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Connection Topology Data. The connection topology data is shown in Table S1. The first three columns 

provide information on the transcription as provided in (Xie et al. 2005).  

TF name: the known name of the TF  

Cluster number: TF protein identifier from (Xie et al. 2005).  

Motif: The conserved motif defining the cluster.  

 

The remaining columns show information on the TF’s target genes with their official gene symbol, descriptions, 

and RefSeq IDs that are followed by human (Hs) and mouse (Mm) genome coordinates and Ensembl IDs, 

respectively.  

 

Gene Ontology (GO) Analysis. To investigate further the biological functionality of TFs, GO analysis was 

performed. The significantly differently expressed genes were identified by Eq. 3. The two sets of Affymetrix 

identifiers for the significantly up/down regulated genes were then inputted into DAVID version 6 with default 

parameter settings. The outputs of DAVID were GO terms and the lists of contributed genes for the GO terms 

with enrichment scores. Next, the genes for each GO term were mapped to the TFs regulating the genes. The 

mapping results provided the contribution levels of each TF to the GO terms, thus the results hinted at biological 

functionality of TFs that could provide better understanding of the alternations of transcriptional regulatory 

mechanism to perturbation.  

   The contribution levels of each TF are presented in figure S1 to S3. Those three images are for apoptosis, 

immune system developmental process, and organ developmental process, respectively. The three GO terms 

have the highest enrichment scores among the GO analysis results. Each image is composed of two parts, (a) for 

TF activities at E13.5 and (b) for TF activities at E15.5. The dotted line indicates standard deviation 2, thus each 

figure shows the TFs that are highly involved to each GO term. For instance, PITX2 and MYC are positively 

correlated TFs to apoptosis at E13.5 (figure S1 a), however MYOD, LHX3, RSRFC4, TEF1, and SOX9 are 

negatively correlated TFs to apoptosis.  
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Fig S1. TF activities involving with apoptosis-related genes. (a) TF activities at E13.5 (b) TF activities at E15.5 

 



Fig S2. TF activities involving with immune system development-related genes. (a) TF activities at E13.5 (b) TF activities at E15.5 

 



Fig S3. TF activities involving with developmental process-related genes. (a) TF activities at E13.5 (b) TF activities at E15.5 

 

 


