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Accessing Arrays with MAExplorer

MAExplorer works with any arrays using the schema (see Appendix C
of MAExplorer Reference Manual for details)

All data files are tab-delimited text files

Databases could be constructed with tools like Excel for editing user
data into the schema format

The Cvt2Mae array data converter “Wizard” tool converts non-standard
<User-defined> academic or commercial data to MAExplorer format

Affymetrix, Incyte, GenePix, Scanalyze, and other array data formats
may be converted using predefined “Array Layouts™



S.1 MAExplorer Data Schema

MAExplorer works with any array data using our data schema

The schema 1s described 1n detail in MAExplorer Reference
Manual Appendix C.

Data Schema: tab-delimited experiment data files:

1. GIPO (Gene In Plate Order or “array print” file)

2. List of hybridized samples in database

3. Configuration data describing the array and conventions
4. Separate spot quantification data files

The Cvt2Mae “wizard” tool converts user array data to this
schema




S.1.1 MAExplorer GIPO or Print File

* GIPO file maps a spot on the array to a particular gene

* Contains:
1. location or grid-geometry

2. one or more genomic identifiers (e.g., Clone ID, GenBank
, LocuslID, or simply Location etc.)

3. gene description as Gene Name (or other description)
4. Optional: global spot quality (QualCheck)
5. optional: plate coordinates for clones




S.1.2 MAExplorer Samples Database File

* List of hybridized samples file SamplesDB.txt file contains:

1. full sample description

2. base file name of quantification file (without .quant file
extension)

3. optional sample ID number

4. other data you wish to carry with the samples (used in array
reports)



S.1.3 MAExplorer Configuration Database File

Configuration data file MaeConfig.txt describes particular type
of array and hybridization labeling you are using. This
includes:

orid-geometry - # of replicate fields, grids, rows/grid,
columns/grid

spot hybridization labeling - intensity or ratio data, dye names

various presentation options - use pseudo-array or actual (x,y)
coordinates, etc.



S.1.4 MAExplorer Spot Quantification Files

Separate spot quantification data files (with .quant file
extension) are used for each hybridized sample

33P or biotin labeled samples are specified as one hybridization
intensity information per file

Fluorescent Cy3/Cy5-dye labeled samples are specified as two
channels of hybridization intensity information per file

Intensity background data 1s optional
Spot quality (QualCheck) data 1s optional

Grid-coordinates are specified the same as for GIPO file



S.2 Assumptions About User Data - Array Layout

User data 1s tab-delimited ASCII text files (could generate with Excel)

If the array geometry (#fields, grids, rows/grid, columns/grid) is known,
that geometry may be used in MAExplorer

Otherwise, a pseudo-array geometry 1s generated for visual use 1n
MAEXxplorer from the total # of spots in the user data

An Array Layout describes the user data. It may be edited and saved for
subsequent use 1n converting other array data files of the same type

The <User-defined> array layout gives users complete flexibility in
describing the array




S.3 Example of tab-delimited GIPO Data

crosoft Excel - genencGIPDforScanalyze.gal

ﬁ File Edit “iew Inzet Format Took Data Window Help Acrobat =& x|
DEHSRY ¥2BC v A&z A8l e &
|| aria s - B IU
K35 - =|
A B e | o [ E | F | & | H [
ATF 1
35 5

Type=CGenePix Arraylist ¥1.0

BlockCount=32

BlockType=0

Block1= 3350, 12320, 130, 21, 210, 20, 210
Block2= 7840, 12320, 130, 21, 210, 20, 210
Block3= 12330, 12320, 130, 21, 210, 20, 210
Block4=16320, 12320, 130, 21, 210, 20, 210
BlockS= 3350, 16810, 130, 21, 210,20, 210
Blockg= 7340, 16810, 130, 21, 210, 20, 210
Block?= 12330, 16810, 130,21, 210, 20, 210
Blocka=16820, 16810, 130, 21,210, 20, 210
Blockg= 3350, 21300, 130, 21, 210, 20, 210
Block10= 7840, 21300, 130,21, 210, 20, 210
Block14= 12330, 21300, 130, 21, 210, 20, 210
Block1 2=16820, 21300, 130, 21, 210, 20, 210
Block13= 3350, 25790, 130, 21, 210, 20, 210
Block14= 7840, 25790, 130,21, 210, 20, 210
Block15= 12330, 25790, 130, 21, 210, 20, 210
Block16=16820, 25790, 130, 21, 210, 20, 210
Block17= 3350, 30280, 130,21, 210, 20, 210
Black18= 7840, 30280, 130,21, 210, 20, 210
Block19= 12330, 30280, 130, 21, 210, 20, 210
Block20=16820, 30280, 130, 21, 210, 20, 210
Block21= 3350, 34770, 130, 21, 210, 20, 210
Block22= 7840, 34770, 130,21, 210, 20, 210
Block23= 12330, 34770, 130, 21, 210, 20, 210
Block24=16820, 34770, 130, 21, 210, 20, 210
Block25= 3350, 39260, 130,21, 210, 20, 210
Block26= 7840, 30260, 130, 21, 210,20, 210
Block27= 12330, 29260, 130, 21, 210, 20, 210
Block2d=165820, 39260, 130, 21, 210, 20, 210
Block29= 3350, 43750, 130,21, 210, 20, 210
Block30= 7840, 43750, 130,21, 210, 20, 210
Block31= 12330, 43750, 130, 21, 210, 20, 210
Block32=16820, 43750, 130, 21, 210, 20, 210
Block Row Column ID Hame

