DNA sequence of 6 kb surrounding miR-141 gene.
>NC_000012.12:6959000-6965191 Homo sapiens chromosome 12, GRCh38.p13 Primary Assembly
CCTTGCCCCGGTCCCTTCCCACTCCCTCCGTGGACCCCAGGCCTGCGACGGCCTCTGGCTTCCTCCTCTT
CCCCCAGCAGCTGTTTGTCCTGGGACAGGGCAAGTCGGCTGAATCTAGAGGTGCCCCCGATGGGCTGTCC
GGGGACGCGGCTCTGTCCTGTGCTCTCTCAGGGACAGGCCCATCCCCGAGAGCTACCCTCCTGCTCACCC
GCCACACACACATTCACACACTTCTTGAAAGCCCCATGGCCTTTATTTAGACGTTACAGGAAGGAAGTGG
GTGTGGGGGGTTATTTTTGACAATCTGGGTTTGAAATTAGACAGCGCGACTCAGGGCATCAGCTTGCTGG
GCTCAGCTGAGGGTGGGCCTGGGGTCTCCCTGAGGTCTGTTTGCCCAGGGCTGGGAAAGGAGAGAAACTT
CCTACTGCACTGCTCCCCTGAGTCCCCTGACCCTGTGCCCCCGCACCCTGCTGTCTCAGGGCTATCCTTT
CCCTGACGTCAGGGTTTGAAGGAAAAGGGAAGTGAAGCCATGCTGAGAGACGCTCCATAACTCCTTCAGG
GAGAGGCGGGGAGGGCTCAGGGTACCTGGGAGCCGGCAGGACAGTGGTGGGATTTGGGGGTCCCAGGTCT
TCCGGGGTGGGGGCAGCCACTCACTAGGAGTGAGGAGTCGGCGCGAGGAGTGGAGGAGGGAAGGATGGTG
GCAGCTGGGGAGCCAGCGTCAGCACCGCAGAGCCCGAGGTGGAGCGTGTCCATGCAGAGCTGGGCAAACC
TCCATCATCACTTGCCCGGTGACCCTGGGCACATTCCCTCCCATCACTGGAGGCTCAGGCTGCTCCTGTG
GTGCCTGGGGCTGGAGCTGAGCGCTGGGTACCCCCCTTCCCGGGGAGGGCTTGACTGGCCTCTGATGGCA
CCCCCGTCTTTCCCCAGCGCCGGCATCGGCCGCACAGGCACCATCATTGTCATCGACATGCTCATGGAGA
ACATCTCCACCAAGGGTGAGGGGCACCTGGGGGTTTGGGGGTGGGGGGTGAGCAGCCCCTCGGTGTCCGC
CTATGCCTGGACCTGAGGTTTGACTGCCCCCCACCCAGGCCTGGACTGTGACATTGACATCCAGAAGACC
ATCCAGATGGTGCGGGCGCAGCGCTCGGGCATGGTGCAGACGGAGGCGCAGTACAAGTTCATCTACGTGG
CCATCGCCCAGTTCATTGAAACCACTAAGAAGAAGCTGGAGGTCCTGCAGGTGCGTGCAGAGCAGGGCCT
GGGGGGGGGGGGGGCTGCAGTGCAGGATGGGTGCCACCTGGCCCTGCTGGGACCACCACCTTCCCACTGT
CCCTCTGCCCACAGTCGCAGAAGGGCCAGGAGTCGGAGTACGGGAACATCACCTATCCCCCAGCCATGAA
GAATGCCCATGCCAAGGCCTCCCGCACCTCGTCCAAGTGAGTGGCCCTGACTGCCACTGCCCGGCATCCA
CCCCTTTGTCCTGCCCAGCCCGATCCTCACTTTCTGGAGAGGACAAGTGTTGCAGCTGGGGGGACCTGGC
TTCAAGTTCAGGCTTGGTTCTCACCCCTTCTGTTCATAAGCATTTCCTGAGTGCCCACACGTGTGGGCCT
CTGCTAGGTACCAGCAGCGCACTCGTGTATGAGATGTAGCCTCTGTCCTCTAGGAGCTTGGAGTCTAGTG
CAGGGACCGTGGCTGCGTCACCTGTGAGACGGGGTGGCCAGAGGGGACTGCCAGTGCCGGGTCCCCCTGT
GCTGTCTCCTGACCTGCACCAACTGCCTGTACTTGCCCCCCTGCACCCGGCTGCAGACACAAGGAGGATG
TGTATGAGAACCTGCACACTAAGAACAAGAGGGAGGAGAAAGTGAAGAAGCAGCGGTCAGCAGACAAGGA
GAAGAGCAAGGGTTCCCTCAAGAGGAAGTGAGCGGTGCTGTCCTCAGGTGGCCATGGTACAGCTCTTCTG
