_]| Mean/Median 5

¢ W ooTiz_c_apo_T12
¢ HH MASS{D0_T12_C_
E_]| MeaniMedian 5

¢ oo Tiz_c_poo_miz
¢ BH Mass{D0_T12_C_
E_]| Mean/Median 5

¢ W oo_Tiz_D aD0_T12
¢ HH MASS{D0_T12_D_
E_]| MeaniMedian 5

¢ oo Tz_p_poo_Tiz

¢ B MASE{DO0_T12_ D

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

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

Il BarChart

Create gene list by data fikering...

Analysis b
Quality Control J

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:

[ | MASA RMA DChip Plier fPlier16

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 MASS. 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 methois.

oK 27




Convert CEL file to probe set file

¢ W MAGC_MAIN
o~ [ ABI_1
o~ ] ABI_2
o [ ABI_3
¢ [ AF¥_1
o= ] Gene Lists
o W™ AFx_1_A1 AlBiotin]

il & Converted probe set files

HHMA AR T _ATY

DChip {AF_1 AT}
mMASS Monescale {AFE_1 A1
e Plier! 6 {AFA_1 A1
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Batch Import — Simple Tox Format

Database Contents

o "u" AROMNYMOLIS
o= CAD
¢ 7 DEMO
e ] Myelorma_derno
] Simple_Tox_Exarmple
o .i. ={=13 Batch Import Data

o= ¢ FDATRAIMIMG Batch Import Data - Simple Tox Format

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

£ Select Files for Data Import

%]

Hyhridizations File  Z-ILAT _InpubTGACHT _FYOCELs_ToxSci2i DEISimpIe_Tme:.xlﬁ Browse
[

Data Files Directory [ MAQC-IIMARC-I_AT _Inputt TEACHT_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. 29



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 | 1 | J | K [ L [ W] N | 0 | P -

1 |Array_ID Animal_ID Institutic StudyTitle StudyTyClass ClassCc¢ClassReCompotCAS  Control Treatme Dose DoseUnHybName  Sample
2 7921122 Hamner  Hamner Mice Lung Repeat Dose Corn Oil ki C Omghyg RT 013 22 LuRT 0 13
3 793124 Harnner  Hamner Mice Lung Repeat Dose Corn Oil ki C Ormghkg RT 013 24 LURT 0 13
4 7941125 Harnner  Hamner Mice Lung Repeat Dose Corn Oil ki C Ormghkg RT 01325 LURT 0 13
5| 795127 Harnner  Hamner Mice Lung Repeat Dose Rodent Chow Y C 0 ppm RT 013 27 LuRT 013
B 796128 Harnner  Hamner Mice Lung Repeat Dose Rodent Chow ) C 0 ppm RT 013 28 LuRT 013
i 797 129 Hamner  Hamner Mice Lung Repeat Doze Rodent Chow k| C 0 ppm RT 01329 LuRT D 13
8| 798 112 Hamner  Hamner Mice Lung Repeat Do Mon-lungtu MLT MTP_Mo1B M-(1-napht 1465-26-4 [N MLT 2000 ppm RT 2000 13 12 RT 2000
9 7949114 Hamner  Hamner Mice Lung Repeat Do Mon-lungtu MLT MTP_Mo1B M-(1-napht 1465-26-4 [N MLT 2000 ppm RT 2000 13 14 RT 2000
10 800 1-15 Hamner  Hamner Mice Lung Repeat Do Mon-lungtu MLT MTF_Mo1B M-(1-napht 1465-26-4 [N MLT 2000 ppm RT 2000 13 15 RT 2000
11 s011-2 Hamner Hamner Mice Lung Repeat Do lung tumar LT NTP_Ma141 A-Maphth2243-62-1 M LT 2000 ppm RT 2000 13 2 RT 2000
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Batch Import — Simple Tox Format

Translate ArrayType Names
Please select avalid arraytype for each unrecognized arraytype from the file.

Affymetrix Mouse 430_2
Affy_MG-U74Cv2

Affy_MOE430A
Affy_MOE430B

oK Enﬂy_l'ﬂnuseﬂun_z
Affy_Moused30_2

Affy_Mu11KsubA
Affy_Mu11KsubB
Affy_Mu19KsubA -

Select the right array type.

