Generic Intensity Data Sets

This interface allows users to load tab-delimited text files. The loaded files have 2-D
structure, where rows are gene specified data, columns are specified to the meaning of the
data. Here is an example of a loaded Agilent data file. User can load a set of files, which
have same data structure.

% Gene Expression Intensity Data Format Conversion
File DataFormat Plot Help

FileName: [[F10_Dox_24h_C3.xt |

Data start atline: |10 il Display |
Palarity: | || mormalization |

| @oad Designrie | | Save Design File || savenmcrie |

lick on Column and Select Column Name

olurmnn 0 colurmn 1 column 2 column 3 column 4 column & column &

PE et tesd text text et integer [a]
HEPaRAMS  [FeatureEstr.. [FeatureExtr.. [FeatursExtr.. |SpatFinder  [Spotfinder_.[SpotFinder|
E1|ATA shurdin WSB11A80  |Friday, Octo... [14f32760-1... [Wersion A.7.... [105
TyPE float float float integer flaat float
STATS oDarkOffset.. [0DarkOffset.. [gDarkOffset. . |gDarkOfset.. rDarkOffset.. |rDarkOfse
D]l\TA 20157 20 5.11947 1000 20.336 20
TY\PE integer integer integer text integer integer
FERTURES [FeatureMum [Row Col accessions  |ProbeliD ControlTyp
DATA 1 1 1 0 1
DATA Z 1 2 1 -1
DATA 3 1 3 reflNM_021. |2 0
DATA 4 1 [ 3 [

DATA 5 1 5 refim_006... 4 0
DATIA B 1 B 5 1
DATRR: 7 1 7 i 1
DATF 2 1 8 refiMmM_006... |7 0
DATE k] 1 9 refim_152... |8 0
DATR 10 1 10 reflNM_016... |8 0
DATA 11 1 11 reflMM_005. |10 0
DATA 12 1 12 refidm_144... |11 0
DATA 13 1 13 refiim_017... [13 0
DATH 14 1 14 6 1
DATA| 15 1 15 reflMM_080. |13 0 -

== [is]

Oncejthe files loaded, user should load an experiment design file by clicking button
“Load Design Files”.

In the case of Agilent data files, there are two different polarities, i.e. plus (C5) and minus
(C3). Plus polarity has g as control and r as treated. Minus polarity has g as treated and r
as control. The log ratio is always calculated based on r/g. Therefore, in the case of
minus polarity, the log ratio values will be reversed after converted to NMG format.



User can create and edit a Design File. Here are two examples:

Plus (C5) polarity file example (tab delimited)

Polarity plus
Data Start Line 10

CLONE 9

CLUST 10

TITLE 11

CAL_RATIO 14
SAMPLE_MEAN_R 22
SAMPLE_MEAN_G 21
SAMPLE_DEV_R 24
SAMPLE_DEV_G 23
SAMPLE_SIZE_R 30
SAMPLE_SIZE_G 29

BKG_MEAN_R 40
BKG_MEAN_G 39

SAMPLE_TOTAL_R 32
SAMPLE_TOTAL_G 31

The Agilent file has polarity plus

Data starts at line 10.

CLONE (gene id) is assigned to column 9

CLUST (an additional gene info) is assigned to column 10.
TITLE (gene description) is assigned to column 11.

User may assign them to columns as they wish. Others can be seen as

CAL_RATIO (log2 ratio) column 14

SAMPLE_MEAN_R (treated mean pixel intensity) column 22

SAMPLE_MEAN_G (control mean pixel intensity) column 21
SAMPLE_DEV_R (treated pixel intensity deviation) column
SAMPLE_DEV_G (control pixel intensity deviation) column
SAMPLE_SIZE R (treated pixel number) column 30
SAMPLE_SIZE G (control pixel number) column 29
BKG_MEAN_R (treated background pixel intensity) column
BKG_MEAN_G (control background pixel intensity) column
SAMPLE_TOTAL_R (treated total pixel intensity) column 32
SAMPLE_TOTAL_G (control total pixel intensity) column 31

24
23

40
39



Here is an example design file of minus polarity

Polarity minus
Data Start Line 10
CLONE 9
CLUST 10
TITLE 11

CAL_RATIO 14
SAMPLE_MEAN_R 21
SAMPLE_MEAN_G 22
SAMPLE DEV_ R 23
SAMPLE DEV G 24
SAMPLE_SIZE R 29
SAMPLE_SIZE G 30
SAMPLE_TOTAL _R31
SAMPLE_TOTAL_G32
BKG_MEAN R 39
BKG_MEAN_ G 40

User may undo the column assignment by click “Undo Qesign Assignment”.