e | N T B B e o e [ e PN Pt P S T PO P N
Q0| | = 3 40| ) | G| n| &= 03 0| = 3| @) €2 =4 GO| & £= 00| k3| = ) wd|co| =3/ o 4 = L3 3| —=| | so|mo| 1| | tn| &= | Lo ha| =

1 1 1 IMAGE: 520126 ESTs, Moderately similar to AF151830 1
1 1 2 IMAGE:520126 ESTs, Moderately similar to AF151830 1
1 1 3 MAGE:S20132 Lmoz2--Lik only 2
1 1 4 IMAGE:S20132 Lmoz--Lik only 2
1 1 5 IMAGE:520144 RIKER cDiA 0610009014 gene
1 1 6 IMAGE:520144 RIKER cDiA 0510005014 gene
1 1 7 IMAGE:520139 ESTs, Wieakly similar to UBP4 MOUSE LB
1 1 8 IMAGE:520139 ESTs, Wieakly similar to UBP4 MOUSE LBl
1 1 9 IMAGE:B20161 tpkE-pendin--inositol hexakisphosphsat
1 1 10 IMAGE: 520161 ftpkE-pendin--inositol hexakisphosphat
1 1 11 IMAGE:520155 ESTs, Highly similar to KIAS1 423 prote
1 1 12 IMAGE:520155 ESTs, Highly similar to KIAS1 423 prote
1 1 13 IMAGE: 520395 RIKEM cDiA 543040501 2 gene
1 1 14 IMAGE: 520395 RIKER cDiA 543040501 2 gene
1 1 15 IMAGE: 520402 ESTs
4[4[ [, genericGIPOforScanalyze (1] _;uJ

Ready [ ) | | )




S.3.1 Example of tab-delimited Scanalyze Data

> Microsoflt Excel - genencDatal DAT
“ﬁ File Edt Wiew [ngeit Format Toolz Data Window Help Acrobat = |5|£|
[
w2 -] =|
A | B | ¢ |JoplElFlesH]II]Jd] K] L Mm|[N] o |rPlalrR[s]| T3
1 |HEADER SPOT GRID TOP LEFT BOT PRIGHT ROW COL CH1l CH1BE CH1AE CH2 CH2B CH2AB SPIX BGPIX EDGE RATZ? MRAT
2 |REMARK SOFTWARE Scandlyze
3 |REMARK SOFTYERS 244
4 |REMARK CH1 IMAGE  4_Cy3m
5 |REMARK CH2 IMAGE  4_CySm
B |REMARK GRID FILE  Cigeneric. SAG
¥ REMARK DATE 108 £2002
0 |REMARK TIWE 114305
9 |spoT 1 1 Q0 116 103 129 1 1 2690 2196 3150 2122 06 1706 137 13892 0 2664 1819
10 |spoT 2 1 a0 137 103 150 1 2 2TE3 MT4 3051 945 E70 1598 137 1302 0 0552 0555
11 |spoT 3 1 a0 135 103 1T 1 3 B3E1 B2 2957 1434 245 1480 137 13502 0 0193 0266
12 |SpoT 4 1 0 179 103 1892 1 4 5181 2046 2843 12 22 1461 137 1302 0 0416 0288
13 |sPoT a 1 0 200 103 213 1 5 3139 1912 28F2 1060 446 1346 137 1302 i] 05 058
14 |spoT - 1 a0 22 103 234 1 5 3105 1864 2685 1185 406 1259 137 1302 0 0E25 0474
15 |SpoOT 7 1 a0 242 103 255 1 T 2286 20352 2966 1275 350 1253 137 13502 0 3516 0827
16 |=POT g 1 0 263 103 2VEB 1 8 3374 2234 3197 1165 392 1234 137 1302 0 0Efs 082
H"I_ir [» [Hfs genericDatal / <[~ T :
Ready ||
2 Microzoft Excel - genencDatal DAT
”ﬁ File Edit “iew Inzert Format Toolz Data ‘Window Help Acrobat = |5’|1|
AJ16 = =|
U v [ w | % | Y | Z | AA | AR AC | AD | AE | AF | AG | AH |
1 |REGR CORR LFRAT CH1GTB1 CH2GTB1 CH1GTB2 CH2GTB2? CH1EDGEA CH2EDGEA FLAG CH1KSD CH1KSP CH2KSD CH2KSP
2
3
4
5
5]
7
g
] 002 00227 01211 0435 04818 02774 04161 0.3673 0.4354 o 01081 1.01E-01 0.2106 2 42E-05
10| 003 0.0447 00589 0.4672 0.3795 03212 0.3504 0.3587 0.4544 1] 0.05403 §.53E-M 0.2452 3.25E-07
11| 0022 00471 0.029 0.7 05036 056425 0.4234 035311 0.1 1] 0.3562 210E-14 0.23: 1.62E-06
12| -0044 0101 1854 0.554 0.4526 0.75M 0.4055 031349 0.5557 1] 0.4454 1.39E-22 0.2805 4.07E-09
13 |-0.007 -0008 5075 0.5474 0.4453 04672 0.3796 0.329 05362 0] 01123 8.15E-02 0.3135 2 36E-11
14 | 0021 -0032 2562 0562 0.4515 0.4455 0.4234 03673 0.5413 1] 01034 1.33E-M 0.233 1.62E-06
16 | -0005 -0007 1322 0.3796 0.4526 0.27m 0.4161 03515 0.5855 1] 01274 3.2VE-02 0.2574 1.58E-09
16| 0.032 0053 00511 0.se2 05182 04526 04672 0.3439 0.5401 ] 0103 1.48E-01 02678 2 51E-08
H'{l-ir [¥|¥ik_genericDatal / R
Ready | | |




