
Figure S1 

Fig. S1. IgG ChIP controls and the verification of RNAi efficiency in wing discs and Kc cells. 

(A) RT-qPCR analysis of mRNA levels of Pc (A) and two CtBP transcripts [short

(CtBPS) and long (CtBPL) forms] in the wing imaginal discs with genotypes indicated. (B-C) RT-

qPCR analyses of mRNA levels (relative to β-tubulin) of genes in Kc cells with different 

combinations of RNAi treatments targeting ph-p, E(z), Pc and CtBP and of control dsRNA, as 

indicated.  (D-F) Verification of the protein levels of Pc and CtBP (CtBPS and CtBPL) in Kc cells 

subjected to different RNAi treatments as indicated. * indicated the nonspecific signals. Note that all 

genes were efficiently knocked down within comparable levels upon the different RNAi treatments.  

(G) ChIP-qPCR signals of normal IgG were measured and expressed as in Figure 5-6.

Development: doi:10.1242/dev.200153: Supplementary information 

D
ev

el
o

pm
en

t •
 S

up
pl

em
en

ta
ry

 in
fo

rm
at

io
n



Figure S2 

Fig. S2. CtBP is required for Ubx to repress Dll expresion in wing imaginal disc. 

(A-I) Representative confocal images of the late 3rd instar wing imaginal discs, with 

genotypes annotated above, stained for Ubx (A-C) and Distal-less (Dll, D-F). (G-I) are 

merged from (A-F).  Note the complementation of ectopic Ubx and the reduced Dll signals 

(arrows). 
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Figure S3 

Fig. S3. The selection of PcG repressed genes in Kc cells. 

(A) Volcano Plots of differentially expressed genes (DEG) between cells treated with 
control and ph-p+E(z) RNAi, as determined by the RNA-seq analysis pipeline (see 
Materials and Methods for detail). Of 11,282 genes with sound seq data, 381 were 
selected as PcG repressed genes (dots in red), based on the rule as indicated. The 
dashed lines indicate P = 0.05, log2[Fold change] = -1 and 1, respectively.

Development: doi:10.1242/dev.200153: Supplementary information 

D
ev

el
o

pm
en

t •
 S

up
pl

em
en

ta
ry

 in
fo

rm
at

io
n



Figure S4 

Fig. S4. CtBP interacts with UTX, CBP and Fs(1)h. 

Western blots by antibodies indicated (to the right) of nuclear extracts (NE, 10% input), co-

immunoprecipitates (IP) of normal IgG (IgG) and the indicated antibodies in Kc cells. 
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Table S1. List of primer sequences for dsRNA templates, RT-qPCR and ChIP analysis. 
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Table S2. List of 381 PcG repressed genes as in Figure 3A. 
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Table S2. Continued. 
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Table S2. Continued.

Development: doi:10.1242/dev.200153: Supplementary information 

D
ev

el
o

pm
en

t •
 S

up
pl

em
en

ta
ry

 in
fo

rm
at

io
n



Table S3. List of 73 PcG targets. 

Note: The genes are listed in the order of heatmaps in Figure 4B. 
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Table S4. List of P value as in Figure 5 B-G and Figure 6 A-B. 
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Table S4. Continued.

For each loci, data were analyzed by one-way ANOVA, followed by Tukey's multiple comparison 

tests. 
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