CCTGGGTGTCCTCCCTGCCCTGCCCTGTGTCCTTGGCTCCACTGCCTTCCCTGGGTGGATGGGGTGGCCG
CAGCCTCATTCTGTGCTTCCCAGCTGCCCCAGACCCTCTTGTTCCACCTCCAGGTTCCAGCTACCCTCTC
ACTCCCTCACTCCCTTCTCTTGGCAGCCTCAGCCCTGACCCTGTGGAAGCATTTCGCGATGGACAGACTC
ACAACCTGAACCTAGGAGTGCCCCATTCTTTTGTAATTTAAATGGCTGCATCCCCCCCACCTCTCCCTGA
CCCTGTATATAGCCCAGCCAGGCCCCAGGCAGGGCCAACCCTTCTCCTCTTGTAAATAAAGCCCTGGGAT
CACTGTGTGTCGCCTCTGAGCCCTTTGCTTGCCCAGTGAGTGGGCGGCCAGAGGGCAGGGCAGGATGGGT
AACTGTGTGTGCCTCCGTGCGTGCCTCGCGTGAAAGCTCCGCCTTCCGTCAGACGGACGTGGGTCGGGAC
TCCGCCTCGCACGTGGGAGGGTGACCGTGGGTGAAGCTCCCCAGTCTCCTTCTTTAAAATGGAGGGCGAT
CATAACAGGGTGGTTGTGAAAAGCACCGAGATGACGGCTGACGATAAGACGGGCACAGTGACTCATCACA
CGCTTGCCATGTGCCCAGGCACTAAAAGACTACACACGTTAGTTCAGTCTAGGCACTTCTGTCATTCTCA
TTTTACCGTGGCGGAAACTGAGGGACAGAAAAACTAAGTAACTTGGTCACTTGCCCAAGGTCACAGGGCT
ATGGAACAGTGAGGCTGGGATTCGAACCCAGGCTGTCTGACCCCAGAGCCCACACTCCTTACCCTGGAGT
TGCAGCTGGGGCCACCCTCAGGGGGGCCCTGATCACACTCCCCTGATGCTGAGTTCCAGATCTGAACTAA
GAAGAGTAGTTAACAGCCGGAAGCGCAGACCTGAGGCCAGCCCGGCTGCGTCCCCTCTGGCGGGAACAGG
GACAGGCTCCTCAGAGCACCCGGGCACGCCCAGCTCCTCCCCTCATCCAGGCCGCTGCTGCCCTTATCCT
CTTGGGCAGAGTTTGAAGAGCTGGCTGACGTGAAGAGTGCTTTGTTTTTTGTCCCCTCTTCCTTCCCCCA
TGTCAGGAGTGGGGTTTCTTCTTTATTTGAAACACTGGTGTCCTGGGGAGTAAAGCCGGTGGGAGTCATC
CCTCAGGAAGTGCTGGCGCCCACTCCTGGAAAGGCTGAGACAGCACAGGTCCCAAAGCCCAGAGGCTGGG
CGTGCATTACTCAGCAAATCCTTACAGAGCCCCCGGCGTCACAGGCATTCACAGTCCCCCGACCTCCTGG
AACTTAGGAGGCTGGTCAGGGAGACAGATTCACAAACCGATCACAAGCATCAAATAATTGCAGGCGGGTA
TTAAGAAGGAAGCAAACAAAGCCTGGGAGAGAGAACAGCGAGGGATTGAGCAACCCAATAGCTCCCTGGG
GCTGTGGCCCTCCAGGGCACGGGTGGGGCAATCACCTGTCGGGCCCAGGTCCCCTCTCCCAGCAACGCCC
TTTCTATACAAGCCGCAGCTGCACAAAGGCAAGTCCCACCTCCTCTAACCGCCCTTGGGCTACCTGCCCT
TGGGGTGGGACTTGGACTCCACTGAGGGCTGTGCTGTGAGGTGGGTCCGGGAGCAGCTCGGTCCGGAGAG
TGGAGCGCGATCGTTCCCTCTGCAGGCCTCAATCGAGGGGCAAGGCTGATGCTCCGGGCCAGCTGGGGTC
TCTGGGTAGCGGTGGGTAACTTCACACTAGCGACACCTTGCTGGGACCCGCCTGCCCTTCACAGGCCTGG
CGGGGCCTTCTCCCTCCCCTTTCCCTCAGGGGATCCCAGCACAGGCTGGGCACTGCGGGGCGGCACAGCC
CAACTCCTGCCCAGCTGACCCCTCGCTGACCTCAGGGATCTCTCTGGCCTGCAGCTCCGCTGTGGGCAGG
GTCTGAGGCCACAGAGGAATGGGCTAGTCCTGGGGGCAGCATCTGCTGTGGGGAGGGGACCCAAGGACAG
CCCCCGCTTTTTGTACCTCTGGAGACAGGGGTGAGACTAGGCAGGTTGGAGAAAAGAGGCCCCTGGGAGA