I. Procedure: Convert Data for Array Layouts

1. Select the Chip Set array layout (Scanalyze) if 1n list,
otherwise pick <User-defined>)

2. Select separate GIPO file if needed using the “Browse GIPO file” .

2.1 Repeatedly select 1 or more mput files using the “Browse input files”

3. You may edit or change various array layout parameters at this time
3.1 you may edit the array layout with “Edit Layout”

3.2 you may “Assign GIPO fields” in user data file

3.3 you may “Assign Quantification fields in user data file

3.4 if you changed any array layout parameters, you may save it with
“Save Layout”



I. Procedure: continued...

4. Select the project output directory (1.e., folder) to save generated files

5. Press “Run” to convert the data
6. Press “Done” when it 1s finished.

7. Go to the project directory and then to the MAE sub-directory, click
on the Start.mae file to start MAExplorer on the new data




1. Initial State of Cvt2Mae Program

E&f’,ﬂ'[ﬁﬂZHae: convert array data to MAE xplorer files - Yersion: 01-23-2002 ¥_0.60 [Beta]

Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format

1. Select Chipset -- selact 3 ciip Iy out -- *| Removelayout |
2 Sefact input Data Files: Browse mput e name | |_ Separate /PR | | Browse PO fife |
Editiiayout Assiogn GIPO felds | Aseign Quant ferds

2 T Edit array fayout and map felds:;

Save layout |_ Expert assign-mode

2.2 Samples to use '<<fie>> sampie name' Hemove sample | Hename sampie

Vendor

Layout name

Spotsiricroarray

3. Sedect Project Ouiput Folder: I --Sefact Output Folder-- j

Project output folder:
MAFxpiorer startup Fife:

4. Edit and Run RN (O TP ET S T -

Status:




2. Selecting Scanalyze Chipset Array-Layout

E"g,i[:thHae: convert array data to MAE xplorer files - Yersion: 01-23-2002 ¥_0.60 [Beta)

Enter data for steps 1, 2, and 3. Then 4, prass 'Run' to convert your data to \MMAExplorer forrnat.

~| RemoveLayout |

1. Sedect Chipset --salect a chip lavout --
-- gefect a chip layout -- =
<User-defined>
] GenePLPro3 - generic
2. Select nput Data Files: Cranaliza - Qernarc | jrowse GIPQ fie

Affymelrix - generic
mcyte - generic

Affvmelrix - Mouse

Affymelrix - Hirman -

Editiavont Assign IR0 felds | AseignQuant falds
2. T Edit array layout and map felds:

Savelayout| [ Expertassign-mode

Hemove sample | Hename sample

2.2 Samples to use '<<file>> sample name’

Vendor

Layout naine

Spotsanicroarray

3. Sefect Project Curtpat Folder: I --Sefect Ouwiput Folder--

Project output folder;
MAExpiorer stariup File:

4. Edit and Run RN (I T TS T -

Status:




3.1 Select GIPO Input File with
“Browse GIPO file”

Eggl:thHae: convert array data to MAE xplorer files - Yersion: 01-2 O] x|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format.

1. Select Chipset |Sc:ana.l].rze - geRerc j Remove L ayout |
2. Sefect input Data Files: Browse input fie name | |7 Separate GIPD  Browse GIPO fife |
Editiiayont ASSign GIPO elds | Assign uant rergs |

2. T Edit array layout and map felds:

Save i ayout [ Expert assign-mode

2.2 Samples 1o u: Select next input file to convert [vou may use "ALL" or ‘ALL <ext") ki 3 | e sample |
Laok jn: Ia ScanalyzeData j o £ Ef-

% genencDatal DAT
oenenchatas DAT

genencGIPOforS canalyze. gal

piyze - generic

3. Select Project File name: IgenericGIF'Dfu:urScanaI_l,lze.gaI Qpen I j
Files of bupe: |,a|| Files [.%] - Cancel |
WMAExpiorer stariip Fife:

4. Edit and Run I GO EE TSR -

Status: |Either continue adding input fes (Step 2),
oF define Output Folder (step 3) when done adding fies.




