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that were microarray- and traditionally-classified as cell
cycle-regulated, respectively, among all N = 4, 122 ORFs
in the CDC15 data set, and among each of the subsets
of n = 200 ⊂ N ORFs with largest and smallest levels
of expression in each data set (Figs. 16–18). For each
expression profile, at least one of the four P -values, fol-
lowing either the microarray or the traditional classifi-
cation, for either parallel or antiparallel association, is
< 0.01. Most of the P -values are orders of magnitude
< 0.01. Almost all parallel and antiparallel associations
of each expression profile are consistently antipodal, i.e.,
half of a cell cycle-period apart. Also, almost all associ-
ations following the microarray classification are consis-
tent with the associations following the traditional clas-
sification. For example, following both the microarray
and the traditional classifications, both profiles of CLB2
overexpression are associated in parallel with the cell cy-
cle stage G2/M and in antiparallel with the stage that is
antipodal to G2/M, i.e., G1. Similarly, both profiles of
CLN3 overexpression are associated in antiparallel with
the cell cycle stage G2/M and in parallel with the an-
tipodal stage, i.e., G1. The SVD- and GSVD-mapping
of all of the expression profiles onto the cell cycle ex-
pression subspaces are consistent with the probabilistic
associations by ORF annotations.

Fig. 8. Canonical correlations of the α-factor cell cycle
time course mRNA expression profiles with the SVD- (a)
and GSVD (b) cell cycle mRNA expression bases.

Fig. 9. Canonical correlations of the CLB2 and CLN3
mRNA overexpression profiles with the SVD- (a) and
GSVD (b) cell cycle mRNA expression bases.

Fig. 10. Canonical correlations of the CDC15 cell cycle
time course mRNA expression profiles with the SVD- (a)
and GSVD (b) cell cycle mRNA expression bases.