GGGTGGGAGGCCTAGAGGAGTGGCCAAGCCTTAGAGGAGGTGCCCGTGGCTGGCGCTGGGAGGGAAGGGG
TTAAGGCAGTGGGGGGGCAGCCTATGGCAGGAGGACACACCTGTGCGCAGGGTGGCAGGCGGGGCCCAGG
TAAGGAGCCTGCGCTGGCTGCCCGGCAGGCGGAGAAGGAAGGAGGAAGAGCGGAGGCCAGGGCGGGCTCT
AGGCCGTGGAATCTGGGGCCTTAAAGCCCCTTCGTCTCCCCAGCACCCACTCTCTGGGGGCAGGTGGGCC
CGGTGACAGGTAAAGGCCACCAGGGGAGAGGTCCTGGGCTGAGCTTGGGACTGCAGAGGGGGGATGAGGG
TGGGTAAATCGGTGTGTGTCGCGGGTCGGGAAAGGCTGCCGGGGGTAGGGGAAGGTGGCTCAGAGGCGGC
GGGCCGACGGTCGAGGGGCTTCGGAGGGCCTGCTTGGACTGCAACCTGGGCCTCGTGATCAGCGACCCAG
GGTGTGGCTGGTGGCGGGCAGCAGGGCTCACCAGGAAGTGTCCCCAGGGACTCGGGTGGTGGGGGGATGG
GAGCCAGGGATCTGCAGCTTTTCCGCAGGGATCCTGGGCCTGAAGCTGCCTGACCCAAGGTGGGCGGGCT
GGGCGGGGGCCCTCGTCTTACCCAGCAGTGTTTGGGTGCGGTTGGGAGTCTCTAATACTGCCGGGTAATG
ATGGAGGCCCCTGTCCCTGTGTCAGCAACATCCATCGCCTCAGGTCCCCAGCCCTTAGCTGGCTGCAGCC
CCCTCCCCACTTCCCACGCACCCCGGAAGCCCCTCGTCTTGAGCTGAGAGCGTTGCACAAGGGGTGGTTC
TTGTTGGCTGGCTGCCACTAAGGGACACAATGGGCCCCAGCCCCTCCTCCCACCCAGTGCGATTTGTCAC
CTGGTGGATCCAGAACCCACAGTCGACCTTGAGCTTGGGGTTGGCTCGCCCCCTCTCAAGAGACCTCACC
TGGCCTGTGGCCAGGGTCCCCTGTAGCAACTGGTGAGCGCGCACCGTAGTTCTCTGTCGGCCGGCCCTGG
GTCCATCTTCCAGTACAGTGTTGGATGGTCTAATTGTGAAGCTCCTAACACTGTCTGGTAAAGATGGCTC
CCGGGTGGGTTCTCTCGGCAGTAACCTTCAGGGAGCCCTGAAGACCATGGAGGACTACTGACCAACAACC
TCTGACCTTCACCCCTCTGGATGGGGGACGAATCACTAGGCAAAGGGGAACAATGGGAAGGAGACAAAAT
GGCTGCCTTTACAGCTGCAGCAAGATGTGGAAACACTGGTTCCCTAGGCACCTCCATTGTCTTCCCGCCT
TGGGAGCATGAAATAAATAAAGTGTGAAGGGGAACATGAGGAAGACTGATCCAAGTCACTTGACCTGTCT
TTTGTCTAGTTGTTTATCTCATCTTAGCCTCCCAGCAACTCAGGATTGGGGCTGCGACGTCTGCTTTGTC
TTTCATGATACTCAACCCCAAGCAGAGAAAAATATCTTAAAAATCGAAGCAGATTAACCCAGTCCCTCTG
TTCAGATCCACCTGCTGCCCTATCTGCATTTGGCAGTTCCTGGACATACTTTGCACCTATGTTTTGTCTG
AGTTCCACATCTTCCTTGTCTCCCCGCAGGGATGGGAAATGGGCAGTAGTGGGAGATTCAGGTATAAACG
GTGGCTCTGTTTCTCTGGTGCCTGAGATTCGGGAAGGCCTGTCTTGGGAAGATAAGTGTCAGCTTATCTG
TGGACTGAACAGACAGGCACCTGTTCTGTTGGCCCCGGAACTGCGGGCATGAAAAGCCCACCTCCCCAGG
GGAGGCCTGTTAGCTAGCAGCTCCTCACGCCTGGTGACTGAGAAATGGAGTCTGGGGGGCCTACAGCAGG
CCACGCGATCCACTGGGCTTCTGGGCACAGAAGTGCCTCAACAGGCACAGGCAGGCTCCCCACAGCCACA
AGGAACCCTGCTGCCAAGGAAGCAGCTCCTGTTGGGGTCATCAGATTTTTAATCTGGCTCAGCAAAGCCA
TGGCTGTCCAGCCTTAAAAAAATGGGTGATGTGGGAGAAATGGAGGGTGTGTGAAGAGCACAGCTGGGCC
TCGAGAACTCAGGGCCAGCCTTCCCAGCTTGG