3.2 Specity GIPO Field Names for
Grid, Row & Column

Eﬁﬁpecihl separate GIPO file fields

Specify GIPD fle feid names for (Grnd, Row, Coltrrns). Case s ignored,

Enter GIPQ 'Grd' feld Rame from prfi-down st or rpe it

Block
Array Block
Enter GIPQ 'Row’' feld name1 Array Grid st or type it
|Hﬂw j
Row

Engter GIPQ 'Colmn’' Reld name from puil-down st or type it

[Cor <]

Iﬂnm.'nn

ok | cancei|




3.3 Select Files with “Browse input file” Name

EE::,EthHaE convert array data to MAE xplorer files - Yers _|EI|5|
Enter data for steps T, 2, and 3. Then 4, press Run' to convert yvour data to IdAExplorer formmat

1. Sefect Chipset |Scana.i].rze - generic j Remove Layout |
2. Sefect input Data Files: Browse input ffe name | |7 Separate GIPD Browse GIPD fife |
genericData T.OAT

Editi ayout Assign GIPO fleids |  Assign Quant fieids |

2. T Edit array ayout and map Relds:

Save Layout [T Expertassign-mode

2.2 Samples to use '<<fle>> sample nane': Remove sample | Rename sampie |

= NemplS canalyzeData\genernicData TL.OAT == [genericDala T.DAT]

Select next input file to convert [you may uze "ALL" or ‘ALL <ext>"] [ |

Laak ir: Ia Scanalyzeliata j - £ ER-

% genenchatal . DAT

- JeneH:

genencData2 DAT
genencilPOfarScanalyze.gal

| 3. Sefect Project Ouip -]

File namme: IgenericD ata2 DAT Open

q p q = - |: |
4. Edit and Run Files of type: [l Fies (~) r 4|ame -

Status: |Either continue adding input fies (Step 2),
or define Qutput Folder (step 3) wihen done adding fes.




4. Continue Adding Input Files If Needed

E"g,%[:vtEHae: convert array data to MAE xplorer hiles - Yersion: 01-23-2002 ¥_0.60 [Beta]
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your daia to MAExpiorer format.

1. Sefect Chipset |Scana.i]rze - generic j Remove Layout |
2. Sefect input Data Files: | Browse input fle name | |7 Separate GIPQ Browse GIP0 fife |
generfcData L.OAT
genericData DAT

Editi ayout Assign GIPO fields | Assign Quant fieids |

2.1 Edit array layvout and map felds:

Save Layout |_ Expert assign-mode

2.2 Samples to yse '<<fle>> sample name'; Remove sample | Rename sampie |

<<Cr\Temp\ScanalyzeData\genaricData TDAT>> [genericData 1.DAT]
<< \TempiScanalyzeDatz\genericData LDAT=> [genericData 2.DAT]

Vendor ?
Layout name Scanalyze - generic
Spotsimicroarray 13448
3. Sefect Project Oudput Folder: | --Sefect Quiput Folder-- j
Project ontput folder:
JAExpiorer stariup File;

4. Edit and Run F N A R T S T -

Siatus: |There are 13448 rows of data in e [genericData 2.DAT]

The Field names row is T




S.1 Edit Layout ‘Wizard’ Values for This Array

[1] Array [ayout name and vendaor - (ALO file version:1.9)

MyScanalyzelData
EA A

Array layout name
Yendar name far the array

LInigque name of the array [ayout designatar. This is generally
specified by the chip vendar. If it is your own chip

then use your owh designator to differentiate

your chip designs.

=Hack | Mext= Finish Cancel




5.2 Edit Layout ‘Wizard’ - Grid Geometry. Enter
(Grid, Rows/Grid, Columns/Grid) Values

E‘E’i Edit MAE xplorer project O
[2] Grid geometry data

Mumber of duplicated spot Fields in array 1

Mumber of Grids per Field 32
Mumber of spots per Grid Row 21
Mumber of spots per Grid Calumn 20

Lse Mol.Dynamics ™AME-GRC' else (Grid, How, Cal) |_ Lse Maol.Dyn. '™MAME-GRC else above explict (Grid, Fow
Specify array layvout by Grid-geometry OF by # spotsfarray |_ Llse # spots (HELOW), else grid-geometry (AEOVE)
Maximum number of spots in array |1 3448

Ifyou specify the array layout by Grid-geometry (ABOVE), =
then enter (#Fields, #Grids, #Grid-rows F#Grid-cols).

Ifwou specify the layout by the maximum number of spots

in the array (BELOWY, it will estimate a pseudo-layout

that the spots will fit on the this array for

visualization purposes. It does not carrespond to the

actual array layout which you do not have to enter.