£% Gene Expression Intensity Data Format Conversion E|['E\E|
File | Data Format | Plot Help
Undo Design Assi 17
4 _eugenol_15day_14dose_Rat101_251186824251.txt hd |
Data start atfine: |10 il Display |
Patarity: | || mormaization |
Load Design File | | Save Design File | | Save NMGFile |
~Click on Column and Select Column Name
column 0 column 1 column 2 column 3 column 4 column 5 columné
TYPE et tend tent tend ltext integer -
FEFARAMS  [FeatureExtr.. |FeatureExtr.. [FeatureEdr.. |SpoiFinder  [Spoffinder .. |SpotFinder]s
DATA Owner LOBENHOF ... (Monday, Oct... |14f32760-1.. [Version A7 |105
TYPE oat float float integer Moat float
STATS gDarkOffset... [gDarkOffzet.. |gDarkOffset. . |jgDarkOffset.. [iDarkOffset.. [rDarkOffze
DATA 254.583 255 482794 1000 264.388 264
TYPE integer integer integer tend integer texd
FEATURES [Featurshlum |Row Cal GB Start Seqguence
DATA 1 1 1 0
DATA 2 1 2 0
DATA 3 1 3 CB&46590 |0 TGTETTG
DATA 4 1 4 AW319304 |0 TASATCAG
DATA 5 1 5 CB547437 0 AGTCACTI
DATA I 1 6 AAGES06E 0 TATATATC
DATA 7 1 7 0
DATA k] 1 g MM_130424 |0 TCAGATGT]
DATA k] 1 ] CBEDS581 0 AGGACCT]
DATA 10 1 10 EQ206007 |0 ATGTCGAN
DATA i 1 11 AAGE4015 0 TCGARAAG
DATA 12 1 12 EF420136 0 ACTTTGAZ
DATA 13 1 13 NM_012650 [0 ACCCTCA
DATA 14 1 14 0
DATA IS 1 15 Mi_139105 [0 GCTTTGET -
|« T




User may manually assign columns by right clicking mouse over a selected column

Gene Expression Intensity Data Format Conversion

File DataFormat Plot Help
File Name: | F10_Dox_24h_C3itxt v |
Data start atfine: |10 il Display |
Patarity: | || mormaization |
Load Design File | | Save Desi;«@le | | Save NMGFile |
~Click on Column and Select Column Hame
column 0 column 1 calumn 2 column 3 column 4 calumn & calumn & |
TYPE te=t - L : te=t integer  [a
FEFARAMS |FeatureExr.. |Feq PHNEINfo » hder [Spotfinder_|[SpotFindel
DATA shurgin S| Polarity ¥ [BO0-1.. [Wersion A7 . |105
* Gene Descriptions »
TVPE Moat flog Moat fMoat
STATS DarkOfiset.. gDy Feature Data ¥ Difet.. [\DarkOffset... [rDarkOffse
DATA 20157 20| Feature Backgound » 20326 20
- Treated Total
TYPE integer inte control Total i integer integer
FEATURES |FeatureNum R0V jreated Pixel Number jons  |ProkbelID ControlTyp
Bﬂi ; 1 Control Pixel 5' 11
DATA 3 ] Fa 0. 2 0
DATA n 1 Undo Column B 0
DATA 5 1 5 vefMM_006__ |4 0
DATA & 1 ] 5 1
DATA 7 1 7 B 1
DATA B 1 F] vef[NM_006... |7 0
DATA B 1 E] veflMM_152_ |8 0
DATA 10 1 10 refMM_018... 8 0
DATA 11 1 11 reflNM_005... [10 0
DATA 12 1 12 vef|NM_145. [11 0
DATA 13 1 13 veflMM_D17_ |12 0
DATA 14 1 14 & 1
DATA. 15 1 15 reflNM_080... |13 0 =
] [+




User may left click mouse over a selected column to perform some operation

“;1 Gene Expression Intensity Data Format Conversion

File DataFormat Plot Help
File Name: |F10_Dpx_24h_C31xt |
Datastartatiine: [10 | il Display |
|
Polarity: | ' | | HNormalization ‘
|
LoadDesignFile || | Save Design File || savenmcrie |
Click on Column and Select Column Name
column 0 colurmn 1 column 2 column 3 column 4 column & columnB
TYPE text D L L text integer [
FEPARANG |Feaus Sihegation fFinder_|SpotFinder_..[SpotFinder|&
DATA shurgi| Log2 Converstion 2760-1... [Wersion A7, [105
* Find
TVPE fMoat | Sorting » Foer float foat
STATS D ark 5 q arkOffset.. rDarkOfset.. rDarkDifse
DATA R e 0 20,376 20
= Load Data Negy. Conjunction
TVPE intege| Remowe Color Marked Row in List integer integer
FEATURES [Featun g Black Marked Row in List  |253/0nS FroheUID ControlTyp
DATA 1 0 1
DATA 2 1 2 1 -1
DATA 3 1 3 reflhM_021... |2 0
DATA 4 1 4 3 0
DATA 5 1 L refiim_006... 4 0
DATA 6 1 6 5 1
DATA 7 1 7 ] 1
DATA k] 1 g refiim_006... |7 0
DATA k] 1 9 refibm_152.. |8 0
DATA 10 1 10 refllh_018... |9 0
DATA 11 1 11 refllM_005... [10 0
DATA 12 1 12 refim_144.. |11 0
DATA 13 1 13 refibm_017... [13 0
DATA 14 1 14 6 1
DATA il 1 15 reflii_080... [13 0 it
[« [EEE [is]