DNA sequence of 6 kb surrounding miR-200a gene.

>NC_000001.11:1162800-1168952 Homo sapiens chromosome 1, GRCh38.p13 Primary Assembly
AGCGGGTCCTTCCCCCCCCCAGGGAAAGGTGGGCCCCTGCGCAGATGCGGCTGGGTTTCGGGTGTGGAGC
ATTGGCCAGCGGGAGCTCGCACCTGTGTGGGGCGGGGAGCACTGCTCCTTGTAAGGCGAGCCCCCGCCGA
GCCGGCTCTTCCCTCCCGAGGCCCCCACCTCGCCACCGCCTCCCATTGTCCCGTCGCCCTCGAAACTCTC
CCAGAGACGGGCGAGTTGTCCACCTGTGCAGGTCTGAACTGACTTCCTGTGCCAGGGCCTCGCCTGAGCG
GGGGCAGGAAGCTCACCCTTGCAGGTCTCCCCGCGCCAACGGACGCCCTGAGGCCTGACCCTGGCTGAGG
CAGAGCACCCAGCTCCGTGGACCGGGACGGACGGGCTCAGGTGCCCCCCATTCCTTCCGAAGCCGGTTCA
CACCCACCCGGGCCTGGCACAGGGGAGGCGCTGGCTGCAGGGTCGGGGCGGGAGCAGCCTCAACCCGGCT
CCTGGGCCGCGGCCGCAGCAGTGGAACCTGTCGGGGCAGGTAAGGGCGGGCAGCGGGGAGGCTGAGGCGC
AGGGGGAGGCGGCTCCCTGCAGGGGGGCCCTCGCCAGCCCCCGCCGTGGCCGACGTGGGGCAGGGGCGCA
GGTGACAGATGGGCTGTCGCCAGCCTGGCCAGCGTCCAGGGGAGCTCCGGTCACTGCAGACACAGGCTGG
CATCTTGGACCCACGGGCTGCGTCTTCCGGGCACGGGCACAGTGTGTGGGCTCCAGGCATGGGGTGCCCT
CAGGGCAGGGCCTGGGCAGAGGGCAGGCTCCGAGAGGGGTCACGTTCTTGCCGCCTACCTGACAGCAGGC
CTTCTAGAAAGTTCTCTCCAGAAGCAGCCACCGCCGTCCTGAGGCACTTTGTGCGGAGACGGGAAGCTGT
CGCCTCAGAGGTGGGTGCGTAGAAGGGTTTGGCCGGGTGCGAGGATGACCGCGTCTCCCTTGGGCTCTGG
AGTCTGCGGTGGGAAGGGCTTGGTTTCAGCACCCTCTGGTCAGAGGCCGGCCGAGCCCATGGGCGGTGAG
GTTGGTGCCTGGGGTCGTGGCTGGTCTGGTACAGGTGGGGCTCAGCCCGGAGAAGCTGGAGCCGGTTCCC
AGGCCCCGCGCTATGACTGGGGTGGGGGCAACGTCTCTCGTGAGGTTTTTTACTTAAATGTGAAACGGCT
CAGTACGGTGGCCGCAGCCGGGAACAAGGTCCGACCCACCGAGGCCCAGCCTTGAACTTGCCGCGGGGGC
ACCTGAACACGGTTTTACAGCCCGGATCACTGGCTTTCTTGAAGTTTGGGAACTGATTGATCATGGTGGC
GGGAGGTAAGGTTCATTGTTCTTGATGAACAAAATTCTTAGGGCGTGAAGAGCCGATGCTTTAATTAACC
CCCCGGGAGCGTCTCAGGCCTCCCCCCGGGAGCGTCTCAGGCCCCGTTTACGCTGAGTGTCTGGGGAAAG
