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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
, LocusID, 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:

. full sample description

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

. optional sample ID number

. other data you wish to carry with the samples (used 1n 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 Affymetrix Data

> Microzoft Excel -

genenc-U937-Affpmetrx_txt_xls

”ﬁ File Edit “iew |nzet Fomat Tool: Data Window Help Acrobat
EHERY bR 9o = A 4L % il
arial "8 E==E|% %, t03+'?3|+;,§
A2 -] =|
A | B | o  E | F | G | H J K L | M

1 |Expression Analysis: Pivot Tab

2 |

3 .Sample-1n-1-l.lﬂﬁn Sample-1B-1-U95A Sample-1B-1-14 Sample-24A-1-U95A Sample-2B-1-U95A Sample-2A-1-14

4 |probe set Aug Diff Abs Call  Avg Diff Ab=z Call  Diff Call Fold Change Avg Diff Abs Call  Avg Diff Absz Call  Diff Call Fold Chang

a9 1M100_g_st 2041 P 160 A MC 1.3 2338 P 1417 P MC 1.1

G |1000_at 157 2 P 2072 P MC 1.3 12894 P 1M 2P MC -1

7 1001 _at 337 A AT A MNC 1.3 473 A 114 A& M 1.2

8 (1002 _f_st g A 349 48 M 1.3 92 A 1485 & M 1

9 (1003 = st -22a A 24 0A MC -14 352 A 145 4 B I
(44 ¥ [#] generic-U937-Aymetre.tzt 4] :
Ready | | | | | | | A
X Microzoft Excel - genenic-U937-Affymetrz_txt_xls s
”ﬁ File Edit “iew |nzet Fomat Tool: Data Window Help Acrobat = |I5’|E||

EHERY bR 9o = A 4L % il
i - 8 E==EH% %, W% &
A2 -] =|
M | o | P | @ | R | 5 | T | U % W x| ¥y | 7 I3

1

2

3 |Sample-2A-1-1B Sample-2B-1-14 Sample-2B-1-1B Sample-2B-1-1248

4 |Diff Call Fold Chang Diff Call Fold Chang Diff Call Fold Change Diff Call Fold Change Probe Set |dentifier Description

G |MC 15 MNC -1.4 MNC B I I e -16 100_g_at YOE200 YO5200 =H=RABGTRA H

B |MC =23 MNC =16 MNC -2 MC 1.1 1000 _at ®EO155 KEBO1 58 =mRrA DEFIMITIO

7 MG 15 MNC -1 MNC 1.3 NC -1.2 1001 _at ®EO9ST KEO95T =cds DEFIMITION

g8 |mC =13 MC 1.0 MNC -1.3 MC 1.1 1002 f st HESSE2 KES962 =cds DEFIMITICN

= I 15 MD 15 MC 1.2 MNC 1.3 1003 = at HEE149 WEE1 49 =cds JDEFIMITION

(44 ¥ [#] generic-U937-Aymetre.tzt

Feady

I+

EF




I. Procedure: Convert Data for Array Layouts

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

2. Select 1 or more input files using the “Browse mput 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”

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



I. Procedure: continued...

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 Affymetrix Chipset Array-Layout

=10l x|

E‘%’%EthMae: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (B

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

~| Removelayout |

1. Select Chipset -- sedect a chip lavout --
- sefect a chip layout -- =
<User-defined>
GenePixPro3 - generic
2. Select Input Data Fifes: Scanalyze - generic owee GIFO e

] gk

rcyte - generic
Affrmetrix - Wouse
Affymetrix - Hinnan

-

SR L ST EIas, | Ann T e BT

2. T Edit arvay layout and map felds:

Savelaymit |_ Expert assign-mode

2.2 Sampies to use '<=fle>> sample name' HRemove sampia | Hename samplie

Vendor

Layout name

Spotsimicroairay

3. Sefect Project Output Folder: I--Se!ect Outpest Folder-- j

Project output folder:
MAExplorer stariup Fliie:

4. Fdit and Run St o et sueier Sit -

Status:




3. Select Files with “Browse input file” Name

e

E"Eﬁtvtzrﬂae: convert array data to MAExplorer - |EI|5|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer formmat
1. Select Chipset |Af.f_-,rmem'x - feneric j Remove Layout |
2. Sefectinput Data Files: Browse nput ffe name | |_ Separate GIPD Browse P e |
Euedzyuns ATy IR Talts || Aali it Tes |
2. T Edit array fayout and map felds:
Savefayont |_ Expert assign-tnode
2.2 Samples to use '<<fle>> sample pame': Remove sample | Rename sampie |
Select next input file to convert {you may use “AL 7] x|
Look in: I {3 GerericData j = =¥ EB-
genericarr ayision, bxk genericIncybes, cgi
generic-La37-aFFymetrs:, bxk
genericIncykel . cqi
genericIncybes, cqi
3. Sefect Project Ountpet Folder: vI
4 | i
Project output fo  File name: Igeneric-Ll 937-Affyrnetrs. bt Open I
MAExplorer Startip Figs of type: [l Files () =l Cancel

4. Edit and Run LT N T TP e T -

Status: |Either continne adding inpiit fles (step 2),
o define uiput Folder (step 3) when done adding fes.




4. Input File(s) Analyzed for Multiple Samples

=10l %]

E"E,%E?I:ZMaE: convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (B
Enter data for steps T, 2, and 3. Then 4. press 'Run' to convert your data to \MMAExplorer formmat

1. Select Chipset | Affymetrix - generic ~| Removelayout |

2. Sefect inpit Data Files: | Browse input e name | |_ Separate GIPO Browse (P e |

generfc-Uraz 7-Affrmetr bt

Edittayout Assign GIPO fieids | Assign Quant fields |
Savelayout |_ Expert assignanode

2. T Edit array layout and map felds;

2.2 Sampies to use '<<fla>> sample name': Remove sample | Rename sampie |

o TempiGenercData\generic-U93 F-Affirmetc ba== [Sample-TA-T-Lr95A]
s\ TempiGenercData\wgeneric-UA3 F-Affrmetrc bat== [Sampie-T8-T-Ur95A]
w<CiTempiGenercDatageneric-Ur93 T-Affrmelnc bat== [Sample-2A-T-U95A]

Aol Tamalil anarisaDntalaanavis FHDT A fRsahsr betas FCAamanda 290 A PRIEAT

K B

Vendor Affymetrix
Layout name Affrmetrix - generic
Spotsimicroarray 12630
3. Sefect Project Ouiput Folder: | --Sefect Output Folder-- j
Project output folder:
MAExplorer stariup File:

4. Edit and Run St ot supieer i -

Status: |Extrapoiating seiup (gridyrow, cof) sizes fom # rows in sampie

Adding rest of the sampies o sampie ist Do {step 3) after add aif fles.
mvalid sample [Sample-28-T-T2A] feld fOIFF Cail.




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

E%%Edit MAE xplorer project
[1] Array [ayout name and vendor - (ALO file wersion:1.7)

Array layout name !&fﬁ.rmetri}[- Human

Yendar name for the array Affvimetrix

Mame of the array layvout designator. This is generally
specified by the chipwendaor. If it is vour own chip
then use your own designator to differentiate

your chip designs.

