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

-300 TA
-250 GCACTAGTAATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATT
-200 CCTCCGACCCGGTTAGTATCGACCGTACACAAGCACATAGTTGCGCAGGC

-150 CTACAAAA TCAGCGTCTAACACATTCAGATGTCGC
-100 GGGTATATCTACACGGCCTATGCACGTAGTAAGCTT GATC

-50 TSS
HB 0016

TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAG TCAGCGTCTAACACATTCAGA
TGT GCCCCATGCGTACTTGCC

AAGCTT GATC

HB 0017

TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAA TCAGCGTCTAACACATT
CAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGT
GCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATA
TGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCT
CGGTAGCATATCAAGTCCTGCCCCATGCGTACTTGCCCCTGCACAC

CCGATATCTGAGTATTTGACTAGA CTTAAT
ACCATTTTCACT AAGCTT GATC

HB 0018

TAGC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAA TCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT
CCATCGGAGGCATAGAGTACCT CACGGGTGCATCGTAAATGCCCCATGCGTAC

GCTAGTCTTATGAGGGTAAAGAGT TTGCCTACCATTTT
CACT AAGCTT GATC



## RED series - VDR AND AP2
HB 0019

TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAA TCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT
CCATCGGAGGCATAGAGTACCT CACGGGTGCATCGTAAATGCCCCATGCGTAC
TTG GTTAGTCTTATGAGGGTAAAGAGT TTGCCTACCATTTT
CACT AAGCTT GATC

HB_0020

TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAA GCAGAATAGACACACGGGCCGCTTG
GCGAATTTGCAGGGTAGTTATTTGATCCTCAGTTCGCTATCTCACAGAA TCAG
CGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGT
GCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGC
AGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCT CACGGGTGCATCG
TAAATGCCCCATGCGTACTTG TGCATCCTACAAGCGGAGAGCTAG
GCGAGTCTTATGAGGGTA AAGCTT GATC

## GREEN series - VDR AND WT1
HB 0021

TCCC ACTAGT

AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAA TCAGCGTCTAACACATTCAGAT
GTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTC
ACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATAT

CCATCGGAGGCATAGAGTACCT CACGGGTGCATCGTAAATGCCCCATGCGTAC
TTGCCCCTGCATCC GAGTACTACGCATCGA TCTGTGCACACTA
TGGTT

AAGCTT GATC

HB 0022

TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGGGGATGCAAGGA
CATCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTTA
TTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAGT
GCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCT
GGGGATGCAAGGACACACGGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCC

GTACTACGCATCGAGTGGGGATGCAAGGACATGCACCGG



AAGCTT GATC

TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGCCAGTAT

TCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGTAACATTTT
ATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGATATGGTAAG
TGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCTCGGTAGCATATCAAGTCGCAC
GGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCCTACAAGCGGAGAGCTAGGTCTAAGAG
ATGACGAAGATATGTTCCCTGCTACGCTCCCCGCAACCTTGGCCCGGCCGGGCCTCAAGGCG

TGCAGTCTTATGAGGGTAAAGAGTACTACGCATCGAGTCTAGCAAGTCGTTTCAGCTATGAG
ATCCAAGTCTGC TTGCCTACCATTTTCACTATGACCGTCTGTGCACACTATGG
TTACTGGTCAAGACTACATCAAATCGAAGATAGCATTTGGAGCGACATCGTAATGCCCGGGTCATAAG
CCTCGTCCCGCGCAGCTACGATCACTGCATGGTCCAACCGAGAACGAATTTCAGATACGATGGTTCCG
GAT GCCGATATCTGAGTATTTGACTAGACCTTAATCA TGTC

TAGCAGATATTTAGGCGACT GTATGCCGG
AAGCTT GATC

## NEGATIVE CONTROLS
HB_ 0024

TCCC ACTAGT

CCGGTTAGTATCGACCGTACACAAGCACATAGTTGCGAGTCC CTACGAAGCAG
AATAGACACACGGGCCGCTTGGCGAATTTGCAGGGTAGTTATTTGATCCTCAGTTCGCTATCTCACAG
AAAAAAATTCAGCCTGCGCTAGGGCTCAGCGTCTAACACATTCAGATGTCGCGGGTATATCTACACGG
CCTATGCACGTAGTAACATTTTATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCT
CAGATCGCTAGGATATGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACC
TCGGTAGCATATCAAGTCC CACGGGTGCATCGTAAATGCCCCATGCGTACTTG
CCCCTGCATCCTACAAGCGGAGAGCTAGGTCTAAGAGATGACGAAGATATGTTCCCTGCTACGCTCCC
CGCAACCTTGGCCCGGCCGGGCCTCAAGGCGTGTGGGAGCTCTGTACATGTCCAATCAGGGTCCAATG
CGATCCTGCATTGTTCCGCTGGCTGTAGGGTTAGTCTTATGAGGGTAAAGAGTACTACGCATCGAGTC
TAGCAAGTCGTTTCAGCTATGAGATCCAAGTCTGCGCCGATATCTGAGTATTTGACTAGACCTTAATC
ATGTCTAGCAGATATTTAGGCGTCTGTATGATCAGTCTTTGCATCGGGCATATACGTATCTCCCGGAT
ACGCTATATGTTCGCAAGGGAGAGGTTGAATACCATTTTCACTATGACCGTCTGTGCACACTATGGTT
ACTGGTCAAGACTACATCAAATCGAAGATAGCATTTGGAGCGACATCGTAATGCCCGGGTCATAAGCC
TCGTCCCGCGCAGCTACGATCACTGCATGGTCCAACCGAGAACGAATTTCAGATACGATGGTTCCG
AAGCTT GATC



HB_0025
TCCC ACTAGT
AATAGCTGGGCAGTAAATGAAAGAAGCGCATGTAAAACTATTCCTCCGACCCGGTTAGTATCGACCGT
ACACAAGCACATAGTTGCGCAGGCCTACGAAGCAGAATAGACACACGGGCCGCTTGGCGAATTTGCAG
GGTAGTTATTTGATCCTCAGTTCGCTATCTCACAGAAAAAAATTCAGCCTGCGCTAGGGCTAGGTCAG
CGAAT AACACATTCAGATGTCGCGGGTATATCTACACGGCCTATGCACGTAGT
AACATTTTATTCGGTGCGAAGGATATCAAGCTCACAGCACCTGTCCCTACGCCTCAGATCGCTAGGAT
ATGGTAAGTGCAGGCAGCTTCGCGGAAACATATCCATCGGAGGCATAGAGTACCTCGGTAGCATATCA
AGTCCGTCGGGTGCATCGTAAATGCCCCATGCGTACTTGCCCCTGCATCCTACAAGCGGAGAGCTAGG
TCTAAGAGATGACGAAGATATGTTCCCTGCTACGCTCCCCGCAACCTTGGCCCGGCCGGGCCTCAAGG
CGTGTGGGAGCTCTGTACATGTCCAATCAGGGTCCAATGCGATCCTGCATTGTTCCGCTGGCTGTAGG
GTTAGTCTTATGAGGGTCTAAAGAGTACTACGCATCGAGTCTAGCAAGTCGTTTCAGCTATGAGATCC
AAGTCTGCGCCGATATCTGAGTATTTGACTAGACCTTAATCATGTCTAGCAGATATTTAGGCGTCTGT
ATGATCAGTCTTTGCATCGGGCATATACGTATCTCCCGGATAAACTATATGTTC

AAGCTT GATC



