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Supplementary Data 1	  

Table S1. List of genes that are >1.5 fold higher in both Trp63 cHet and cKO vaginae than Trp63 cHet 2	  
uteri. When multiple probes for a single gene are in the list, the signal for a probe that showed the highest fold 3	  
change is listed. The array data GEO # GSE44697 was further analyzed at the Genomic Core of the Center for 4	  
Genetic Medicine, Feinberg School of Medicine at Northwestern University, using the Bioconductor lumi and 5	  
limma packages for R [1,2,3,4]. The complete dataset was normalized by quantile normalization, and the probe-6	  
set was filtered by present/absent calls based on the Illumina detection p-values – of these, 24003 out of 45281 7	  
probes were kept. Differentially expressed probes were identified by a modified t-test on each probe and 8	  
filtering them on the criteria that the change in expression was at least 1.5-fold and the p-value was less than 9	  
0.05.  10	  
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Figure S1. Identification of Trp63 promoter in vaginal epithelial cells. 11	  

5’ RACE analysis of Trp63 was performed for P21 vaginal epithelial RNAs. The representative 3 sequences are 12	  

aligned to genomic 5’ sequence of Trp63 exon 3’, which contains ATG for ΔNp63. The TATA box (pink box), 13	  

translational start site for ΔNp63 (black box), and the transcriptional start site (TSS) in reference sequences 14	  

(GenBank AF075437.1, AF075438.1 and AF075439.1) are presented. 15	  
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Figure S2. Microarray analysis on TGFβ family signaling related genes. 18	  

The graph includes genes that were detected in at least one of 3 groups with detection p-value less than 0.05. 19	  

Type I and II receptors, Smads and Betaglycan (Tgfbr3) were expressed in both uterus and vagina at similar 20	  

levels.   21	  
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Figure S3. The conserved proximal 5’ region of Homo sapiens (hs) and Mus musculus (mm) ΔNp63. 22	  

SMAD3/4 binding elements (S3/4, blue box), SMAD5 binding element (S5, green box) and C/EBP binding site 23	  

(light blue) were identified within 350 bp upstream from the transcription start site. Binding sequences for PCR 24	  

primers for ChIP assay were indicated by arrows. 25	  
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Figure S4. RUNX1 expression in the uterus of P3 control and DES-treated mice. 28	  

In P3 uterus, RUNX1 is expressed only in a small subset of uterine epithelial cells (arrows). However, DES-29	  

treatment induces a high level of RUNX1 throughout the uterine epithelium. 30	  
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