:Elacl-:l He:{tbl Finishl Cancell




5.2 Edit Layout ‘Wizard’ Grid Geometry Values

Eﬁ E dit MAE xplorer project -0

[2] Grid geometry data

Mumber of duplicated spot Fields in array 1

Humber of Grids per Field 11
Mumber of spots per Grid Row 249
Mumber of spots per Grid Column 40

Lse Mol.Dynamics ™NAME-GHC else (Grid, How, Col) |_ Lse Mol .Dyn. MNAME-GRC else above explict (Grid, R ow
Specify array layvout by Grid-geometry OF by # spotsiarray |7 LIse #¥ spots (BELOW, else grid-geometry (ABOWVE)
Maximum numhber of spots in array |1 230

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

Ifyou 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 correspond to the

actual array [ayaut which you do nat have to enter.

o of
dEackl

Finish | Cancel |




5.3 Edit Layout ‘Wizard’ Input File Row Values.
Verify Rows for Sample & Field Names Defined

E*E_,%Edil: MAExplorer project : - |I:I|£|
[3] Input file starting rows data

(Dptional) Row containing a list sample names 3
Fow containing a list of gquantitative file Field names 4
First rowe containing gquantitative file Data 5|
Fow containing opt. separate GIPO file Field names 1]
First rovy containing opt. separate GIPOQ file Data 1]
(Dptional) Comment token

(Optional) Initial kevward for each data rowe

Eg. grid, rowe, column, GeneBank |D, GeneMame, Clone (D, efc.
[Row #s start at rowe 1]
Data fram row #4 in file[CATempiGenericDataigeneric- U9 37-Affvmetr: txd]
Current Field name colurmn[1] = ‘prohe sef’
Current Field name column[2] = Yy Diff
Current Field name column[3] = Ahs Call’
Current Field name columnf4] = Ayg Diff

4 Ne

<Back | Next=| Finish | cancel |

Humber of row that contains the names afthe data file Field names. j




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

E‘,ﬁ Edit MAE xplorer project =]
[4] Ratio fluorescence data

Fatio (i.e. Cy3,Cya) or Intensity Data |_ lze Ratio else Intensity data
If Ratio data, use (CyaiCya) else (Cy3ICya) |_ Llse (CyalCyd else (Cy3icya)
Fluorescent dye for intensity 1 {f ratio data) |Cy3
Fluorescent dye for intensity 2 (if ratio data) |Cy5
Hawe background intensity data |_ Has background data
Data for MAExplorer is either ratio data such as =

CyCya, arintensity data such as P33, ete.

=Back Finish Cancel




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

EﬁEdit MAE xplorer project - |O] =]
[a] (Cpty Microarray (£,Y) coordinate options

Llse microarray pseudo (4% coordinates |7 Generate array pseudo XY coordinates
LIse actual microarray pseudo (4Y) coordinates |_ Hawe actual X% coordinates for each sample
Feuse (4¥) coordinates of first sample far all samples |_ Feuse array =Y coords for all arrays
Swap microarray rows and columns |_ Sweap array rows and columns
Generate a microarray pseudo image Using a representation of =

the array based on Grids, Grid Rows, and Grid Columns.
Cthemwise, use the (<4 data supplied for each spaot -

if it exists. Ifthis option is set, itwill overide the actual
oY) coordinates ifthat option is selected as well.

..................

<Back | {Next= || Finish | cancel |

..................




5.6 Edit Layout ‘Wizard’ Genomic ID Values

Eﬁ Edit MAE xplorer project O
[6] (Opty Genomic [dentifier options

Has Location data |_ Iser data file has Location data
Has Clone 1D data |_ LIser data file has Clone [D data
Has GenBank data F LIser data file has GeneBank data
Has UniGene 1D data |_ LIser data file has UniGene data
Has dbEST data |_ LIzer data file has dbEST data
Has LocusLink data |_ LIser 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 Genomic 1Ds from 'Description’
The user data file has 'GenBank' identifier data. =

See htp:inchinlm.nih.gow for more information.

