
All sequences were checked by TRANSFAC to exclude other 
Transcription factor binding sites. Standard Restriction sites were 
excluded also.

## BLUE series – only VDR
HB_0015
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
-300                                                 TA
-250 GCACTAGTAATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATT
-200 CCTCCGACCCGGTTAGTATCGACCGTACACAAGCACATAGTTGCGCAGGC
-150 CTACAAAAGGGGATGCAAGGACATCAGCGTCTAACACATTCAGATGTCGC
-100 GGGTATATCTACACGGCCTATGCACGTAGTAAGCTT GATC
-50                                                   TSS

HB_0016
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGGATGCAAGGACATCAGCGTCTAACACATTCAGA
TGTGGGGATGCAAGGACAGCCCCATGCGTACTTGCC
AAGCTT GATC

HB_0017
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGACATCAGCGTCTAACACATT
CAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGT
GCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATA
TGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCT
CGGTAGCATATCAAGTCCTGCCCCATGCGTACTTGCCCCTGCACACGGGGATG
CAAGGACACCGATATCTGAGTATTTGACTAGAGGGGATGCAAGGTCACTTAAT
ACCATTTTCACT AAGCTT GATC

HB_0018
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGACATCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT
CCATCGGAGGCATAGAGTACCTGGGGATGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTAC
GGGGATGCAAGGACAGCTAGTCTTATGAGGGTAAAGAGTGGGGATGCAAGGTCATTGCCTACCATTTT
CACT AAGCTT GATC



## RED series – VDR AND AP2
HB_0019
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
AP-2 (MKCCCSCNGGCG) V$AP2_Q6
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGACATCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT
CCATCGGAGGCATAGAGTACCTGGGGATGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTAC
TTGAGCCCCCTGGCGGTTAGTCTTATGAGGGTAAAGAGTGGGGATGCAAGGTCATTGCCTACCATTTT
CACT AAGCTT GATC

HB_0020
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
AP-2 (MKCCCSCNGGCG) V$AP2_Q6
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAAGCCCCCTGGCGGCAGAATAGACACACGGGCCGCTTG
GCGAATTTGCAGGGTAGTTATTTGATCCTCAGTTCGCTATCTCACAGAAGGGGATGCAAGGACATCAG
CGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGT
GCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGC
AGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCTGGGGATGCAAGGACACACGGGTGCATCG
TAAATGCCCCATGCGTACTTGAGCCCCCTGGCGTGCATCCTACAAGCGGAGAGCTAGGGGGATGCAAG
GACAGCGAGTCTTATGAGGGTA AAGCTT GATC

## GREEN series – VDR AND WT1
HB_0021
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
WT1 (SMCNCCNSC) V$WT1_Q6
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGACATCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT
CCATCGGAGGCATAGAGTACCTGGGGATGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTAC
TTGCCCCTGCATCCCCCTCCTCCGAGTACTACGCATCGAGGGGATGCAAGGACATCTGTGCACACTA
TGGTT
AAGCTT GATC

HB_0022
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
WT1 (SMCNCCNSC) V$WT1_Q6
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGA
CATCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTA
TTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGT
GCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCT
GGGGATGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCCCCCTCCT
CCGTACTACGCATCGAGTGGGGATGCAAGGACATGCACCGGCCCCCCTGC