ArrayType In File Standard ArrayType Name in ArrayTrack
Affy_Moused30_2 Q
Tl




Batch Import — Simple Tox
Format

Ly Importing Data

%)

Importing hybridization
RT_0_13_22_Lung_CornQil_Moused430_2_IMFGNO023_8 792...
Inserting intensity data...

Frocessing hyvbridization RT_0_13_22_ Lung_CornQil_Moused 30_2_ IMFGHNO023]
Inseding sample "BT_0_13_22_Lung_CornQil" for hybridization RT_0_13_22_L
Ok Insered sample "RT_0_13_22_Lung_CormQil
Mo sample # 2 specified
Looking for existing hybridization record for"RT_0_13_22_ Lung_CormQil_Mouse
Inseding hybridization record for"BT_0_13_22 Lung_CornQil_Moused 30_2 |hif
Ok, inserted newy hvhridization "RT_0_13_22_ Lung_Cornil_Moused30_2_ IMF
Comvering cell "GEM1 42128 .CEL" to probe-setfile ..

4] I | IC

Cancel




®

Batch Import — Simple Tox
Format

Import Summary

completed without error,

Itnport of 10 hybridizations and 10 toxicological observations

L] »

Detailed Import Log

Processing hybridization

1

| ¥

4]

OK

Batch import is successfully finished.

Ega Database Contents

i AMOMNYMOLIS
A
7 7 DEMO
e [ Myelorma_derno
¢ [Cd|gimple_Tox_Exarmple
o H RT_0_13_22 Lung_CormQil_Moused30_2 |
o= H FT_0_13_24_Luno_CornQil_Moused30_2 |
o= H FT_0_13_28_Lung_CormQil_Moused30_2 |
0= H FT_0 13 27 Lung FodentZChow housed 3
o H FT_0_13_28_Lung_RodentChow_Moused 3l
o H FT_0_13_29 Lung_RodentChow_Moused 3l
o= H RT_2000_13_12_Lung_ethylenediamine_m:
0= H FT_ 2000 13 14 Lung_ethylenediamine_hic
0= H FET_2000_13_148_Lung_ethylenediamine_hic
o H RT_2000_13_2_Lung_Maphthalenediaminge,

¥

33



Create Array Type

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

Ly ArrayTrack Testing
Datahase | Library Tool Export Help

‘%[%l Create a New Experiment

Batch Import an Experiment g

Array Type Modification b g[% Create a New Array Type
o LAy Hat MASS anly

o= [ Gene Lists %@ Update an Array Type
¢ P oo Tz2_B_aDo T2
‘%%_1 Update Affy Array Type
¢ BB MASS{D0_T12 B . fly Array Typ

! Meanedian 5 M Delete an Array Type
o R MON T R KON T4




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:

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

Open Configuration €

Array Type File: |yTypeExample\NCTR_MWG_Rat 10Kbd) | Browse — |

Array Type Hame: |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 #28

Locate the array type file

Type in the array type name

«

Manufacture Hame: [MWG

N\
("‘

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

Channels: ' one channel ® two channels

Category: ' Human ' Mouse @® Rat (. Others

Choose the manufacture name

<= Back | Mext = HS Cancel

Help

35



Create Array Type - continued

@ Import ArrayType X Click Help button to view the location definition

MetaColiMetaRowiCol/Row BlockiCol/Row
MetaColurmin
Block
OO e Row 1 p—- Row 1
A’ - Meta Row 1
ray Select Location Type: D o Row 4 le— Row 4
Track i e
Meta Row 2
) MetaColMetaRow/ColRow pi 0 fo— Row 4 le— Row 4
® Block/ColRow
i RowiCol Column Column
. | RowX Col by Blocks 12X 4 Row X Cel by Blocks 12%4
2 Without coordinates | Row X Coi for each Biock 14 X5 Row X Col for each Black 14 X5
.
1 Customized {ie: Affy.) @ weta Row = 2; Meta Column = 2; Row = Z Colurmn = 3 ©  Meta Row = 2; Meta Column = 2; Row = 3 Column =2