Finizh | Cancel |




5.7 Edit Layout ‘Wizard’ Gene Names Description

Eﬁ E dit MAE xplorer project O] =

[F] (Opt) Gene names (or description) options

Has Gene Class user data |_ LIser data file has Gene Class data
Has LniGene Mame user data |_ LIser data file has LiniGene Mame data
Has separate per-spot QualCheck user data per-sample |_ Iser data has separate per-spot QualCheck data
Has 'GIFO' QualCheck user data for entire DB |_ LIser data file has 'GIPO' QualCheck data
The uszer data file has UniGene Mame data. This could -]
he used ifthe default 'GeneMame' description is not
available,

<Back | {Nexi=| Finish | cancel |




5.8 Edit Layout ‘Wizard’ Calibration Values

T

x=4 Edit MAExplorer project - |I:I|E|
[B] (Cpty DA Calibration and user plate narmes, LniGene species name

Mame of calibration DMA (T in database)

Mame of researcher's special clones {if in database)

Mame of empty wells Ermpty
Mame species (opt) ¢
Mame UniGene Species prefix (opt) |?? e e Hs =
Hz &
At
Bit
Or
Hy
LIniGene species prefix (Mouse Mm, Human Hs, etc). This is s ]
used in querying Genomic Weh databases. [fyou do not see Hn =

the prefixyou want in the choice menu, type itin.

<Back | Next»

Finish | Cancel |




5.9 Edit Layout ‘Wizard’ Database Name Values

Eﬁ Edit MAE xplorer project O
[H] (Opty Database and data quantification program

Your name of the created database (opth My project description
Your name of the database subset (opt) My sub project description
Generic project name for all samples (opt) iy Data
Matme of spat guantification program (opt) Affvrmetrix
Generic name of the project to he used for all samples in the database. =

It 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] (Opty Hybridized sample (44 'set' class names

Default name of ¥ samples 'set’ HP- 'set’
Default name of ¥ samples 'set’ HP-Y 'set’
This is the name for the samples assighn to the % set’ =

<Back | {MNext=1| Finish | cancel |




S.11 Edit Layout ‘Wizard’ Default Thresholds

[11] (Cpt) Default data Filtering thresholds

Default cluster similarity threshold [0 :1000] 10.0
Default # genes in highestlowest 100
Default # clusters for K-means clustering [1 : 1000] 3]
Default p-value threshold (for t-tests) (0.0 1.0] 0.05
Default Coeff. Of\Wariation threshold [0.0 : 1.0] 0.z
Default absolute difference threshold [0.0 : 4.0] 0.z
Default p-Value used in the t-Test data Filter. ~

This is the initial walue shown in popup sliders.

<Back | 1 | Finish | cancel |




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”

e =10] x|
Assign user fields to GIPO fields

Location
dentifier =not useds= -]
Generarme Description j

Cione | Cancel | Help | |_ Allowy Duplicate

= (= b3
Assian user fields to GIFQ fields
Location probe set -
ldentifier =0t uged= j
GeneMarme Diff Call ]
Fold Change
Dunel game|| L Diff Cal
Fold Change
Frobe Set
Description -




6.2 “Assign user fields to GIPO fields”

= =10l x;
Assign user fields to Quantitation fields
Location |pr|:|he Sl |
Rawlntensity

Cione | Cancel | Help ||_ Allowy Daplicate




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

EﬁEthMae convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 {Beta) - |I:I|

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

1. Select Chipset |Af.fymem'x - (JeReHc j Remove Layout |
2. Sefect mput Data Files: Browse input file name | |_ Separate GIPQ  Browse GIPO g |

genenc-Ua3 F-Affrmetrc bt

Editi ayout | Assign GIPQ fields | Assign Quant fiefds |
2. T Edit array layout and map feids: -
- I_ Expert assign-mode
2.2 Samnples to use '<<fle>> sample name': Remove sampie | Rename sample |

<< TempiGenericData\generic-U92 T-Affymetubd=> [Sample-TA-T1-U33A]
=G\ FempiGenericDatageneric-U3 F-Affymetoc == [Sample-TB-1-U95A]
<<CiTempiGenericData\generic-U93 F-Affymetncibd=> [Sample-2A-1-.U95A]
<7 TamniGananrNatainanaric 1 A7 A fiematry biss [Camnia. 2R 1.0 05487

