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. . . A
Binding of Retinoblastoma corepressor 300E cenes) 267 cenes) B w001y C o
. . . Rbf2 ¢ ¢ Rbf1 /g, dE2f1 - o e - B Rbf1
proteins- Rbfl and Rbf2 in Drosophila 41 N 52 _ mRoe
genome and the dREAM/Myb-MuvB 150} N e & s
Rbf2 @)
Rbf1 dE2f2 =3
comp lex (1955 genes) (3201 genes) aE2te g | L =
Rbf2 is a recently evolved Retinoblastoma family o » * -
member in Drosophila, differing from Rbfl N

| [0-53] | Rbf1
['53] Rbf2
e oo = il d L.
NN

L >
scrib

especially in the C-terminus. The activity of the
activator E2F (dE2F1) is repressed by Rbfl,
whereas the repressor E2F (dE2F2) resides in a
multi-subunit complex, dREAM /Myb-MuvB
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. Position Weight Matrices (PWMs) of 127 motifs of BEAF-32 is recruited by dREAM complex?, does not bind Rbf
TEBS proteins
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occurrences obtained by running MAST (Motif
Alignment and Search Tool)?. Rbf2-only promoters harbors Conclusion

» Compared the distribution of the strength of weaker sequence motifs
non-overlapping binding sites reported by MAST (as
p-values) in 2 groups: co-bound by Rbfl+Rbf2, and
bound by Rbf2-only.

- BEAF-32 is associated with dREAM-complex
containing Rbf, but it does not recruit Rbf.

« From motif strength analysis: Rbf2-specific
promoters have different preferred motif

affinities for multiple factotrs, suggesting unique
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