Row x Col by Blocks {(MetaRow x MetaCol): |4 X |8
Row x Col for each Block (Row = Col): (20 X |14

RowiCol

Column

Row X -Cof 14 X 20

< Back | | Hext > I‘L | Cancel q Help |)
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Create Array Type - continued

Mapping Array Info From File to Database:

L1 Column header

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

Mh_0536545_1

Field Separator
| <tab> | v| ‘ Manually select first data row...
Blnck Fovw | Column 1] MHame
1 1 1 AFD27331_1 glutarmate receptor subunit kainate subtype al... -
1 1 2 AFD4RBE6E_1 a¥l receptor tyrosine kinase =
1 1 3 MM 053986 1 rryasin i heawy chain my
1 1 4 MAaE02_1 heta-fibrinogen
1 1 5 548142 1 t-kininogenase
1 1 ] MW_030838_1 arganic anion transpartii
1 1 T Md_053295_1 calpastatin probabhy mul
1 1 a LE0aE2 1 amelagenin
1 1 | M2aa23_1 leukocyte-commaon antio)
1 1 1

dynamin-like protein dip?

n

TSI R T=37

1on below, select a table column above and chck the description
hutton to make the assignment.

Block

ER

Col

Row

Manufacture ID

Manufacture Descr

GeneBankAcc

N

Reference Sequence

Gonakl o

x| (]| []] [3]] [3]] [%]] [=]

Assigned to Block (1)
Assigned to Column (3)
Assigned to Row {(2)
Assigned to 1D {4)
Assigned to Hame (5)
Assigned to ID (1)
Assigned to 1D (1)

L1
-

< Back

S
Import t@‘/[ cancel H Help |

Description buttons

Click Import button
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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 sawve configration file for future auto-loading and reference

™

Yes > Mo Cancel

(% Progress... Select an Option
@ Inserting data... ? Commit to database?
L |
Cancel (I;\ Mo Cancel

Annotate gene informations for this arraytype.... please he patient 8



Create Array Type - continued

Update GOFFA Statistic Info (%]

@ Update GOFFA statistic info on this arraytyp......
This background process will take a while, you can continualhy 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 [z|

® HCTR_MWG Mouse10K_Demo is inserted for GOFFA /




Create Array Type - Affymetrix

] ArrayTrack Testing

[Iatahase|Lihrary Tool Export Help

‘%@ Create a New Experiment

‘%@ Batch Import an Experiment

]
3

Array Type Modification »

¢ [T Afy_Rat_MASS_only
o= ] Gene Lists
+ Moo Tz e aD0 T2
o B MASSID0_T12_B_|
[,T MeanMedian 5
o W80 T17 B kDN T17

User can download the annotation
File from Affymetrix website and use
It to create array type in ArrayTrack

4% Create aNew Array Type

45 Update an Array Type
45 Update Affy Array Type

M Delete an Array Type

rt ArrayType

Please Fill Out ArrayType Information:

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

Array Type File: |.rravT§.rpelHT_HG-U1 33El.n324.annot.csv|

Array Type Mame: |Affr HG U1336_ |

Manufacture Name: |n.ff5nnetrin ‘ - |

Array Reporter Type: ® Oligonucleotide (sequence) ' cDNA array
Channels: ® one channel ' two channels

Category: ® Human ( Mouse ( Rat (' Others

| < Ba... || Next = | | Cancel || Help |
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Create Array Type - Affymetrix

LY Import ArrayType

Bloc : [1]
MIAMEL ocComverter

mt YI Select Location Type: NCTR_MOUSE5K 1LocConverter |—

NCTR_RAT4K1LocConverter
Nol ocComverter
Phase1Rat700LocConverter i

_) MetaColMetaRow/Col/Row
_) Block/ColRow

) Row/Col

) Without coordinates

@ Customized (ie: Affy.)