K

Vendor Affymetrix
{ ayout name Affymelric - generic
Spotsimicroarray 12630
3. Seiect Project Quiput Folder: | --Sefect Output Folder-- j
Project outpat foider:
MAFxplorer stariup Fiie:

4. Edit and Run Fidled ot eper Sl -

Status: | Saved edited array fayout [AfRrmelrix - genericy

to fle [Affrmelric-Generic.alo]




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

Egejl:thMae convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta)

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

1. Sefect Chipset |Aﬂ3rmetn‘x - generic j Remove Layout |

2. Sefect input Data Files: Browse input file name | |_ Separate GIPQ  Browse GIPD e |

generic-Ura3 F-Affymetc b

EditLayout | Assign GIPO fieids | Assign Quant fiefds |
2. T Edit array layout and map fefds: N
- |_ Expert assign-node
2.2 Sampies to use '<<fife>> sample name': Remove sample | Rename sampie |
=G TempiGenericData\generic-U83 F-Affrmetoc bad=>» [Sample-TA-T-U95A] o
<=(HTempiGenenicData\genenic-U93 F-Affymetx x> [Sample-TB-1-U95A]
<= CHTampiGenericData\generic-U93 F-Affymetrc == [Sample-2A-1-U95A]
<o\ TamniiGanaricrNatainonaded 12T AFRrmaby hriss MRamnda 2R 10105487 ;I
Vendor Affrmetri
Layout name Affrmetrix - generic
Spotsimicroarray 12630
3. Sefect Project Ouitput Folder: -Sefect Output Foider-- j

--Sefect Ou!;put Fo.fder--

Project output folder: |Merge with Exrsbng project folder
Use Input folder for ottt fles

TRAExpiorey startup Fife:

4. Edit and Run Fltrd o thy e i -

Sigtus: | Saved edited array lavout [Afrmelrix - genericl

to fle [Affymetrix-Generic.alo]




8.1 Specifying New “Project Output Folder”

hitvl:ZMaE convert array data to MaAExplorer files - - |I:I|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data to MAExpiorer format.

1. Select Chipset |Af.f_-,rme!n'x - genaric j Remove Layot |

2. Sefect input Data Files: BrHowsemput e name | |_ Separate (P Brows e ibiEo g |

generic-Uia3 F-Affyrmelc b
Select the Project Folder to save converted data 2 x|

Save in: I'E jurik. j "= £F E-

2. T Edit array layout and map felds:

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

< CiTempiGenencData\generic-L3 F-Affym - |

< CiTempiGenencData\generic-L3 F-Affym
o TempiGenericData\generic-UA3 F-Affimnm

ATl TamnaliTanariaDndalasvavis FHYDT A AR

File name: ISeIect Project Folder - then prezs 'Save’ Save

Save as ype Al Files 7] =] Cancel |

3. Sefect Project Quiput Folder; | Create New project folder j

Project oupat folder:
MAExpiorer startup File;

4. Edit and Run Sl oty e uneer it -

Status: | Saved edited array lavout [ARvmetrix - genericy
to fie [Afymetric-Genearic.alo]




8.2 “Project Output Folder” & MAEK startup file

E"ggl:thMaE: convert array data to MAExplorer files - ¥ersion: 01-23-2002 ¥.0.60 (Beta) - |EI|5|
Enter data for steps 1, 2, and 3. Then 4, prass 'Run' to convert your data to MAExpiorer formmat.

