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Introduction

Data for expression analyses can exist in a variety of formats. Before this data can be analyzed it must imported
into one or more properly formatted SAS data sets. JMP Genomics contains numerous processes for importing
and formatting data from a variety of sources. In this document, we will explore one of these processes.

Typically the analyses will be performed on tall data sets where mRNA/miRNA/metabolites/proteins are in rows
and samples are in columns. Additional sample annotation or phenotype information will be needed as well and
will be part of a second file called the Experimental Design File (EDF). A third optional file is the annotation file
which is a description of the molecule of interest and various gene/metabolite/protein information along with
an ID to link it to the expression data set.

JMP Genomics uses the variable/column/header name conventions of SAS. Typically variables/columns/headers
should be no more than 32 characters and start with a letter. The following link provides more information:

http://www.jmp.com/support/downloads/life sciences documentation/wwhelp/wwhimpl/js/html/wwhelp.ht
m#thref=getting started.01.16.html

For more information about the different data sets used by JMP Genomics, go to this link:

http://www.jmp.com/support/downloads/life sciences documentation/wwhelp/wwhimpl/js/html/wwhelp.ht
mithref=getting started.01.21.htm|#356832

Objectives
In this document, we will explore the following import processes:

e Creating an Experimental Design File (EDF)
e Importing data from text/Excel format files

Creating the Experimental Design File

JMP Genomics uses experiment information as well as phenotype and sample information for analyses and
graphing purposes. This information is typically found in a separate file where the samples are rows and each
column represents the characteristics of that sample as well as the experimental conditions that were applied.
In JIMP Genomics, we call this the Experimental Design File. It can also be used to import a directory/folder of
files that contain the expression data and will be covered in a later section.

Besides information about the samples, we also need a few more columns that have a variety of purposes.
1) The first main column is the ColumnName.

e For expression data, the values of the ColumnName variable are used to name the columns of intensity
data corresponding to each array or sample in the imported data set. This variable can, and often
should, be different than the file name. Using a more descriptive name can often be helpful when
performing analyses or examining sample-level quality control graphics.

e ColumnName must be unique for each array/sample. If you want to use a descriptive variable as your
ColumnName that is not unique, adding the Array variable to the end of the preferred ColumnName will
create a unique identifier.

2) There is also an Array (or Chip) column that must have a unique number for each sample in the case of
single channel/one-color/intensity/count based data.

3) A third column is the File (or FileName) column which is only needed if the EDF is going to be use to import
a list of files from a folder. It should contain the file name and extension of the file that will be imported.

4) The last additional column is the Intensity column and is required to import a list of files from a folder. It
typically will contain the column header/ label of the column that contains the intensity/expression values. If
no column header/label is available, then the something must be put in to tell IMP Genomics which column
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contains the expression data. The syntax is “VarX”, where X is the column number that contains the
expression data. This text should be in each row for the intensity column.

5)

An Example of an EDF is shown below:

-EDF -IMP 2] o B R
SEEd LB, BEHEE=
~EDF BE =
~Source - Array File ColumnName | Intensity Array_name Title Time |Treatment Rep Source
1 1 GSM2B6756-thl-lt GSM286736  wvar2 GSM286756  12hrtimepoint - Untreated control - biclogical repl  12hr Untreated  repl 5 micrograms MCF7 total RNA =]
2 2 GSM2B6757-thl-Lbd GSM286757 var2 GSM286757 | 12hr timepoint - Untreated control - biclogical rep2  12hr Untreated  rep2 5 micrograms MCF7 total RNA
| Columns (L0/0) 3 3 GSM2B6758-tbl-Lad GSM286758  var2 GSM286758  12hr timepaint - Untrested control - biological rep2  12hr  Untreated  rep3 5 micrograms MCF7 total RNA
A Array 4 4 GSM286759-tbl-1lot GSM286759  wvar? GSM286759  12hrtimepoint - E2 treated - biclogical repl 12hr E2 repl 5 micrograms MCF7 total RNA
i File 5 5 GSM286760-thl-lbt GSM286760  wvar2 GSM286760 12hrtimepeint - E2 treated - biclogical rep2 12hr E2 rep2 5 micrograms MCF7 total RNA
[ ColumnName 3 6 GSM2BET61-thl-Ltct GSM28GTGL  war2 GSM286T6L  12hrtimepoint - E2 treated - biclogical repd 12 E2 repd 5 micrograms MCFT total RNA
::’:r‘::'ﬂl?a’me 7 7 GSM2B6762-thl-lbt GSM286762  wvar2 GSM286762  24hr timepoint - Untreated control - biclogical repl  24hr Untreated  repl 5 micrograms MCF7 total RNA
i, Title - 8 & GSM2B6763-thl-lt GSM286763  wvar2 (GSM286763  24hr timepoint - Untreated control - biclogical rep2  24hr Untreated  rep2 5 micrograms MCF7 total RNA
W Time 9 9 GSM2B6764-thl-1bt GSM286764 var2 GSM286764  24hr timepoint - Untreated control - biclogical rep2  24hr Untreated  rep3 5 micrograms MCF7 total RNA H
th Treatment 10 10 GSM286765-tbl-Lidt GSM2B6765 vard GSM286765 24hr timepoint - E2 treated - biclogical repl 24hr E2 repl 5 micrograms MCF7 total RNA
11 11 GEM286766-thl-1ot GEM286766  var2 GSM286766 24hr timepeint - E2 treated - biclogical rep2 24hr E2 rep2 5 micrograms MCF7 total RNA
12 12 GSM286767-thl-1ot GSM286767  var2 GSM286767  24hr timepeint - E2 treated - biclogical rep3 24hr E2 rep3 5 micrograms MCF7 total RNA
13 13 GSM286768-thl-Lot GSM286768  var2 GSM286768  48hr timepeint - Untreated control - biclogical repl  48hr Untreated  repl 5 micrograms MCF7 total RNA
14 14 GSM2BE6769-thl-Lot GEM286768  var2 GSM2B6762  48hr timepoint - Untreated control - biclogical rep2  48hr Untreated  rep2 5 micrograms MCF7 total RNA
15 15 GSM286770-tbl-Lixt GSM2B6770  wvar2 GSM286770  48hr timepoint - Untreated control - biclogical rep3  48hr Untreated  rep3 5 micrograms MCF7 total RNA
16 16 GSM286771-tbl-Lixt GSM2B6771 vard GSM286771  48hr timepoint - E2 treated - biclogical repl 48hr E2 repl 5 micrograms MCF7 total RNA
17 17 GSM2B6772-tbl-Lct GSM2B6772  wvar2 GSM286772  48hr timepoint - E2 treated - biclogical rep2 48hr E2 rep? 5 micrograms MCF7 total RNA B
18 18 GSM286773-thl-1ot GEM286773  wvar2 GSM286773  48hrtimepeint - E2 treated - biclogical rep2 48hr E2 rep3 5 micrograms MCF7 total RNA .
< n ] »
& O~

6) To create this file, we have a few options.

a) If everythingisin a single text file, you can open it up in JMP Genomics by using File>Open and add the 4
columns mentioned above. Then use File>Save As... to save as a SAS Data Set (*.sas7bdata) as the file
type. This is the main way that many people create their EDFs

You can use JMP or JMP Genomics tools to create the 4 additional columns. Within

Import>Experimental Design File section of the Genomics Starter there are two useful tools called

Create Array Index and Create ColumnName which help in creating these two columns.

i)

b)

Use Create Design Data Set from SAS Data Set or Create Design File Template. Both options are

available from the Genomics Starter from Import>Experimental Design File> and have examples that can
be viewed by clicking on each button then clicking the on the Load button at the bottom of the resulting
dialog that appears. See below examples of the dialogs.




-
@ Experimental Design Data Set Builder - IMP E@g

File Edit Tables Rows Cols DOE Analyze Graph Genomics Tools Add-Ins  View
Window Help

Process Description

General | Option 5.

Study

b MNew Study

| Clear Z
*Input SAS Data Set
C:\Program Files\SASHome\JMPGenomics\12\LifeSciences\Sample ‘ ?

Data'\Microarray\Affymetrix Latin Square\affylatin.sas7 bdat

Available Variables *Variables Containing Primary Data
Unit . - 301 .z
Probe_Set D D b_U2 D -
Probe c_[B
a 01 404
b.02 e 05
03 £08
d_04 g.07
e 05 h_08 |
f 06 i _09
g 07 = j10 - I
*Cutput Folder
| ChUsers\chkirc\AppData\Roaming\ SASUMPGenomics\ 12 MPG\ProcessRe|| chogse k|l
s !
* Required Parameter
[ Run ][ Save... ][ Load... ][ Apply ][ Reset ][ Cancel ] |

\ @& Ox
- ™
| Create Design File Template - JMP E@g

File Edit Tables Rows Cols DOE Analyze Graph Genomics Tools Add-Ins  View
Window Help

Process Description

General | Option 5.