ACGTGGTTTGGTTTTGTTTTTCTAGTAACCCAGATGAAATGTTTAAAAGCATGGTTGGCAGCACATTGAA
TTTGGCAAAATTAAGGTTTGCATTTGTGAAAATGCGGATGCAGTTTGCGGTTCTTTTCAGACATTTTGGT
AATTTGCAAATACTTATTTGCGAAACGAGTTTGTCAGAACATTTTTTAGTATCTAGAGGAAGATGAGATG
GGCCGAGGAGGTCGCGCACCCCTGGATCCCTGGAGGAGCTGGTGTGTTCTCTGTGGGGCGGGTGGACGTG
GCCCGGACACACGGGCCGTGCTCACAGCCGGCCTGCGAGGGCTGCAAATCCACGCCCGCCGTGTGGGTGA
AATGGCGGCTTTGCCTCCCAGACGCGTAGCTCCGGCGACGCAGAGGGAAGAACCTGAGTGCCCGCCAGGC
CGAGCTCCGCACCCCACCCCCCGGCAGCCTCTGACTCCCGGCTCGGCTCCCGCGGTCGGGGAGGGTTGGA
TTTCACACTTTGTTCTCGAGGCCGCACCATTGATTAAGCCCGTCGGGCAGGTTAACCAACAAGTTAGGTT
TTCACGCCGGGATCACATTCCTCGCCGGGCGCTCCCACCCCACCCCAGCCTGTGCAGGTGGGACCCGGCC
AGGCAGGCGGGCAGGGCGGCCAGGTGCGCCGAGGGGCGCCTCCACGGGGAGTGTGCTCCGCAGAGAACCC
CTTGCTGGGGCGGCTCTGGGCCTCCTGACTCACTCCTGGATTTTCCCAAGCTGAGTCTGGCCCCGCGGTG
ATGATTAACCCAACACCTCAACCGGCACCGCCACGCTAGCTCCACTTCCCGGCGACGGTTGACAAGAAAG
CGCCGCGTGGGGCTCTCGGAAAACAGGGAAGGTCCGTTTTCGCTTTTCATTTCTTGACCTGTGGCCACGG
TAAGACTCGGCCGCCTGCCCACCCGACTCCTTGCCCCTCACCCCTGTGCCAGGCACAAGGCCCTGCGAAA
TCCTTGGTCCCCCAGCTGAGCCTGCCGGCCCAGGCCACCATCTCCCCACCCAGCCCTGGAGCCAGGGTCG
GCCTCTCCTGCTAGCTGCTCGTTGGCTTTACAGCTTCTGCACTCAGGAGGCGCCTGGGAATCCTGCCCTG
GAACTTAGGAAGGAGGCTTCTCCCACCTGCCTGCCACACGGGTCTGTCCCTGGGTCCCAGCCTCTGCCGT
GTGCCCCTCAGCCTCCCGGGTGAGAACGCAATGACTGATGAGCCTGGGGTGGCCAGGCCAGCTCTGGCCC
TGTGGGGTTCCTGAGAAGGCTGGCCCTGGGTGGCCAAGGGCCTGGGGACACTGGCCCCGGGCCCTGAACC
TGGCAGTGGGAGGCCGGCCCGTCCGCCGGGTGGGCTGGGAACTGTGTTTGGCCCCAGCTGCAAGGGACGA
GTGCCGGGCACCTGCTGCCCTCCCCACGTGACCTGGCAGCCAGGAATGGAGCTGAAATTCAACTCTGCTC
TGAACGGGAAGTCTTAGTTTCCTTTAGCTCAGAAAACAGGTGAAATTGTGTTCCTGAAGCACTGATTTGA