4 o

<Back | {Next= | Finish | cancel |




5.3 Edit Layout ‘Wizard’ Input Data File Row
Values. Verify Row Where Field Names Defined

[=3 E dit MAE xplorer project - |3 x|
[3] Input file starting rows data

(Optional) Row containing a list sample names 1]
Row containing a list of quantitative file Field names 1
First rowe containing quantitative file Data 2|
Fow containing opt. separate GIPO file Field names 38
First rowy containing opt. separate GIPO file Data 34
(Optional) Comment token

(Optional) Initial keyword for each data roow

mMumber of rovye that containg the names of the data file Field names.

Edg. grid, row, column, GeneBank |D, GeneMame, Clane D, etc.

[Row #s start at row 1] o

Drata from rowe #1 in file[CATempiScanahzeDatalgenericDatal . DAT]

Current Field name column[1]= 'HEADER'

Current Field name column[2] = "SPOT'

Current Field name columnf3] = 'GRID

urrent Field name columnfd] = TOP!

urrent Field name column(a] = 'LEFT _|j
F

| v

Mext= | Finish | cancel |




5.3.1 Edit Layout ‘Wizard’ Input GIPO File Row
Values. Verify Row Where Field Names Defined

E‘%,%Edit MAE xplorer project

[3] Input file stading rows data

(Dptional Row containing a list sample names 1]
Fow containing a list of quantitative file Field names 1
First row containing quantitative file Data 2|
Row containing opt. separate GIPQ file Field names 38
First row containing opt. separate GIPO file Data 39
(Optionaly Comment token

(Optionaly nitial kevward for each data row

Mlumber of row that contains the names of optional GIPO file Field names [

inthe file. Eg. grid, rove, column, GeneBank 10D, Genelame, Clone D, etc.

[Fow #5 start at rowe 1]

Data from row #38 in file[CATempScanalzeDatalgenericGIPOfarScanalkze.gal]

Current GIPO Field name column(1] = 'Block’

Current GIPO Field name column[2] = 'Fow!

izurrent GIPQ Field name column[3] = 'Column’

Current GIPO Field name columnl4] = 10 _

Current GIPO Field name column[a] = Mame' _|;I
*

Next= | Finish | cancel |




S.4 Edit Layout ‘Wizard’ Ratio or Intensity Values

[4] Ratio fluorescence data

Fatio {.e. Cy3,Cya ar Intensity Data |7 Lse Ratio else Intensity data
If Ratio data, use (CyafCy3al else (CyCya) |_ Llge (CyafCydd else (Cy3Cyh)
Fluorescent dye for intensity 1 (if ratio data) Cya
Fluorescent dye for intensity 2 {if ratio data) e
Hawe hackground intensity data F Has hackground data
Data for MAExplarer is either ratio data such as =

Cy3fCwa orintensity data such as P33, etc.

Finish | Cancel |

ﬁEackl




5.5 Edit Layout ‘Wizard’ optional (X,Y)
Coordinate Values

23 Edit MAE xplorer project - |O] x|
[5] (Opt) Microarray 4% coordinate options

Lse microarray pseudo §%) coordinates |7 Generate array pseudo XY coordinates
LIse actual microarray pseudo G coardinates |_ Hawe actual XY coordinates for each sample
Reuse (<) coordinates of first sample far all samples |_ Reuse array XY coards far all arrays
Swap microarray row's and columns |_ Swap array rows and columns
Generate a microarray pseudo image Using a representation of =

the array based on Grids, Grid Rows, and Grid Columns.
Otherwize, use the ¢ data supplied for each spot -

if it exists. Ifthis option is set, it will overide the actual
0= coordinates ifthat option is selected as well.

Finish | Cancel |

:Eackl




5.6 Edit Layout ‘Wizard’ Genomic ID Values

[6] (Opt) Genomic ldentifier options

Has Location data |_ |Iser data file has Location data
Has Clone [D data |7 lIser data file has Clone ID data
Has GenBank data |_ lIser data file has GeneBank data
Has LiniGene |D data |_ lIser data file has LiniGene data
Has dbEST data |_ IIser data file has dhEST data
Has LocusLink data |_ IIser data file has LocusLink data
Has SwissProt data |_ lIser data file has SwissProt data
Has Plate data |_ lIser data file has Plate data
Get Genomic IDs from 'Description’ |_ Get Genaomic [Ds from 'Description’
The user data file has LMAG.E 'Clone ID' data. -]

=Hack Finishl E:ancell




5.7 Edit Layout ‘Wizard’ Gene Names Description

Eﬁ Edit MAE xplorer project = 0] x|

[f] iOpt) Gene names (or description) aptions

Has Gene Class user data |_ LIser data file has Gene Class data

Has LiniGene Mame user data |_ LIser data file has LiniGene Mame data

Has separate per-spot QualCheck user data per-sample F LIser data has separate per-spot QualCheck data
Has '"GIPQ' QualCheck user data for entire DB |_ LIser data file has 'GIPQ' QualCheck data

The user data file has "Quant' QualCheck data. This data =]
I 0n a per-spot basis for each array bybiridization.

The code (see MAExplorer Reference Manual Appendix C Table C.4.2)

may be used to flag bad spots or missing spot data.