Study
7

* Folder of Raw Data Files

C:\Program Files\SASHome\JMPGenomics\12\LifeSciences\Sample ‘ ?

Data\Microarray\Affymetrix Latin Square\CEL\

File Filter Expression

Count Data ?
* Number of Channels in Each File
= :

Mew Variable Names for Experimental Design

I=a

J|  Output File Name

|Aff}fLatinSquare_Design | Clear I

*Cutput Folder
EL:I\hl:J;ers\chk|rc\i—\ppData\Roam|ng\SAS\JMPGenom|c5\12\JMPG\ProcessRe 7
* Required Parameter fl
.[ Run ][ Save... ][ Load... ][ Apply ][ Reset ][ Cancel ] f

2 0O~

e The result of each will be a file with the following columns created. For Create Design Data Set from SAS
Data Set, Array column and ColumnName column which will contain the names of the columns from the
SAS data set. For Create Design File Template, Array, ColumnName, and File columns will be created.
File column will contain the file names of the files within the Folder of Raw Data Files field.



c)

proper information. See example dialog below.

[# Create Design File from MINIML - JMP

= E)

File Edit Tables
Window Help

Rows Cols DOE  Analyze Graph

Process Description
General
Study

E—

* MINiML-formatted File

Genomics

Tools  Add-Ins Vi

G5E11352_MCF7\Data\GSE11352_familyxml

C:h\Users\chkirchDocumentsiLife_Sciences\JMP_Genomics\Expression_Datsh|

Folder of Raw Data Files

(G5E11352_MCF7\Data\Processed_Files\

C:h\Users\chkirchDocumentsiLife_Sciences\JMP_Genomics\Expression_Datsh|

Cutput File Name

| Clear I

‘C:\U sershchkirch DocumentsiLife_Sciences’\JMP_Gencmics\Expression_Datg\)

GSE11352_MCF7\Results\

* Required Parameter

[ Run ][ Save... ][ Load... ][ Apply ][ Reset ][ Cancel ]

| *Cutput Folder

E(es
E(es

(o) opn |

Ew

I=a

I=a

If using a GEO based data set, you can download the MiNiML XML file from GEO and import it to create
the EDF for that GEO data set. Be aware that not all MiNiML XML files are properly formatted or contain