TGGGATTTGATGGCATTGGTGGCGAAGGCCTGTGAGGTGATGGAAAGGGAAAGCCGGGTGCCCTGGAGCC
TGACAGGCTGGGGCCAGGGCAGGGGACCTGGTGTGGGGTCTCCGGAGAGGGTCCAGGCGTGAGGGAAGCT
GGGTCAGGACCTCGGAGACGTGGCCTTTGGAGGAGGAGACTGGAACCGGGTGGACCCGGCAGCAGGCGGG
GGCGGGCGGACACGACCTTTGTTGTGGTCGGCGGGCAGACAGGGGAATCGGCACAGGGCCTGCGCCCCAC
CTACAGCCTCTGTGGGTGGAAGGTGCCAGAAAACTTGAAGAGTGGCTCTGGCCAGCTCTCTGGGCCCAGT
TGGCACCAGGTGGTTGCAGAGAAAGGGTGGGAAGGAGGACAGGAAGGACGGCGTGTCCAGCGGGCGGGGA
GCCTTGGTCTGGCCTGAGGGCTGAACCTCCCTCGGGTCCTGAGTGTGCCTGGAGTAGAAGCCTAGGGTCT
CTGGGCTCCAGGCAGGGCCCTGAGCAAGGAGGGGCCACAGGGCTGCCCACTTCCTCCTGCCCCCCTGCAG
AGGCGGCTCAGCCCTCGCGGCGTCTGAGGCTTGACTGCCTGTGTCTGTGTTTGTGGCCGGTCTGCCTCTG
TGCCTGGGTCAGACCCCAGACCAGCAGACACACAAACCGCAGGGACGGCTGGGCAGGGTCAGGAGCCTGC
CCCGCCCGCACCCCCACCCACACCCCCACCCCCACCCCCGCCTGCACCCCCTGCCCTCAGACGCTGTGCA
GTGAGCGGGGCAGCATGGGAGAGGGGTCTCCAGGTGGCGGGGACCGTTCTGTCTCGAGAGCCTCGCAGAC
ACCGGGCCTTTGAGAAGAGAAGGGGCTGGGCAGGGAAGCAGCTCCTGGAACACCATCCTGGAGACAGAGG
CCCTTGTCCCCTGCCTCAGACAAGGCAGCACGTGGGGCCCGGGGGGCTGGGGCTGCTGTCCAGGCCTTCC
TATGGGACCACCCAGAGGGAAGGTCCCCCGCAGAGGGGTGGGGGCAGAGGGCCGAGCGGGGCGGGCAGAG
GGCCCGTGTCAGCCCCACTCCGACCTAGTCCTCGGCCGTCTGGCCAGGACACTTCGGCCCCCCAGGTGCC
CACCCCAGGACCCAAAGCTGGTGGCTGCTGGACTCGGCAGGGCTGGCGGGTGGGGCTCACCCGGGCCCCT
GCCCTCCGGCGATGCTGTCCTCAGTGCCCCAGGAGGACGAGGCCCCCCAGCTACTGAGCTTCCCAGCGAG
TCCCATGCAACCCTCAGCCGGGCGGCCCCCGGACCCAGCTCGGGCAGCCGTGGCCATCTTACTGGGCAGC
ATTGGATGGAGTCAGGTCTCTAATACTGCCTGGTAATGATGACGGCGGAGCCCTGCACGCAGCGACCGGC
CGACCCCGTCCCGGCCCCCAGGGCCTCCCGCCGAGCCCCACACTCCCCTCCCACACAGCCCGCTCACCGG
ACCCCACCCCGTCCGGGCCAGATGGCTCTGGGGAGAGTGACGGGGGGACGTGACCTTCGGAAGGGGGCTG
