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Supplementary Figure S1 
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Figure S1: Full blot for the coimmunoprecipitation assay. Lane 1, input (5%).	
Lane 2, samples immunoprecipated using mouse IgG and immunoboltted using the 
anti-SATB1 antibody. The signal between the ms IgG sample and input lanes is the 
overflow from the msIgG sample. Lane 3, samples immunoprecipated using anti-Dvl-
1 antibody and immunoboltted using the anti-SATB1 antibody. Lane 4 represents the 
positive control, wherein the samples immunoprecipated using	 the anti-SATB1 
antibody were immunoboltted using the anti-SATB1 antibody. 
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Supplementary Figure S2 

 

 

 

Figure S2: SATB1-binding sites are present upstream to the TSS of naked 
cuticle (nkd) and apc-2. The sequences upstream sequences of naked cuticle and 
apc-2 genes were analyzed for the presence of consensus SATB1 binding sites 
(CSBS) by motif search analysis using MEME. CSBS (C) was identified in the region 
upstream to the TSS of nkd (A) and apc-2 (B) genes (highlighted in yellow). The 
upstream regulatory region of apc-2 gene shows presence of two CSBS sites (B). 
Hence, mammalian SATB1 can potentially bind these sequences in vivo. 
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Supplementary Figure S3 

 

 

 

 

Figure S3: Immunostaining of polytene chromosomes for Drosophila matrix 
binding protein BEAF. Polytene chromosome spreads were prepared from salivary 
glands of third instar larvae expressing human SATB1 under the control of Sgs3-
GAL4 as described in ‘Methods’. Antibody for BEAF, a boundary associated MAR-
binding protein was used as a positive control for polytene immunostaining depicted 
in Figure 6. Image was acquired at 63X magnification; the scale bar represents 20 
µm. 
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Supplementary Figure S4 

 

 

 

 

Figure S4: List of putative SATB1-binding sites in Drosophila genome. Motif 
search using MEME analysis identified 21 putative consensus SATB1 binding sites 
(CSBS) in flies. These sites were highly significant and spread across chromosomes 
2 and 3. These binding sites were present in genes involved in varied functions such 
as chromatin remodeling, metabolic and developmental pathways. Three out of 
these 21 binding sites are depicted in Figure S2.     

 

 

 

 

 

 

	