Finish | Cancel |




5.8 Edit Layout ‘Wizard’ Calibration Values.
Define UniGene Species prefix

E‘%,%Edit MAE xplorer project

[8] (Cpt) DMA Calibration and user plate names, LiniGene species name

Marme of calibration DMA (if in database)

Mame of researcher's special clones {fin database)

Hatme of empty wells Ermipty
Mame species (opt) Mouse
Hame LiniGene Species prefix (oph |ru1m e IR M =
Hs =
At
Bt
Dr
Hy
LIniGene species prefix iMouse Mm, Human Hs, etc). This is 05
Used in gquerving Genomic WWeb databases. Ifyou do not see Fn =

the prefix you want in the choice menu, type itin.

<Back | Next- | Finish | cancel |




5.9 Edit Layout ‘Wizard’ Database Name Values.
Define Optional Names for Database

gﬁ Edit MAE xplorer project -|O] x|

[9] {Opt) Database and data gquantification program

Your name ofthe created database {opt) s datahase|
Your name of the database subset (opt) Wy database subset
Generic project name for all samples (oph My Data
Mame of spot quantification program {opt) sScanahze
Generic name ofthe project to be used for all samples inthe database. =

If no name is specified, it uses the input data files folder.

<Back | Next= | Finish | cancel |




S5.10 Edit Layout ‘Wizard’ HP-X,-Y Class Names

gﬁ E dit MAE xplorer project - O] =]
[10] (Cpt) Hybridized sample 0447 'set' class names

Default name of ¥ samples 'set’ HP-¥ 'set’
Default name of ¥ samples 'set’ HP-% 'set’
This is the namme for the samples assign to the & set’. 2

<Back | {Mext=| Finish | cancel |




S.11 Edit Layout ‘Wizard’ Default Thresholds

[11] (Opt.) Default data Filtering thresholds

Default cluster similarity threshold [0 1000] 10.0
Default # genes in highestlowest 100
Crefault ¥ clusters for K-means clustering [1 : 1000] 3]
Cefault p-walue threshold {for t-tests) (0.0 : 1.0] .04
Cefault Coeff. OfYariation threshaold [0.0 : 1.0] 0.z
Cefault abhsolute difference threshold [0.0 : 4.0] 0.2
Default p-Yalue used in the t-Test data Filter. =

This is the initial value shown in popup sliders.

~=Ela|:|-:| | Finish | isancel |




6. Other Options - Assigning User Data Fields to
MAExplorer Fields

GIPO (Gene In Plate Order or “array print” table) - assigns genes to
positions on the array as well as GeneBank ID, Clone ID, LocusID (1f
available), Gene Name, etc.

* Quant data - assigns names of quantified data in the user file to
MAEXxplorer data (e.g. Cy3 intensity to RawIntensityl, Cy5 to
RawlIntensity2, etc).




6.1 “Assign user fields to GIPO fields”

& =10] x|
Assign user fields to GIPOQ fields

grid

Qrid o ROy j
grid col CoL -l
Clone ID ID -l
Genemame Marmne j

Cone | Cancel | Help | |7 Allow duplicates

]
=

Assign user field
grid
grid o
grid col
Clone D

GeneMame

Du:lnel C:anc:ell Hel

=10] x|
5 to GIFO fields
GRID -]
ROy -]
coL -]
D -]
Marme -
CH2ZEDGEA
FLAG

CH1KSD
CH1KSP
CHZKSD




6.2 “Assign user fields to Quant fields”

= =13] x|
Assigh user fields to Quantitation fields
grid | -
grid rowy RO |
grid col oL |
Cy3 CH1I |
Cyd CH2I |
GualCheck FLAG |
Cy 3Bk CH1B |
CyaBkg CH2B |
Clione | Cancel | Help ||7 Al duplicates




7. Optional “Save Layout” to Array Layout
Database After Edit Layout and Assign fields

E%‘:EthHae: convert array data to MAE xplorer files - Wersion: 01-23-2002 ¥_0.60 [Beta]
Enter data for steps T, 2, and 3. Then 4. press 'Run' to convert your data to \WMAExpiorer format

1. Select Chipset |S-::ana.i].rze - genetic j Remove Layout |

2. Sefect mput Data Files: Browse input fie name | |7 Separate GIPO  Browse GIPQ fife |
genericData 1.DAT
genericData2 DAT
Edittayout | Assign GIPO fields |  Assign Quant fields |
2. T Edit arvay layout and map feids:
- |_ Expert assign-Hode
2.2 Samples to use '<<file=> sample hame': Remove sampie | Rename sample |

<<C:\Temp\S canalyzeData\genericData 1.OAT>> [genericDatalDAT]
<< C:\Temp\§ canalyzeData\genericData2. DAT>> jgenericData? DAT]

Vendor ?
Layout name Scanalyze - generic
Spoisimicroarray 13448
3. Select Project Output Folder: | --Seafact Qutput Foider-- j
Project output folder;
WWAExpiorer starinp File:

4. Edit and Run L R I e S TR -

Status: |Saved edited array fayout f5canalyze - genericy

to fie [Scanalyze-Generic.alo]