GGGCGCCCCCCACCAGCATCTCAGAGACCCCGGAATGCAAGGCCTCCTGCAGCTGCACCCAGGGCGCCCC
ACAGTGATCTGGGGATTAGGACGCTCAGGTGTCCGGGCCCTGCCCACAGCGCCTGGGCGGGAGCTGCTGT
CACACCCAGCAGGTGCGGGCCGAGCAGGACCCAACAGAGGGCTCAGGAGGGCAAGGCCCAACCGGGAGCC
ACGTGGAACCCAGAGGAAGCCGCCCCACCCAGCTTGGCCACAGCCATCTTCCCTCCTGCCGGACAGGGTG
GGCCGGCCACCGAGCAGACCAGTGCCCCCGCCTTGGTCCCGGGTCAGCAGCCCCAGGGTCCCCTTGCCCT
GGAGGAAGCAGGGAGGGTGGGCCTGTGTGCAGTCTCAGGGCCCCCAAGCCCCTCTCCGCCAGCCCTGTCC
GGTCCCGGCACCACCCCTGGCTGCTCACCGCTCCGGTTCTTCCCTGGGCTTCCACAGCAGCCCCTGCCTG
CCTGGCGGGACCCCACGTCCCTCCCGGGCCCCTGTGAGCATCTTACCGGACAGTGCTGGATTTCCCAGCT
TGACTCTAACACTGTCTGGTAACGATGTTCAAAGGTGACCCGCCGCTCGCCGGGGACACCACCGAGGCAC
ATCCGGAGCTCCTACTCCAGGGATGGGCTGGGGCGGAGGGCCGAGCGGGGCCAGCAGACGGGTGAGGGCG
GAGGGCCGAGCGGGGCCAGCAGACGGGTGAGGGCGGAGGGCCGAGCGGGGCCAGCAGACGGGTGAGGGCG
GAGGGCTGAGCGGGCGGCAGAGGGCCTGTGTCAGCTCCGAAGTCCAGCCCCCAGGGGAGGGGCCGGCCTC
TGCCGGGGGTGCCCCCGGGGTCACTCACGCCCAGGCTGGGTCTGACACCTTGAGGACCCCTTGGTGCCTC
CACAGGTGGCCTGGAGGGCATCCTGCTCCCCCTCCCGGAGCCGCTGTGCCTCCCCCACCCAACCTCCCAG
GCTGGGTTTTAGGGTGACCTGGCTCCAGGAAAGGCCATAGGGCTGGGATGCCAGGGCTGGAGAGGGAAGA
GCAACAGTGGCCTCTCTCACGTGGTCCGGGCTCCGTGGAGGGTCTGCTGGGGGCGCAGGAAGGACAAGGT
GGGTTCAGATTCCCGAGCCCCACCATGCAGGGGAGCGGGGACGCTCTGCGCTTGCCCTCTGAGGGACAAG
GGGTCTCATTCCTTCCCCCAGTCAACAAGAACAGGAACTTTGTCCAAAACCCACCAGGCCAGGATGACCC
ATTGTTTCATCTTTTCCATCTGCAACCAGGGCGCCTGGGACCGCACCCCCACACAAGGCCCCAGCCTGGG
GAGGGGGCAGCCACCGGGGAGAGGCTGCCCTTCACTGTTACTCATTAACCCGACCGAGCTTCAGGAAGCC
AGCGAGGGGCTGCAGGGAACCTTTGCCAAGAGCAGGGCCTGGGTGACCAGGTGGCTCCCGGGTACCCCCA
CACAGCCAGGCTGGGCTGGGACCAGGTGCTGGGATGGGGGCTGTCAGGGAAGTGCCTCGGGGGCTCGTTC
TGCAGACCCAGGAGGGATCAGGGCAGCTGCAGGAGGTGGCAGGAGCCGCCCCCGGGGCCTTCC