1. Sefect Chipset |Af.f_-,rmem'x - feneric j Remove Layout |

2. Select nput Data Files: BrHowse Impat nle name | |_ Separate IEG | | Browse (3P0 g |

generic-Ura3 F-Affrmetnc bt

Euii b yuni Assign GIPO fleids | Assign Quant fields |
Saveliayout |_ Expert assign-mode

2. T Edit array layout and map felas:;

2.2 Samples to use '<<file>> sample name'! Hemova sample | Hepame sample |

<G TempiGenerncDataigenernic-U93 T-Affymelc bat=> [Sampie-TA-T-U25A] -

<G TempiGenerncDataigeneric-Ua3 T-Affymelnc bk [Sampie-T8-T1-Ura5A]

<G TempiGenerncDataigenernic-U93 T-Affymelc bat=> [Sampie-2A-1-U25A]

~ il TamialiT anariaNatalaanares DT A Ffhrmatwr betss FCAamanda 70 4 THIEAT LI
Vendor Affrmetrix
Layout name Affvmetrix - generic
Spotsimicroarray 12630

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

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

4 eatandran R -doconverson vt Roset

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




9. Conversion in Process After Pressing “RUN”

E"ggl:thMaE: convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Beta) - |I:I|5|
Enter data for steps 1, 2, and 3. Then 4. press 'Run' to convert your data o MAExpiorer formmat

1. Select Chipset |Af.f_-,rmem'x - genaric j Remove Layout |

2. Sefect input Data Files: Browsempat fiename | |_ Separate R0 Browse P e |

generc-Ura3 F-Affrmetnc b

Zuiibayont| Al SR Tl | Asalid it Tk |
|_ Expert assign-mode

2. T Edit array layout and map felds:

2.2 Sampies to use '<<fle>> sample name'; Hemovre sanple | Hename sample |
<G TempiGenerncDataigenenc-U93 F-Affrmetrc b= [Sample-TA-T-Lr5A] -
=CiTempiGenercData'\generic-U93 7-Affymetc bet=> [Sample-TB-T-U95A]
<G TempiGenerncDataigenenc-U93 F-Affrmetc b= [Sample-2A-T-Lr35A]
~er el TamialiT ananmaDatalaanaris P37 A Fhrmatsr bobas FCAamanda 20 4 THIEAT LI
Vendor Affymetrix
Layout name Afymetrix - generic
Spotsinicroarray 12630
3. Sefect Project Duiput Folder; | Create New project folder j

Project ontput foldey: | CHiTempyunkt
MAExplorer stariup Fite: | C\TempyunkWIAE\Startmae

4. Edit and Run Sl oty e uniar it -

Status: |===reyeading row #4600 [C:\TempiGenericData\generic-U93 F-Affymetrc by
For sample #71 [Sample-TA-T-.Lr5A]




10. Notification that Conversion is Finished

E"ggl:thMaE: convert array data to MAExplorer files - Yersion: 01-23-2002 ¥.0.60 (Beta) - - |EI|5|
Enter data for steps 1, 2, and 3. Then 4, prass 'Run' to convert your data to MAExpiorer formmat.

1. Sefect Chipset |Af.f_-,rmem'x - feneric j Remove Layout |

2. Select nput Data Files: BrHowse Impat nle name | |_ Separate IEG | | Browse (3P0 g |

generic-Ura3 F-Affrmetnc bt

Zdiibayunt| Al GIR0 Taliz | sl e Tt |
|_ Expert assign-mode

2. T Edit array layout and map felas:;

2.2 Samples to use '<<file>> sample name'! Hemova sample | Hepame sample |

<G TempiGenerncDataigenernic-U93 T-Affymelc bat=> [Sampie-TA-T-U25A] -

<G TempiGenerncDataigeneric-Ua3 T-Affymelnc bk [Sampie-T8-T1-Ura5A]

<G TempiGenerncDataigenernic-U93 T-Affymelc bat=> [Sampie-2A-1-U25A]

~ il TamialiT anariaNatalaanares DT A Ffhrmatwr betss FCAamanda 70 4 THIEAT LI
Vendor Affrmetrix
Layout name Affvmetrix - generic
Spotsimicroarray 12630

3. Sefect Project Ouiput Folder: | Create New project folder j

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

4. Edit and Run Sl o i e nnier ity Done

Statns: |==== Finished witing out data fes. Press Done' o et
To start MAExpiorer, go to project folder & click on Startmae.