@& O
e Theresultis an EDF that looks something like this
Y
[ GSE11352_family - JMP [ESREE S
File Edit Tables Rows Cols DOE Analyze Graph Genomics Tools Add-Ins  View Window Help
SR G = U e
~|GSEL1352_family D|| 4 =
- Array | Array_name Title Source File ColumnName Column 7
1 1 GSMZ286756 12hrtimepoint - Untreated control - biclogical repl 5 micrograms MCF7 total RMA  GSMZ286756-thl-1td  GSM286756 « |
2 1 GSM286756 1Z2hrtimepeint - Untreated control - biclogical rep2 | 5 micrograms MCFT total RNA  GSMZ286757-thl-1hd GSM286756
3 1 GSM286756 12hrtimepeint - Untreated control - biclogical rep3 5 micrograms MCFT total RNA  GSM286758-thl-1bd  GSM286756
> | Columns (7/0) 4 1 GSMZ286756 12hrtimepoint - E2 treated - biclogical repl 5 micrograms MCFT total RNA  GSM2E6750-thl-1bd  GSM286756
||l Array 5 1 G5SM2867536 1Zhrtimepeint - E2 treated - biclogical rep2 5 micrograms MCF7 total RNA  GSMZ286760-thl-1ot  GSM2E6756
:?’Ja‘f—”ﬂme & 1 GSM286756  1Zhrtimepoint - E2 treated - biclogical rep3 5 micrograms MCFT total RMA  GSM286761-thl-Lhd GSM286756
i Slojrce 7 1 GSM286756 24hrtimepeint - Untreated contrel - biclogical repl 5 micrograms MCFT total RNA  GSM286762-thl-1ot  GSM286756
i File g 1 GSMZ286756 24hr timepoint - Untreated control - biclogical rep2 5 micrograms MCF7 total RMA  GEMZ2E86763-thl-1bt GSM286756
il ColumnName 9 1 GSMZ286756 24hr timepoint - Untreated control - biclogical rep3 5 micrograms MCFT total RMA  GSMZ286764-thl-16¢ GSM286756 2
th Column 7 10 1 GSM286756  24hr timepeint - E2 treated - biclogical repl 5 micregrams MCF7 total RNA  GSM286765-thl-1id GSM2B6736
11 1 GSMZ286756  24hrtimepoint - E2 treated - biclogical rep2 5 micrograms MCFT total RNA  GSMZ2E6766-thl-1od GSM2B6756
12 1 GSM286756 24hrtimepeint - E2 treated - biclogical rep3 5 micregrams MCFT total RNA  GSM2E6767-thl-1d  GSM2B6756
13 1 GSMZ286756 48hrtimepoint - Untreated control - biclogical repl 5 micrograms MCF7 total RMA  GEMZ2B6768-thl-1bt GSM286756
EE— 14 1 G5SM286756 4Bhrtimepeint - Untreated contrel - biclogical rep2 5 micrograms MCFT total RNA  GSM286769-thl-1ot  GSM286756
Al roms 18 15 1 GSMZ286756 48hrtimepoint - Untreated control - biclogical rep3 5 micrograms MCF7 total RMA  GEMZ286770-thl-1bt GSM286756
M Selected 0 16 1 GSMZ286756 4Bhrtimepeint - E2 treated - biclogical repl 5 micrograms MCFT total RNA  GSM286771-thl-1bd GSM2B6756
Excluded 0 17 1 GSMZ286756 48hrtimepoint - E2 treated - biological rep2 5 micrograms MCF7 total RNA  GSM286772-thl-1id GSM2B6756 —
Hidden 0 18 1 GSMZ286756 48hrtimepoint - E2 treated - biclogical rep3 5 micrograms MCFT total RNA  GSM2E6773-thl-1bd GSM286756
Labelled 0 -
‘| 1 | [
& O
e Notice that Array_name and ColumnName contents are in error due to an improperly formatted
MiNiML file. These can easly be corrected by using JMP/JIMP Genomics tools for parsing out the File
column using — at a delimiter and the GSM numbers can be used for the ColumnName (deleting the old
column first). Array_name is not a needed column so it can be deleted.
7) More information about creating Experimental Design Files can be found at the link below:

http://www.jmp.com/support/downloads/life sciences documentation/wwhelp/wwhimpl/js/html/wwhelp.ht

m#thref=ST G IM 0003.html
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Importing Text Format Expression Data

One file at a time

The JMP Genomics text file format import engine can be used to import large expression data sets. For small
data sets (fewer than 5,000 genes or so), the JMP text file import (File > Open) may be the best option, followed
by saving the JMP table as a sas7bdat file. In this section, we will cover importing large data sets.

1) Select Import > Text > Import Individual Text, CSV, or Excel Files from the Genomics starter menu.

o We recommend that you import text or csv formatted files, as Excel formats often have formatting that
is incompatible with the import process.

2) Complete the General tab as shown below. This file has all samples listed as rows and genotypes as
columns. The location of the sample data is listed in the “Folder of Raw Files” field.

, C5V, or Excel Files - IMP = |3 P

Process Description
General Options. Wide Data

Study

-z

New Study
| Clear ‘ 1
* Folder of Raw Files
ChUsershchkirc\Documents\Life_Sciences\JMP_Genomics\Expression_Da@\|| rhopse Open 2
‘GSEll352_MCF?\Data\Processed_FiIS\ ;‘ ;l
File Filter Expressicn
| Clear ‘ 1
Available Files * Files to Import
GSM286756-thl-Led - - GSM286756-thl-Lad 2
GSM286757-thl-Lad =) -

G5M286758-thl-1ut

GSM286759-thl-1hbd

GEM286760-tbl-Lbt

GEM286761-thl-Lbd v
File Type

* Row Mumber of Varizable Names [0,10000]

* Data Start Row [1,10000]
i

* Qutput Folder
CihUsershchkirc\Documents\Life_Sciences\JMP_Genomics\Expression_Data\
GSE11352_MCF7\Resulis\

Choose || Open | I

* Required Parameter

[ Run |[ Save... H Load... H Apply |[ Reset |[ Cancel

Ch\Users\chkirc\Documents\Life_Sciences\JMP_Genomics\Expression_Data\GSE11352_ MCFT\Results\| | > -

o The File Filter Expression box is optional.
e  Multiple files can be imported, but all the files must be in the same format.

