
Supplementary Material Information 

 

1. Supplementary Table 1: A list of the 68 significant TRANSFAC positional weight matrices 

(PWMs) identified by TF-Spiker and their corresponding TFClass classifications based on the 

analysis of the breast cancer gene set [1]. 

 

PWM TFClass 
V$EGR1_01 2.3.1 
V$EGR1_02 2.3.1 
V$EGR2_Q6 2.3.1 
V$EGR_Q6 2.3.1 
V$FKLF_Q5 2.3.1 
V$NGFIC_01 2.3.1 
V$SP1_02 2.3.1 
V$SP1_03 2.3.1 
V$SP1_Q2_01 2.3.1 
V$SP1_Q4_01 2.3.1 
V$SP1_Q6_01 2.3.1 
V$SP1_Q6 2.3.1 
V$SP1SP3_Q4 2.3.1 
V$SP2_Q3_01 2.3.1 
V$SP4_Q5 2.3.1 

V$GC_01 2.3.1 2.3.3 
V$CKROX_Q2 2.3.3 
V$CTCF_01 2.3.3 
V$MZF1_Q5 2.3.3 
V$PLAG1_02 2.3.3 
V$PLAGL1_03 2.3.3 
V$WT1_Q6 2.3.3 
V$ZBP89_Q4 2.3.3 
V$ZFP281_04 2.3.3 
V$E2F_03 3.3.2 
V$E2F1DP1_01 3.3.2 
V$E2F1_Q6 3.3.2 
V$E2F3_Q6 3.3.2 
V$E2F4DP2_01 3.3.2 
V$E2F_Q2 3.3.2 
V$E2F_Q4_01 3.3.2 
V$E2F_Q4_02 3.3.2 
V$ER81_01 3.5.2 
V$ETV3_01 3.5.2 
V$ETV3_02 3.5.2 
V$FLI1_02 3.5.2 
V$HIC1_02 2.3.4 
V$MAZ_Q6_01 2.3.4 
V$MAZ_Q6 2.3.4 
V$FOXK1_04 3.3.1 
V$FOX_Q2 3.3.1 
V$HNF3_Q6_01 3.3.1 
V$CMYC_02 1.2.6 
V$MYCMAX_B 1.2.6 



V$SMAD1_Q6 7.1.1 
V$SMAD4_04 7.1.1 
V$NFKAPPAB_01 6.1.1 
V$P50RELAP65_Q5_01 6.1.1 
V$AR_01 2.1.1 
V$CACBINDINGPROTEIN_Q6 4.2.1 
V$CBF_01 6.4.1 
V$CDX_Q5 3.1.1 
V$E2A_Q2 1.2.1  1.2.2 
V$MYOGENIN_Q6 1.2.2 
V$EBF_Q6 6.1.5 
V$ETF_Q6 3.6.1 
V$LRH1_Q5 2.1.5 
V$MEF2C_Q4 5.1.1 
V$NKX61_03 3.1.2 
V$PAX4_05 3.2.1 
V$PBX1_04 3.1.4 
V$PPARDR1_Q2 2.1.2 
V$POU1F1_Q6 3.1.10 
V$RFXDC2_04 3.3.3 
V$TAL1_Q6_01 1.2.3 
V$TCFAP2C_03 1.3.1 
V$ZFP740_03 2.3.2 
V$NFE4_Q5 unknown 

 

 

2. Supplementary Table 2: A list of the 65 significant TRANSFAC PWMs identified by TF- Spiker 

and their corresponding TFClass classifications based on the analysis of the NF-κB gene set [2]. 

PWM TFClass 
V$CKROX_Q2 2.3.3 
V$CTCF_01 2.3.3 
V$FPM315_01 2.3.3 
V$LRF_Q2 2.3.3 
V$MTF1_02 2.3.3 
V$MZF1_Q5 2.3.3 
V$PLAG1_01 2.3.3 
V$PLAG1_02 2.3.3 
V$WT1_Q6 2.3.3 
V$ZBP89_Q4 2.3.3 
V$ZFP161_04 2.3.3 
V$ZIC1_04 2.3.3 
V$EGR1_02 2.3.1 
V$EGR_Q6 2.3.1 
V$FKLF_Q5 2.3.1 
V$NGFIC_01 2.3.1 
V$SP1_02 2.3.1 
V$SP1_03 2.3.1 
V$SP1_Q2_01 2.3.1 
V$SP1_Q4_01 2.3.1 
V$SP1_Q6_01 2.3.1 
V$SP1_Q6 2.3.1 
V$E2F1DP1_01 3.3.2 