Pbx1 binding sites obtained from JASPAR database.
	cagaatagCCATCAATCAAAgataaatcac        
	1

	TCATCAATCAATttgaaatgaatggatt  
	1

	CCATCAATCATAtatcactgaccaatcaag
	1

	tgcacgtggcaCCATCAATCATAtatcactgaccaatcaag
	1

	aatcacACATCAATCATTtcaattaggga       
	1

	ttCGATCAATCAAAtcaatcaaacatattg  
	1

	CGATCAATCAATcaagttgaatcgcttgtt
	1

	actgatgagGCATCAATCAGAtcaatacta         
	1

	tgttgattgatgCAATCAATCAATagccta            
	1

	gattcgtcacTAATCAATCATAatatccac          
	1

	gcatataggacgatcATATCAATCAAC                  
	1

	tgatTCATCAATCTATttgacgagtttgat    
	1

	gcACATCAATCCAAtgtgatatgccaacgc  
	1

	cgacATGTCAATCAATtatgacgagcgctgtcaa
	1

	attGACTCAATCAAGtccaatcattcttag   
	1

	tgtgatatagaggttttcATACCAATCAAAa                 
	1

	ttgaTGATCCATCAACttatcattcaacca    
	1

	atccaTCAACATGCATGatgtttaaatct      
	