o File Type does not need to be specified if the file suffix is .txt or .csv. If the file has a different suffix but
is in one of these formats, specify the type with this pull-down menu.
e The Row Number of Variable Names should have the appropriate value entered. If 0 is used, then each

column imported will have column names of VAR1, VAR2, etc. If 1 is used, then the first row is used as
column headers.

e The Data Start Row should have the appropriate value entered.
e  Output Folder is where you would like to save the resulting SAS data set.
e Each file selected will be imported and saved separately in the Output Folder.

3) Select the Options tab.

e Here you can set the number of rows to scan,
e Make no changes to the default settings on the Options tab.



4) Select the Wide Data tab.

. Set this value to the column number in the
data set past which the type of data (categorical vs. numeric) is constant from that column to the last

ts default of 0.

When JMP Genomics imports a text or csv file, the software checks each column for the data type.
Setting the minimum number of columns to scan will turn off this process for all columns beyond the

e Complete the Minimum Number of Columns to Scan box
column of the data table. In this case, you can leave it to i
[}
selected value and significantly improve the import speed.
o All other fields can be left as the default.

5) Click Run to start the process.
6) The resultis a window with a link to the created SAS data set:

-

,'__| Results: Import Individual Text, CSV, or Excel Files - JMP

. -

File Edit Tables Rows Cols DOE Analyze Graph Genomics Tool
SRS H B k]2 # @M
Output Description
4 Qutput Data

Process Import Individual Text, CSV, or Excel Files has generated the SAS
data set(s) shown below.

Imported data from Import Individual Text, CSV, or Excel Files Open | e Subset‘

s View Window Help
QUA+ESL O

C\Users\chkirc\DocumentsiLife_Sciences\JMP_Genomics\Expression_Data'GSE1

1352_MCF7\Results\gsm28

54675 obs, 3 variables

4 Launch Follow-Up Process

Data Transform ‘

Reopen Dlalogl
Close All |

~
)

B~

7) The resulting SAS data set will look something like this (This example shows a data set that does not have

column headers in the original file):

FE] gsm286756_tbl_L - JMP )
File Edit Tables Rows Cols DOE  Analyze Graph Genomics Tools  View Window Help
EHeE EEY B EEE -
~gsm286756_tbl.1 Df 4 =
< Source = VARL VAR2 VAR3

1210821 «at 10065225861 P -
21560793  12.918671689 A =
31561523  23.073155558 A

= |Columns (3/0) 41570222  19.448520432 A

i VARL 534764 at 646.98187032 P

4l VAR2 6 217754 a 1406.703892 P

|t VARS 7243388 8t 253.7115203 P

8221938 xat 6108342620 P
9/243820s 13353898568 P
10| 235688 st 31615474553 P

~|Rows 1121753608  2.268763133 A

Al THIE 12|1564315a 20588285037 A

Selected 0

Excluded 0 13226180  510.80268%40 P

Hidden 0 141556543 43608007776 A

Labelled 0 15208420 s 23771342202 A

1640273 & 150.55310148 A -
2 O
L

8)

Information can be found at this link regarding importing text files:



http://www.jmp.com/support/downloads/life sciences documentation/wwhelp/wwhimpl/js/html/wwhelp.ht

mithref=PR G IM 0028.html

Importing multiple files to be combined in one data set

Sometimes the expression profiles of the samples will be in individual files. It will be necessary, then, to import
all of them and combine them into a single file. Below are the steps to import multiple expression profiles at the
same time and automatically combine them. An EDF file the file names is required for this process.

1)

Select Import > Text > Import a Designed Experiment from Text, CSV, or Excel Files from the Genomics

starter menu.

is incompatible with the import process.

