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(1) Load	gene expression data sets:			A, B


		candidate subclass/phenotype labels:	clsA, clsB





(2) Set	observed ES matrix:		ESAonB[nA,nB]


		permutation ES matrices:	pESAonB[nA,nB,nperm]


		nominal-p matrix:		nomPAonB[nA,nB,nperm+1]





(3) FOR i=1 to nA


         select marker gene of A[i]





         FOR j=1 to nB


             generate gene ranking by B[j] �             calculate ESAonB[i,j] by mapping marker genes of A[i]


                 on gene ranking by B[j]


             generate nperm random permutations of clsB


             compute pESAonB[i,j,nperm] for permutations of clsB


             compute nomPAonB[i,j,nperm+1] using rank of each ES


         ENDFOR 


     ENDFOR





(4) Repeat (2) and (3) by switching A and B





(5) Set	Fisher statistics matrices:	fisher[nA,nB,npermFisher+1]


		SA matrix:				SA[nA,nB]





(6) FOR i=1 to nA


         FOR j=1 to nB


	     fisher[i,j,1]=-log(nomPAonB[i,j,1])-log(nomPBonA[j,i,1])


	          FOR k=2 to npermFisher+1


                       p1<-one random sample from nomPAonB[i,j,2:nperm+1]


                       p2<-one random sample from nomPBonA[j,i,2:nperm+1]


                       fisher[i,j,k]=-log(p1)-log(p2)


ENDFOR


SA[i,j]<-nominal-p of fisher[i,j,1] 


in fisher[i,j,npermFisher+1]


         ENDFOR


     ENDFOR





(7) SA ( SA*(nA*nB)	(Bonferroni correction)


     SA ( SA*(nA*nB)/(rank of nominal-p)	(FDR correction) 
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