
Delila-G enome S erver

S can
- Identify potential binding s ites  based on
   information content.
- C P U Load optimization for complete
  genome analys is

P romots ite
E xtract s ites  within or adjacent to
expressed sequences

S candiff
C ompare scan results  from two
different weight matrices .
Identify s ites :

- F ound only with the firs t matrix
- F ound only with the second matrix
   ie. newly identified s ites
- P resent in both genome scans ,
  but with:

* S ignificant change in

* No s ignificant change in
   information content

Delila-G enome F ront E nd

High R esolution T ool

S equence walkers  to
illustrate how bases  in a
s ingle poss ible binding
s ite match with the
weight matrix at each
position

Low R esolution T ool

B inding s ite lis t as  a html page
hyperlinked to UC S C  G enome
B rowser, S tanford S ource, and
G enB ank databases .

V iewing options :
- B inding s ites  sorted by
 coordinate or s trength
- B inding s ites  specified by
  a set of G enB ank Access ion
  numbers

V isualization of B inding S ites

S ubmit G enome S can
(target: mR NAs mapped onto genome sequence)

- S elect chromosome(s)
- G enome Assembly V ers ion
- Weight Matrix
- S earch upstream, downstream
   of genes  or both
- S equence window
- Minimum binding strength

P ost S can Analys is

V erify the s ites  found
by laboratory testing

R efine the weight matrix

C ompare scan results  from
different weight matrices

C omparison options :
- C hange in R i value (bits )
- C hange in Z scores  (bits )
- C omparison of confidence
  intervals

information content

G enV is
T his  tool aids  in the convenient viewing of
subsets  of binding s ites  identified through
promots ite or scandiff.  It extracts  binding
s ites  from a B E D file and generates  HT ML
pages  from these s ites .
B inding s ite extraction options :

-C oordinates
-Access ion Numbers
-S trand