We recommend that you import text or csv formatted files, as Excel formats often have formatting that

Complete the General tab as shown below. This file has all samples listed as columns and
transcripts/proteins/metabolites as rows. The location of the data is listed in the “Folder of Raw Files” field.
In this example, we are using GEO data set GSE11352 (MCF7 Treated Cells)

ldl Import a Designed Experiment from Text, CSV, or Excel Files - IMP

S

File Edit Tables Rows Cols DOE  Analyze Graph
Help

Process Description

General | Option o

Genomics  Tools  View  Window

Study
MNew Study
| | Clear | I
* Experimental Design File
ChlUsers\chkirc\Documents\Life_Sciences\JMP_Genomics\Expression_DaB\|| chogse Open 7
‘GSE11352_MCF?\EDF.sas?bdat :| E'
* Folder of Raw Files
ChlUsers\chkirc\Documents\Life_Sciences\JMP_Genomics\Expression_DaB\|| chogse Open 7
(G5E11352_MCF7\Data\Processed_Files\ :| :|
Data File Type
Row Mumber of Variable Mames [0,10000]
* Data Start Row [1,10000]
2
Select key variable to merge files 7
@ UseID Variable
' Use row number as ID Variable
*1D Variables
|Var1 | Clear | I
*Cutput Folder
ChlUsers\chkirc\Documents\Life_Sciences\JMP_Genomics\Expression_DaB\|| chogse Open 7
e S (Chose _cpm |

* Required Parameter

[ Run H Save... H Load... H Apply H Reset H Cancel |

%

2 0O~

Data File Type does not need to be specified if the file suffix is .txt or .csv. If the file has a different suffix

but is in one of these formats, specify the type with this pull-down menu.

The Row Number of Variable Names should have the appropriate value entered. If 0 is used, then each

column imported will be referred to by the column names of Varl, Var2, etc. which refer the order of
appearance of the columns (e.g. column 1 is referred to as Varl, column 2 is referred to as Var2 and so
on). If 1 is used, then the first row is used as column headers and the column header value must be
specified in the ID Variables section. In this example a column header does not exist so 0 is used and we
will have to specify the first column as containing the IDs (Varl).

The Data Start Row should have the appropriate value entered.


http://www.jmp.com/support/downloads/life_sciences_documentation/wwhelp/wwhimpl/js/html/wwhelp.htm#href=PR_G_IM_0028.html
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3)

e For the Select key variable to merge files option, you can use row number as the ID Variable, but it
assumes that all rows in each file are sorted the same, have the same representative
transcript/protein/metabolite, and the same number of rows. Typically each file has an ID column and it
is the preferred and more robust way to merger data sets into a single file since it can be used as a key
for each row that needs to be imported from the different files. In this case, use the use ID Variable
option (default) and specify the ID column in the next field. We will keep the default selection for this
example.

e ID Variables field is where you specify the column header name or the column number (using the syntax
VarX, where X is the column number that contains the IDs). In this example, we will enter Varl to specify
that the first column contains the IDs we will use to merge the files together.

e OQOutput Folder is where you would like to save the resulting SAS data set.

e  Multiple files can be imported, but all the files must be in the same format.

Select the Options tab as seen below:

7dl Import a Designed Experiment from Text, CSV, or Excel Files - IMP = B RS

General Cptions

Cutput Experimental Design Data Set

| Clear | I
| Clear | I
| Clear | I

Cutput Data Set

Flag Filter Expression

] Perfarm log2 transform 2

Mumber of Data Files to Process at a Time [20,10000000]
:

* Mumber of Rows to Scan [20,1000000]

000 7

[ Indicator of Different Column Names across Raw Data Files 7

* Required Parameter

[ Run H Save... H Load... H Apply H Reset H Cancel

& O

e Here you can set the name of the EDF file that will be generated as well as the name of the new data set
that will be created once all of the files have been merged together in the first two field. If nothing is
specified, the default names of the SAS data sets will be edf.sas7bdat and edf data.sas7bdat,
respectively.

e There is also a Flag Filter Expression option

e One can log2 transform the data at this step if the data has not already been transform and/or
normalized already by checking the Perform log2 transform option.

o Number of Data files to Process at a Time option lets you specify how many files you would like to
merge at one time. The larger the number, the better the performance, but more temporary disk space
is needed.



o Number of Rows to Scan option lets you specify the number of rows from the data file to be scanned to
determine the attributes of variables (columns) in the SAS data set

e Indicator of Different Column Names across Raw Data Files option. Check here if the column names or
their order are different across raw data files.

e Make no changes to the default settings on the Options tab.