V$E2F1_Q3_01 3.3.2 
V$E2F1_Q3 3.3.2 
V$E2F1_Q4 3.3.2 
V$E2F3_Q6 3.3.2 
V$E2F4DP2_01 3.3.2 
V$E2F_Q2 3.3.2 
V$HIC1_02 2.3.4 
V$HIC1_06 2.3.4 
V$MAZ_Q6_01 2.3.4 
V$MAZ_Q6 2.3.4 
V$ZFP128_04 2.3.4 
V$NFKAPPAB_01 6.1.1 
V$NFKB_C 6.1.1 
V$NFKB_Q6 6.1.1 
V$P50RELAP65_Q5_01 6.1.1 
V$AP2GAMMA_Q5_01 1.3.1 
V$AP2_Q3 1.3.1 
V$AP2_Q6 1.3.1 
V$TCFAP2A_03 1.3.1 
V$AHRARNT_01 1.2.5 
V$AHR_Q5 1.2.5 
V$ASCL2_03 1.2.2 
V$E2A_Q2 1.2.2 
V$AR_01 2.1.1 
V$ESR1_01 2.1.1 
V$NKX61_03 3.1.2 
V$NKX62_Q2 3.1.2 
V$CACBINDINGPROTEIN_Q6 4.2.1 
V$E2A_Q2 1.2.1 
V$EBF1_01 6.1.5 
V$ER71_02 3.5.2 
V$ETF_Q6 3.6.1 
V$FOX_Q2 3.3.1 
V$LBP1_Q6 6.7.2 
V$MYCMAX_B 1.2.6 
V$PAX4_05 3.2.1 
V$SMAD4_04 7.1.1 
V$TAL1_Q6_01 1.2.3 
V$ZFP740_03 2.3.2 
V$CHCH_01 unknown 
V$MINI19_B unknown 
V$NFE4_Q5 unknown 

 

 

Please visit the TFClass classifications web page (http://tfclass.bioinf.med.uni-goettingen.de/tfclass) to 

retrieve the corresponding transcription factor family names for the classification schemes (e.g. Jun-

related factors for '1.1.1'). 

 

 

 



3. Supplementary Table 3: GO Term Enrichment analysis for significant Reactome pathways via 

the geneXplain platform (http://www.genexplain.com/) based on the mapped transcription factors 

which belong the identified exclusive TFClass families (see Results section of the paper) for the 

breast cancer gene set. 

 

 



4. Supplementary Table 4: GO Term Enrichment analysis for significant Reactome pathways via 

the geneXplain platform which belong the identified exclusive TFClass families for the NF-κB 

gene set. 

 

 

 



5. Supplementary Figure 1: A network for the transcription factor PBX1 based on the analysis of 

the breast cancer gene set.  See figure caption for more information.

Figure 1:  Predicted functional role of PBX1 based on TFBSs found

of target genes. The network shows predicted

molecular subtypes of breast cancer. 44 of them are associated with Luminal A, depicted as purple 

nodes. 33 out of 118 genes are associated with Luminal B, shown as blue nodes. 19 genes

related to Basal which are shown in the network with light red nodes. The

genes in the network are associated with Normal

green nodes and brown nodes, respectively.

 

 

 

A network for the transcription factor PBX1 based on the analysis of 

the breast cancer gene set.  See figure caption for more information. 

Predicted functional role of PBX1 based on TFBSs found in the promoter regions 

The network shows predicted interactions of PBX1 with 118 genes for di

cancer. 44 of them are associated with Luminal A, depicted as purple 

out of 118 genes are associated with Luminal B, shown as blue nodes. 19 genes

which are shown in the network with light red nodes. The remaining 12 and 10 

genes in the network are associated with Normal-like and ErbB2+, where they are shown with 

green nodes and brown nodes, respectively. 

A network for the transcription factor PBX1 based on the analysis of 

 

in the promoter regions 

interactions of PBX1 with 118 genes for dierent 

cancer. 44 of them are associated with Luminal A, depicted as purple 

out of 118 genes are associated with Luminal B, shown as blue nodes. 19 genes are 
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ErbB2+, where they are shown with 
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