
Compiled Expression 
 
Compiled expression interface let users to perform microarray gene 
expression data analysis.  It includes a number of data pre-treatment 
and analysis tools. 
 
After open a compiled file, ExP pop-ups the following interface. 
 

 



 
 
(1) Data structure – experiment design 

First thing to do is to tell ExP your data structure. 
 

 
 

(A) Click right button on mouse over a cell, user can assign the data start column and 
start row.   
 
(B) But prior to opening the compiled file, user may use excel to edit it and add a few 
rows to specify each of the columns, such as inter and intra groups (biological 
replicates), technical replicates, dye labels, cell line names, call line profiles, and then 
save the file into tab-delimited format.  To specify the data columns, user may click 
right button on mouse over a selected row (any cell in the row) to assign their column 
specs.    
 
(C) Also, user can perform row data plot and open a web page of a given gene either 
based on GenBank ID or unigene   

 



 
(2) Data pre-treatment 
 
The pretreatment includes profile-based dye-labeling bias correction and cell line 
alignment. 
 
(A) Profile-based dye-labeling bias correction. 
 To perform profile-based dye-labeling bias correction, user needs assign technical 
replicate and bye-label rows. 
 

 
 



Then, user click mouse over “Dye Bias Correction” to perform the action.  The dye-bias 
corrected result will replace the un-corrected data. User may save the result into a file. 
  

 
 



(B) Cell line alignment  
If the compiled data contains multiple cell line and each cell line has a sham-treated set of 
data, user may apply cell line alignment. To perform cell line alignment, user needs 
assign cell line and cell line profile rows. 
 

 
 



Then, user may click mouse over “Cell Line Alignment to zero” to align the averaged 
sham-treated state to zero.  Also, user may click “Cell Line Alignment to average” to 
align the averaged sham-treated state to their grand average. The alignment result will 
replace the previous un-alignment data. User may save the result into a file. 
  

 
 



(C) Other data treatment 
Mouse right click over a column name, user may perform a number of conversions to the 
data over selected column. It includes  

(i) Exp Base 2 conversion – d to 2d; 
(ii) Log2 conversion – d to log2d; 
(iii) Minus operation – d to –d. 

Also included 
(iv) String Find; 
(v) Data merge over same genes; 
(vi) Sorting 
(vii) Load Data Conjunction; 
(viii) Load Data Neg. Conjunction; 
(ix) Remove Color Marked Rows; 
(x) Remove Black Marked Rows; 
(xi) Mark valid rows (the row data does not contain zero); 

 

  



These operations may apply to all the columns, which includes 
(i) Exp Base 2 conversion – d to 2d; 
(ii) Log2 conversion – d to log2d; 
(iii) Minus operation – d to –d. 
 



 
(3) Statistical analysis 

ExP let user perform a number of statistical analysis, which includes  
(A) ANOVA 
(B) t-test 
(C) paired t-test 
(D) F-test 
(E) Profile signal-to-noise. 

 
 



To apply all these analysis, the data must consist of a set of biological replicates, i.e. 
inter- and intra-group assignment. 

 
 
Each of these statistical analysis methods will have an output to save resulting data and 
their FDR estimate. 



 
(4) High-dimensional data analysis 
 
ExP provides a number of high-dimensional data analysis, which includes 
 
  

(A) Principal Component Analysis (PCA) 
(B) Heap Map 
(C) Hierarchical Clustering 
(D) Fuzzy ARTMAP 
(E) Relevance Analysis 
(F) Linear Discrimination Analysis 
(G) Bayesian Classification Analysis 
(H) Projection Classification 
(I) Extraction of pattern and identification of genes - EPIG 

   

     
   
   
  