4) Click on Run to begin the import process.
5) The result is a window with a link to the created SAS data set:

i 1 Text, 5V, €l Files - ) L = |
@ﬂ:a E)EWExfar\ment from Text, CSV, or Excel File WP

GREH @’ klj2#e e pa+EHSCO

Output Description

Iy
‘@

4 Qutput Data
Process ExperimentInputEngine has generated the SAS data set(s) shown
below.

Experimental design data from ExperimentinputEngine Open || View Subset

Ci\Users\chkirc\DocumentshLife_Sciences\JMP_Genomics\Expression_Data\GSE11352_MCF7'\Results\edf sas|
18 obs, 10 variables

Intensity data frem ExperimentlnputEngine Open | [View Subset

CAUsers\chkirc\DocumentshLife_Sciences\JMP_Genomics\Expression_Data\GSEL1352_MCF7\Results\edf_da

54675 cbs, 19 varizbles

Reopen Dialog
Close All

6) An example of the final data set is below:

F3) data - IMP . - o | E )
File Edit Tables Rows Cols DOE Analyze Graph Genomics Tools Add-Ins View Window Help
S8R5 a2 EEBEE=
= dsta B E >
~Source - VARL | GSM286756 GSM286757 | GSM286758 | GSM286759 GSM286760  GSM2¢
1100755 13128547079 13.008515863 13.089323478 12.808560007 12768556254 12.681¢
2|1052.a 10830870452 10.513307913 10.547764315 10945407361 10.641937748 107807 |
= Columns (19/0) 3117 62600381066 50638255214 6.6326760814 50752130793 6.4152512898 4.0045(
VARL E 4121 & 9.2850117177 0.5573362734 0.5653882464 0.2717056067 0330740502 0.2t ||
h
A GSM286756 512559 26354153074 55800975408 3.2064067579 32.570843106 12201884812 5.3080:
4 GSM286757 61204 at 6.8558010454 6.0908841684 65371192356 6.8041627987 6.2212716749 67055
:gimggg;gg 713162 50256162334 6.5688603284 5.8858531076 6.2088505035 5.6187512066 65948
4 Csmizsere0 81320 2 59565184460 6.5004012049 7.3297730866 6.8907134577 6.9419601542 71578
dcsMzseTel | 91405is  6.8285414079 6.3667962099 6.1840000226 6.3379843983 6.1357442787 6.7335¢
A G5M286762 101431 =t 4.9809485424 54139951952 5.2766033281 3.6535248356 4.1007814M8 5.8314¢
l GSM286763 111438 a 8.5044871758 8.6852120082 8583454553 8.2756228052 B.065%48382 &.1126¢
:gimgggzg‘; 12| 1487 2t 10305621065 10466056082 10.284020464 10,147282178 10.142508408 10,035
dcomseres 131494 fa 60131985013  6.81603447 6722005186 6.1586216243 6.614700068 522567
“d GoM286767 141552256 oat 11174235467 11084402414 11006263002 11334650128 1146365091 11.354¢
A GSM286768 15/1552257 aat 1098427577 10945697023 10.880096376 11062006676 11.087789845 11.111¢
4l GsM286769  ~ 16/15522565  6.8076538653 5.8098396938 5.3000426515 57288864432 3.5653117553 5.760:
~IRows 17/1552261st  5.0148177714 2.6809300258 4.0369491972 4.9983250352 6.2441084848 6.0270:
All rows 54613 181552263 5t 833592745 8.315725732 83166862343 7.6025063843 B8.3488346776 7.99601
Selected 0 191552264 sat 10574216638 10.334342667 10.327372309 10.001556489 10.199800566 10.216¢
ﬁ;‘:“d g 20/1552266t 62470105000 55114430027 5.6534472040 56304076800 4.5515644050 5.8302
La‘beﬁ:d 0 2115522690 6.9572275615 8.0550635764 80731465027 8.2402643224 8.4018021080 £.2230 _
< wmo ] b
° @ O~

7) Information can be found at this link regarding importing text files based on a designed experiment:

http://www.jmp.com/support/downloads/life sciences documentation/wwhelp/wwhimpl/js/html/wwhelp.ht
mithref=PR_G _IM_0029.html

This concludes the import of expression data. Following import, you should next refer to the Basic
Expression Analysis and Normalization document which reviews data analysis, sample quality assessment
and normalization methods.


http://www.jmp.com/support/downloads/life_sciences_documentation/wwhelp/wwhimpl/js/html/wwhelp.htm#href=PR_G_IM_0029.html
http://www.jmp.com/support/downloads/life_sciences_documentation/wwhelp/wwhimpl/js/html/wwhelp.htm#href=PR_G_IM_0029.html