8. Specifying “Create new project folder” Option
Where Generated Database Will Be Saved

E%%EthHae: convert array data to MAE xplorer filez - Yerzion: 01-23-2002 ¥_0.60 [Beta)
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to comvert your data to MAExpiorer format

1. Select Chipset | Scanalyze - generic | RemoveLayont |

2. Sefect iput Data Files: Browse input file name | |7 Separate GIPQ Browse GIPQ fife |
genericData T DAT
genericDataz DAT
Editiayout | Assign GIPO fleids | Assign Quant fields |
2.1 Edit array Jayout and map Reids:
- [T Expert assignmode
2.2 Samples to use '<<fle>> sample name': Remove sample | Rename sampie |

<< Temp'S canalyzeData\genericData TDAT=> [genericData L.DAT]
<<CriTemplS canalyzeData\genericData 2. DAT>> [genericData2 DAT]

Vendor 7
1 ayout name Scanalyze - generic
Spotsimicroarnray 13448
3. Select Project Output Folder: | --Sefect Quiput Folder-- j

. Create New project folder
Project ontpat folder: \ngarga with Existing project folder

TAAFxplorer stariup File: IUS& nput foider for output fies

4. Edit and Run el o s ar it -

Statns: | Saved edited array layout fScanalyze - generic]

to Me [5canalyze-Genaric.alo]




8.1 Specifying New “Project Output Folder”

Eg,i[:vtEHae convert array data to MAE xplorer files - Yerzsion: 01-2 - |I:I|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert yoly data to \MMAExpiorer format.

1. Select Chipset |5cana.i].rze - eneric j Remove Layout |
2. Select input Data Files: Browse mput fle name | |7 Separate GIPO Browse P00 g |
genericData LDAT
genericData 2. DAT
Select the Project Folder to save converted data 7| =]
- ik - 3 -

Save_ln.l'alun J & E £F B 5 ¢ Feids |

2. T Edit array layorrt and m

2.2 Sampies to use '<<fiie= prnpie |

<aCiTempiScanalyzeDats!
w<CriTempiScanalyzeData!

File narne: |Select Project Folder - then press 'S ave’ Save I p—
Save as lupe: I,-'i'-.II Files [#.%] j Cancel |
3. Select Project Quiput Folder: | Create New project folder j

Project output foider:
MAExpiorer stariup File: |IIIAE Startmae

4 catandun o comerso ot rese]

Status: |Now press 'Run' to convert your data to MAExplorer format
to e [Scanalyze-Generic.aiof




8.2 “Project Output Folder” & MAE startup file

E"g,i[:thHae: convert array data to MAE xplorer files - Yerzion: 01-23-2002 ¥.0.60 [Beta]
Enter data for steps 1, 2, and 3. Then 4, prass 'Run' to convert your data to MAExpiorer formmat.

1. Sefect Chipset |5cana.i].rze - generic j Remove Layout |
2. Select nput Data Files: Browse Input ile name | |7 Separate GIPQ | | Browse G/PD fifg |
genericData T.OAT
genericData 2. DAT

Editiayont)| Assign GIPO fleids |  Assign Quant fields |

2. T Edit array layout and map felas:;
|_ Expert assign-mode

2.2 Samples to use '<<file>> sample name'! Hemove sample | Rename sample |

=G\ TempiScanalyzeData\genericData LOAT=> [genericData T.DAT]
=G\ TempiScanalyzeData\genericData L.DAT=> [genericData2.DAT]

Vendor 7
Layout name Scanalyze - generic
Spotsimicroarray 13448

3. Sefect Project Output Folder: Create New project folder ~

Project output folder: |G \Tempyunk,
MMAExpiorer stariup File: | CHiTempYunkWWIAE \Startmae

4 eatandran o converson vt | moset

Status: |Now press ‘Run' to convert your data to MAExpiorer fornat

to fle [Scanalyze-Generic.alo]




9. Conversion in Process After Pressing “RUN”

E"E,%EvtEHae: convert array data to MAE xplorer files - Yerzion: 01-23-2002 ¥_0.60 [Beta]
Enter data for steps T, 2, and 3. Then 4. press 'Run' to copvert your data to MAExpiorer format

1. Select Chipset |Scana.fj.rze - genaric j Remove Layout |
2. Sedect input Data Fifes: Browse input e name | |7 Separate GIPD | Browse GIPO fig |
genericData TL.DAT
genericDatz 2. DAT

Editiayont| Bssignicipomerds | WEssign auantneide |

2.1 Edit arvay layout and map Relds:
|_ Expert assign-mode

2.2 Samplas to use '<<fle>> sample name': Hemove sample | Hename sample |

<<C\TempiScanalyzeData\genericData T.OAT=> [genericData T.DAT]
<<\TempiScanalyzeData\genericData 2 DAT=> [genericData2 DAT]

Vendor 7
Layout name Scanalyze - generic
Spotsimicroarray 13448
3. Sefect Project Ouiput Folder; | Create New project folder j

Project output folder; |G\ Ternpyunk
MAExpiorer stariup Fife: | C\TempYunkWiAE Startmae

4. Fdit and Run RN N ET ST -

Status: |===rereading row #5400 [C:\Temp\S canalyzeData\genericData LOAT]
For sampie #71 [genericData T.OAT]




10. Notification that Conversion is Finished

E"g,i[:thHae: convert array data to MAE xplorer files - Yerzion: 01-23-2002 ¥.0.60 [Beta]
Enter data for steps 1, 2, and 3. Then 4, prass 'Run' to convert your data to MAExpiorer formmat.