AAGCTT GATC

## ORANGE series – VDR AND WT1 AND AP-2
HB_0023
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
AP-2 (MKCCCSCNGGCG) V$AP2_Q6
WT1 (SMCNCCNSC) V$WT1_Q6
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGCCAGTATCCCTCC
TCCTCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTT
ATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAG
TGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCTCGGTAGCATATCAAGTCGCAC
GGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCCTACAAGCGGAGAGCTAGGTCTAAGAG
ATGACGAAGATATGTTCCCTGCTACGCTCCCCGCAACCTTGGCCCGGCCGGGCCTCAAGGCGAGCCCC
CTGGCGTGCAGTCTTATGAGGGTAAAGAGTACTACGCATCGAGTCTAGCAAGTCGTTTCAGCTATGAG
ATCCAAGTCTGCGGGGATGCAAGGTCATTGCCTACCATTTTCACTATGACCGTCTGTGCACACTATGG
TTACTGGTCAAGACTACATCAAATCGAAGATAGCATTTGGAGCGACATCGTAATGCCCGGGTCATAAG
CCTCGTCCCGCGCAGCTACGATCACTGCATGGTCCAACCGAGAACGAATTTCAGATACGATGGTTCCG
GATGGGGATGCAAGGACAGCCGATATCTGAGTATTTGACTAGACCTTAATCAAGCCCCCTGGCGTGTC
TAGCAGATATTTAGGCGACTGGGGATGCAAGGACAGTATGCCGGCCCCCCTGC
AAGCTT GATC

## NEGATIVE CONTROLS
HB_0024
VDR (GGGKNARNRRGGWSA) V$VDR_Q3
TCCC ACTAGT
CCGGTTAGTATCGACCGTACACAAGCACATAGTTGCGAGTCCGGGGATGCAAGGACACTACGAAGCAG
AATAGACACACGGGCCGCTTGGCGAATTTGCAGGGTAGTTATTTGATCCTCAGTTCGCTATCTCACAG
AAAAAAATTCAGCCTGCGCTAGGGCTCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGG
CCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCT
CAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACC
TCGGTAGCATATCAAGTCCGGGGAAGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTACTTG
CCCCTGCATCCTACAAGCGGAGAGCTAGGTCTAAGAGATGACGAAGATATGTTCCCTGCTACGCTCCC
CGCAACCTTGGCCCGGCCGGGCCTCAAGGCGTGTGGGAGCTCTGTACATGTCCAATCAGGGTCCAATG
CGATCCTGCATTGTTCCGCTGGCTGTAGGGTTAGTCTTATGAGGGTAAAGAGTACTACGCATCGAGTC
TAGCAAGTCGTTTCAGCTATGAGATCCAAGTCTGCGCCGATATCTGAGTATTTGACTAGACCTTAATC
ATGTCTAGCAGATATTTAGGCGTCTGTATGATCAGTCTTTGCATCGGGCATATACGTATCTCCCGGAT
ACGCTATATGTTCGCAAGGGAGAGGTTGAATACCATTTTCACTATGACCGTCTGTGCACACTATGGTT
ACTGGTCAAGACTACATCAAATCGAAGATAGCATTTGGAGCGACATCGTAATGCCCGGGTCATAAGCC
TCGTCCCGCGCAGCTACGATCACTGCATGGTCCAACCGAGAACGAATTTCAGATACGATGGTTCCG
AAGCTT GATC



HB_0025
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGCAGAATAGACACACGGGCCGCTTGGCGAATTTGCAG
GGTAGTTATTTGATCCTCAGTTCGCTATCTCACAGAAAAAAATTCAGCCTGCGCTAGGGCTAGGTCAG
CGAATGGGGATGCAAGGACAAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGT
AACATTTTATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGAT
ATGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCTCGGTAGCATATCA
AGTCCGTCGGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCCTACAAGCGGAGAGCTAGG
TCTAAGAGATGACGAAGATATGTTCCCTGCTACGCTCCCCGCAACCTTGGCCCGGCCGGGCCTCAAGG
CGTGTGGGAGCTCTGTACATGTCCAATCAGGGTCCAATGCGATCCTGCATTGTTCCGCTGGCTGTAGG
GTTAGTCTTATGAGGGTCTAAAGAGTACTACGCATCGAGTCTAGCAAGTCGTTTCAGCTATGAGATCC
AAGTCTGCGCCGATATCTGAGTATTTGACTAGACCTTAATCATGTCTAGCAGATATTTAGGCGTCTGT
ATGATCAGTCTTTGCATCGGGCATATACGTATCTCCCGGATAAACTATATGTTC
AAGCTT GATC