The operations include

(1) Sign Negation — change a value d to —d

(2) Log2 Conversion - change a value d to log,(d)

(3) Find

(4) Sorting — ascending or descending

(5) Load Data Conjunction — Highlight those rows which are intersected with a
loaded list.

(6) Load Data Neg. Conjunction — Highlight those rows which are not intersected
with a loaded list.

(7) Remove Color Marked Row in List

(8) Remove Black Marked Row in List



User may left click mouse over a selected cell to go to Explore with given GenBank ID
or Unigene

i Gene Expression Intensity Data Format Conversion

File DataFormat Plot Help
File Name: | F10_Dox_24h_C31xt\ |
\
Data startatfing: |10 \ il Display |
\
Polarity: | \ | | HNormalization ‘
\
Load Design File | | Save Disign File || savenmcrie |
Click on Column and Select Column Name
column 0 colurmn 1 column 2 column 3 column 4 column & column B
TYPE et text text et et integer [=]
FEPARAMS  [FeatureEsr.. |FeatureExr... |FeatureExtr..\|SpotFinder  |SpotFinder_..[SpotFinder) &
DATA shurgin WSB11A80  |Friday, Octo... N 4f32760-1... [Wersion A7 [105
TYPE ifloat foat float in\eoer ifloat float
STATS oDarkOffset.. [gDarkOfset.. [gDarkOfiset. . gD\rKOffset . [tDarkOffset... |rDarkOffse
DATA 20157 20 511947 100\1 20.336 20
B \
TYPE integer integer integer ‘EnﬁneBank D integer
FEATURES  |FeatureMum [Row Col A Unigene [Is] ControlTyp
DATA 1 1 1 1
DATA 2 1 2 1 -1
DATA 3 1 3 reflhM_021... |2 0
DATA 4 1 4 3 0
DATA 5 1 L refiim_006... 4 0
DATA 6 1 6 5 1
DATA 7 1 7 ] 1
DATA k] 1 g refiim_006... |7 0
DATA k] 1 9 refibm_152.. |8 0
DATA 10 1 10 refllh_018... |9 0
DATA 11 1 11 refllM_005... [10 0
DATA 12 1 12 refim_144.. |11 0
DATA 13 1 13 refibm_017... [13 0
DATA 14 1 14 6 1
DATA il 1 15 reflii_080... [13 0 it
[ [

User may right click mouse over a selected cell to assign data start row

Gene Expression Intensity Data Format Conversion
File DataFormat Plot Help

FileName: | F10_Dox_24h_C3.xt |

Data start atline: |10 il Display |
Palarity: | || mormalization |

Load Design File_| | Save Design File || savenmcrie |

- Click on Column and Select Column Name

column 0 colurmn 1 column 2 column 3 column 4 column & column &
TYFE et tesd text text et integer [a]
FEPARAMS |FeatureEsr.. |FeatureExr... [FeatureExtr.. |SpotFinder  |SpotFinder_..[SpotFinder)&
DATA shurdin WSB11A80  |Friday, Octo... [14f32760-1... [Wersion A.7.... [105

TYFE float float float integer float float

STATS oDarkOffset.. [0DarkOffset.. [gDarkOffset. . |gDarkOfset.. rDarkOffset.. |rDarkOfse
DATA 20157 20 5.11947 1000 20.336 20

TYFE integer integer integer text integer integer
FEATURES |FeatureMum |Row Col accessions  |ProbeliD ControlTyp
gﬁ Select Data Start Line | 12 ? _11

DATA 3 1 3 refllh_021... |2 0

DATA 4 1 4 3 0

DATA 5 1 5 refim_006... 4 0

DATA I3} 1 B 5 1

DATA 7 1 7 I} 1

DATA 2 1 8 refiMmM_006... |7 0

DATA k] 1 9 refim_152... |8 0

DATA 10 1 10 refilm_018... |9 0

DATA 11 1 11 refllM_005... [10 0

DATA 12 1 12 refidm_144... |11 0

DATA 13 1 13 refiim_017... [13 0

DATA 14 1 14 6 1

DATA il 1 15 reflii_080... [13 0 it

= |»]




