17640k 17450k 17450k T 17670k 17480
A * B850 FyBsse Genes

[

ﬁ"a CoE¥3-m
; «1)

J E2F (E2r-1 ¢ o ONp

29~ 7
""2m A
E26-RN

*BER0 -8 ChP-Seq Histone Modifications in Pupae (Showing 1 of 7 sublrecks)
B WPP HIK2Tmed

4 —
— -~ - e T -1‘*“—‘- 2 e
-4

* BE28 ~8 13 Mstone modifications In S2-DRSC cells (Showing J of 27 sublracks)
C DQKI?H.JMSZ

S o o 4 ——

= DR 20 ~ 0 H3 Hstone modifications in K167 cells (Showing 2 of 16 subtracks)

D HIK27me1 Kc 4
HIK27Tme2 K¢ ‘M

——— — — —— 4 [— ————— e

* BE20~ 8 K3 Hstons modifications in ML-DmBG3-c2 cells (Showing 3 of 19 subtracks)
E HIK27Me3 Abcam2 BG3

M—M

HIK27Tme1.BG3

HIX27me2 TJ.8G3

Figure S1 The H3K27me status on the dE2f1gene (A; Region surveyed: 3R:17444026..17488127) during the white
prepupal (WPP) stage (B) and in Drosophila SL2 (C), Kc (D) and BG3 (E) cells. These results are obtained from the ChIP-
chip and ChIP-Seq data sets provided by Drs. Gary Karpen, Vincenzo Pirrotta, and Kevin White laboratories from the
modENCODE Project (http://modencode.oicr.on.ca/fgb2/gbrowse/fly/). Note: H3K27me3 is enriched at the dE2f1
locus during the WPP developmental stage (B), and the enrichment of H3K27me1/2 in dE2f1 locus in all the three cell
lines analyzed (C/D/E).
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