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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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Figure S2 The H3K27me status on the dCycE gene (A; Region surveyed: 2L:15712959..15762958) during the WPP
stage (B) and in Drosophila SL2 (C), Kc (D) and BG3 (E) cells. Note the enrichment of H3K27me3 in dCycE locus during
the WPP stage (B), and the enrichment of H3K27me1/2 in dCycE locus in all the three cell lines analyzed (C/D/E).
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Figure S3 The H3K27me status on the stg gene (A; Region surveyed: 3R:25064521..25114520) during the WPP stage
(B) and in Drosophila SL2 (C), Kc (D) and BG3 (E) cells. Note the enrichment of H3K27me3 in stg locus during the WPP
stage (B), and the enrichment of H3K27me1 in stg locus in SL2 cells (C).

J-Y.Jietal. 33l



H3K27Tme3_WPP_ChIP_seq.12700 Details
HIK2Tmed WPP_ChiP_seq. 12700 A
Binding_ste

14111 _dwtails
ARNTANNENNTAT2N2

934

1085
FOK2Tmad_WPP_ChiP_seq MACS
150737658

127408

gbrowse_dbid. white datadase

R

SEIE2Imel WIP ORI 5eq.12700 ClasseSequence POSITiOneSRIIV&TISI9..10472812
AGACCIMAR. ACTTCEANG

Name

Type:

Deacription:

Sowrce: 14111 _cetale
Poaition: 2015735020, 15730440
Length.

Soore:
analysis:
load_id:

HIK27me3_WPP_ChIP_seq.13914 Details C

L]

Ghrowne_dbed whitw datatase

>ENE27me) WP ChIP seq.1)9id classsJequence pOSitions)R:25077965..25079597
CATTATAAIT OASATTTITIC CTTTCCTICT TCCTTCCTIA TTCAACTACA

Figure S4 The detailed results of ChIP-Seq analyses showing the enrichment of H3K27me3 in dE2f1 (A, corresponding
to the peak in Fig. S1B), dCycE (B, corresponding to the peak in Fig. S2B) and stg (C, corresponding to the peak in
Suppl. Fig. 3B) loci during the WPP stage. These results are obtained from the ChIP-Seq data sets provided by Dr.
Kevin White laboratory from the modENCODE Project (http://modencode.oicr.on.ca/fgb2/gbrowse/fly/).
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Table S1 Summary of the genetic analyses using the Exelixis Df lines.

Available for download at http://www.g3journal.org/lookup/suppl/doi:10.1534/g3.112.004333/-/DC1.

J-Y.Jietal. 58I