Row x Col by Blocks (MetaRow x MetaCol): | | X | |

Row x Col for each Block (Row x Col): | | X | |

< Ba... Next > Cancel Help




Create Array Type - Affymetrix

&% Im part Arraylype ['5_(|

Array

Trm Select Location Type:

_ MetaCol MetaRow/Col/Row

_ Block/ColRow

) Row/Col

) Without coordinates

® Customized : AffyLocConverter

1 Specify the number of spots

Number Of Spots : |22655]

= Ba... Next = Cancel Help 42




Create Array Type - Affymetrix

Map the columns to database fields then click “Import” button.
See the next slide for the suggested mapping fields.

] Import Arraylype

Mapping Array Info From File to Datahase:

X

Field Separator

s = ‘ Manually select first data row...

FProbe Set|D | GeneChip Array | Sequence Type | Species Scientific Mame | Annotation Date | Seguence Source | Transcript IDiArray Design) Target Description Representative Public
200000_s_at  |HT Hurman Geno... |Exemplar seque... Homo sapiens Moy &, 2007 GenBank ga453983 gh:b_D06445 1 \DEF=Homo . [N _006445 -
200001 _at HT Human Genno... |[Exemplar seque... |Homo sapiens Mow &, 2007 GenBank g4502564 gh:kil_0017458.1 (DEF=Homo . |~k _0017449 1=
200002 _at HT Human Gena... |[Exemplar segue... [Homo sapiens Moy G, 2007 GenBank E005859 ghinh 0072081 /DEF=Haomo ... |MNM_D007209
200003_s_at  [HT Human Gena.. |[Exemplar seque... [Homo sapiens Moy G, 2007 GenBank Q4506626 ghinh_000991.1 /DEF=Homo ... |MNW_000991
200004 _at HT Human Geno... |[Exemplar seque... |Homo sapiens Moy &, 2007 GenBank g4a03538 gh:b_001418.1 'DEF=Homo . [N _001418
200005_at HT Human Genno... |[Exemplar seque... |Homo sapiens Mow &, 2007 GenBank g4a03522 gh:kil_003753.1 IDEF=Homo . |k _003753 =
nnnE at HT Hirman Gaknn Evarnnlar sanlla Haormn sanian Mo & FOOT GanBaknl AEONATAS bl OO72ET 1 (DEE=Hnrmn Pkl OOTF MR el

!

For each column description below, select a table column abowve and click the description
button to make the assignment.

Manufacture 1D

Manufacture Descr

GeneBankAcc

Reference Sequence

GeneName

LocusiD

UnigenelD

RE & <<<

SwigsDratAire

x| (5] [5] [el] ] [3¢] (] (]

Assigned to Probe Set 1D (1)

Assigned to Target Description (8)

Assigned to Representative Public 1D (9)

Assigned to Gene Symbol (15)

Assigned to UniGene 1D (11)

Asei 1 tn SwnissDeat {200

[»

-

| < Ba... || Import |

| Cancel || Help |
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We suggest mapping the columns of Affy annotation file to the ArrayTrack fields according the following table.

Affymetrix annotation CSV file

ArrayTrack chip fields

Probe Set ID GEN_ID_MFR
Strand Strand

Sart BP_Start

End BP_End

Target Description

GEN_DESCR_MFR

Representative Public ID GENEBANKACC
Archival UniGene Cluster

UniGene ID UNIGENEID
Genome Version

Alignments

Gene Title DESCRIPTION
Gene Symbol GENENAME

Chromosomal Location

CHROMLOCATION

Unigene Cluster Type

Ensembl

Ensembl

Entrez Gene

LOCUSID

SwissProt SWISSPROT_ACC_NUMBER
EC
OMIM OMIM

RefSeq Protein ID

PROTEIN_REFSEQ

RefSeq Transcript ID

REFSEQ

Gene Ontology Biological Process

BIOLOGICAL_PROCESS

Gene Ontology Cellular Component

CELULAR_COMPONENT

Gene Ontology Molecular Function

MOLECULAR_FUNCTION

Pathway

PATHWAYS
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Create Array Type - Affymetrix

Select an Option

@ Irnsertmg i | ? Commit to database?

Cancel Yes No Cancel

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

Update GOFFA Statistic Info X]

@ Update GOFFA statistic info on this arraytyp......
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.

OK

Information

@ Affy_HG_U133B_is inserted for GOFFA

OK
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