1. Sefect Chipset |5cana.i].rze - generic j Remove Layout |
2. Select nput Data Files: Browse Input ile name | |7 Separate GIPQ | | Browse G/PD fifg |
genericData T.OAT
genericData 2. DAT

Editiayont)| Bssigncipo neroe | WASSiGn Guant nerds |

2. T Edit array layout and map felas:;
|_ Expert assign-mode

2.2 Samples to use '<<file>> sample name'! Hemove sample | Rename sample |

=G\ TempiScanalyzeData\genericData LOAT=> [genericData T.DAT]
=G\ TempiScanalyzeData\genericData L.DAT=> [genericData2.DAT]

Vendor 7
Layout name Scanalyze - generic
Spotsimicroarray 13448
3. Sefect Project Ouiput Folder: | Create New project folder j

Project output folder: |G \Tempyunk,
MMAExpiorer stariup File: | CHiTempYunkWWIAE \Startmae

4. Edit and Run TN (TP ST Done

Statns: |==== Finished wiiling out data fes. Press Done' o et

To start MAExpiorer, go to project folder & click on Startmae.




11. MAExplorer Data Created By Cvt2Mae

& C:ATempijunk 5 Il 3 | I @ C-\ T emphjunkAMAE =] B

J File Edit “iew Fawvorntes Toolz Help | J File Edit View Favortes Tool: Help |ﬁ

J = Eock ~ | aﬁearch L4, Folders » J Back - wp - | @%mch C Folders @Histnr_u | >

| Address [ ¢ Tempiunk -] @6 | Addiess |1 CATemphiunkMAE & Ga

e | [l [swlte odied

ate ile Faolder :
MAE : :

"] Repart File Folder 1 1239007 7-97 AM Start.mae 1... MAExplorer startup file 1/23/2002 722 A

] E!_!._J_ir_'!t File Folder 12342002 722 Ak

CIMAE File Folder  1/23/2002 7:22 AM N .

L. Config File Folder 12382002 722 Ak |'I biect 370 bt |@ Mo O t

[ Cache File Folder  1/23/2002 7:22 AM gl i A —— %

|E abject(z] |EI bytesz |@ ky Computer g

& C:\Temp\junkiQuant =] F & C:ATempijunkiConfig - |O] =]
J File Edit Miew Favorntes  Tool:  Help |ﬁ J File Edt “iew Favortes Toolz Help ‘

J 4= EBack ~ = - | ‘D Search S Folders < 4 History | E > J 4= Fack - = - | “h Search = Folders >
J Address |[:| C:AT emphjunk \Quant I o Go Jﬁ‘«gdress |[:| C:ATemphjunk\Config ‘l o Go

M ame Size | Type todified = FE | Sizel Tupe | Modified = |
genericData?DAT.quant  409KB GUANT File  1/23/2002 7:22 &M =| SamplesDE. st TKE TXTFile 1/23/2002 7-22 AM
genenicDatal. DAT . quant 407 KB QUANT File  1/23/2002 7:22 &M S| MaeConfig bt JKB  TwT File  1/23/2002 722 AM

u =| GIPD. st BRZ KB TxT File 1/23/2002 722 &b
1| | ]
: =]

2 obiect(s) B14KE A= My Computer AT 60 KB L5 My Computer v




12. Running MAExplorer on the Converted Data

E‘%,%Hicmﬁnay Explorer - ¥0.94_ 05-Beta - My databasze subset
File Samples Edit Analysiz Yiew Plugins  Help

Enter gene name ar clone Ik | |_ Mouse-over info HF-%: genericlataz DAT (Cy2/CyE)

HP-*": generichratad .DAT (Cy3fCyS)

=10 x|

|[1 -A4 A HP-H G =01.572,0.28) ¥iv=5.427 (Morm.: median intensity)

|CIDnEID: IMAGEBT4024,

|GeneName: RIKEM cOMNA 4921531001 gene

HP-X: genericDataZ.DAT (Cy3/Cyb)
HP-Y: genericDatal.DAT (Cy3/Cyb)

genericlatal.D

Gene Class

ALL NAMED GEN

& C:ATempijunk\MAE - 10| x|

File Edit “iew Favortes Toolz  Help n

£] | ‘ChSearch L Folders - 4 Histary

>

dddiess |1 CATemphiunk MAE -] PG

M arme | Size| Tppe | todified

|

MAE Stark mae 1... MMAEwplorer startup file 1/23/2002 722 Ak

| Wl

1 ohject(z] 370 bytes @I ty Computer
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