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ViaipHldeas Elnardistichive  sSegUEeEnce: patteriis on
PROMGLEN FegIonS and Identii/  correspending iEs

= Pliespective: signalsiselectied vy NOREPeSIteN! SPECIHE REMEr
coUntinesecheme (everapping PINRING MELIeH)

o' COmMNININGI GENE EXPressIon and knewn IiEIRteractionreaa
10 NarreW dewn! elther corespending IiE candidates or
AUMBENR OF BINAING Sites

o Construct a premoter complexity Index as the prnary
Inaication of tissue specificities and expression level.
he goal Is 1o develop a system| that can ve: Used te
predict the nermall expression patterns for a given
gEne.
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EGIFIASIANGCE,
o SELENBRIF="selenitmpneine pretelii

Signals

POSILIONS

TACTA

-390 = -595

ATACA

-39l = -561

CATAC

-1196,~-194

CATAC

-182 ~ -178

GTATAA

47~ 42

TATAAA

46 ~ -41

GGTAAG

+91 ~ +56

2. Construct an index to represent its
expression patterns in different tissue
types.
- Clustering genes by their expression
information
- Identify common and rare signals
In a cluster
- Assign proper complexity scores to
genes
3. Build a model from the complexity and
the cluster membership information




Discussion

Potentialisignalvalidaien  Scheme

s ChEeck the distribulicon i Eacihrsignal on
entire: NUman; CReMoSemeE SeqUENCES

s Compare: ter knewn FE BINCING SIteS
o Clieck Wit Gthel SPECIES

Extendl ouif appreach tera multigenic
dISease researci.