11. MAExplorer Data Created By Cvt2Mae

.
e =I0lx) Feyre—vyTs Ol x|
J File Edit “iew Favortes Toole  Help |
File Edit i Favorit Tool:  Hel |

J 4= Eack -~ = - | @Search L, Folders @Histur},I | R > J gis Bt e iy e Eee

Jﬁddress L1 C:ATemphiunk j > Go J 4= Fack - = - | aﬁearch EE] Folders @Histur}n | 3
Name [_Siz=] [ Modiied | Address [ CATemphjunk\MAE -] @60
_ICache F... 12920070 350 Pk . o

£

£ Config F.. 12/9/2001 350 PM stz sl | Juss Jizsl iz

I MAE F o 12/9/2001 50 PM MAE Ctark. mae 1KEE  MAE=plorer startup file  12/3/2001 3:51 P
U1 Quant F... 124342007 350 Pk

(] Feport F... 12/3/2007 50 PM

1 5tate F.. 12/9/2001 250 PM *] | ]
| | ] |1 object(z) 403 bytes |@I ty Camputer O
|E ohject|z] |EI bytes |@I ty Computer o

& C:ATemp\junkiQuant O] x| & C:\Temp\junk\Config

J File Edt Miew Favoites  Took  Help | J File Edt “iew Favaortes Toolz  Help |

J d= Eock ~ =) - | ‘Qd Search U Folders 4 History || E > J 4mCack - mp = | @_Search C Folders »
Add : i "I G I I
J ddiess | C:ATemphjunk s uant .fn) ] J.-'l'-.dl:lress D C\TemphiunkSCanfia @GD

M ame | Sizel Type ¢ | b odified

Sample- 1410358 quant  39KE OUANT File  12/3/2001 %50 PM Mame Size Modified
Sample-1B-1-U956 quant  350KB  QUANT File  12/9/2001 351 PM = GIPO.kt 2407 KB TKT.. 12/9/2001 350 PM
Sample-26-1.U956 quant  349KE QUANT File  12/9/2001 351 PM MaeEnnflg bt JKB TxT.. 12/9/2001 251 PM
Sample-2B-1.U956 quant  350KE QUANT File  12/9/2001 351 PM Z ¢ amplesDE. b TKE T%T.  12/9/2001 251 PM
« | a | H

4 objects] 1.36 ME L) My Computer 2| 13 obiectis) 2,35 ME A My Computer i




12. Running MAExplorer on the Converted Data

E%_:': MicroArray Explorer - ¥0.92.19-Beta - - O] x|
File HybProbe Edit Analysis View Help

Enter gene name or clone 1D | I_ Mouse-over info HF-X: Sample-14-1-U254

HF-*": Sample-1B8-1-U354

&0 C:ATemp\junk\MAE - 0] x|

[[1-41,7] HP-%: £ ¥)=(0,0.026) XPv=D, {Norm.. median intensity) | Ele Edit Wiew Favortes Tools Help |
| GenBank: xBa277, J o= Back - = - 3] | i Search L Folders . 4 History | i
|GeneName:}{682?? =cds /DEFINITION=HSCL100 H.sapiens CL 100 mRMA for protein tyrosine phosphatase J.-'i‘-.ddress J I::"-.Temp"miunk'\hd.ﬁ.E j .C‘>G':'
HP-X: Sample-1A-1-US5A 2
HP-Y: Sample-1B-1-US5A Mame | Size| Type - | Modiiied
MAE Start mae 1 KB MAExplorer startup file 1292001 351 Pk
1] | ]
|1 ohject(z] 409 bytes |@ by Cormputer A

Gene Class

ALL ZEMES
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