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Fig. S1. Vista plot comparing Chicken with Mammalian Hoxa1-Hoxa2 and intergenic regions. The GenomeVista program (http://pipeline.lbl.gov/cgi-bin/
GenomeVista) was used. The search was performed starting with Chicken contig AC163712.3, then the viewed region was focused around HoxA1-A2 (base
Human March 2006 Chr7:27,098,666–27,109,735). RefSeq Gene annotation was used and the paramters were edited (vs. Chicken, 50, 50, 60, no change to the
others). The default chicken view (which is blank in this region) and rat sequences were removed for clarity. The ARE (described in Fig. 1A, Fig. S2, and the main
text) is located in position 27,098,457–67 in the Human March 2006 release. Global alignments were performed using GenomeVISTA (refs. 1 and 2 and
http://genome.lbl.gov/vista/index.shtml).
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2335 25322340 2350 2360 2370 2380 2390 2400 2410 2420 2430 2440 2450 2460 2470 2480 2490 2500 2510 2520(2335)
TACCTTCCCTCGCCCCTTCCTCCGCTAAATCTCAGCTGCGGCGGCGGAGTGTGGGGACTATGGCTGGTTTCTGGCCCCA-AGCTCAGCG--CGGAGCAGGGCGTCCCGGCAGCG---GCCAGGGCTGCGCAGCTCCTGGATGCGATTCGTCCTACGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAhuman(1484)
TACCTTCCCTCGCCCCTTCCTCCGCTAAATCCCAGCTGCGGCGGCGGAGTGTGGGGACTATGGCTGGTTTCTGGCCCCA-AGCTCAGCG--CGGAGCAGGGCGTCCCGGCCGCG---GCCAGGGCTGCGCAGCTCCAGGATGCGATTCGTCCTACGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAchimp (376)
TACCGTCCCTTCGCCCTTCACTCCCTCAATCCCT-CAGCAGCATTGGTGTGTGGGGACTGTGGCGGTTTTCAGGCCCCA-GGCTCTGAGAACGGAGCAGGGTGTCCCGGCTGTG---GCCAGAGCTGCGCGGCTCCTGGATGCGATTCGTCCTAAGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAArat (1197)
TACCTTCCCTTCACCCTCTACTCCCCTAATCCCT-CAGCAGCCTCCATATGTGGGGACTGTGGTGGTTTTCAGGCCCCA-GGCTCTGAGATCTGAGCAGGGTGTCCGGGCTGTG---GCCAGGGCTGCGCAGTTCCTGGATGTGATTCGTCCTAAGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAmouse(1116)
TTCCTTCCCCCACACCTTTGCCCCCTAAATCCTGGTAGCGGCGGAGGCGCGTGAGGACCCCGGCTGGTCTCCTGCCCCCCGGCTCTGCA--CGGCTCAGGGCGGCCGGGCAACG---GCCAGGGCTGAGCCGCTGCTGTTTGCGATTTGTCCTGCGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAbat (1117)
TACCTTCCTCCACCCTTTTGCCCCCTAAATCCTGGCAGCGGCCGAGGCGTGTGAGGACCCGGGCGGGTCTCCAGCTCCA-GGCGCGGAA--CTGAGCAGGGCGGCCCGGCCGCA---GCCCCGGCTGAGCCGCTGCTGTTTGCGATTCGTCCTACGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAdog(2216)
TGGGGACCCCGTGCGAGGAGAGCGGG---GCCTGGGAATGGCACAGCGCTGCCCGTCCGTGCGCGGAGAGCCGTCTCGC-AGCTCTGCA--CCGCGTTGTGGAGCCGGGATGCGTGGGTTATAGCTGGAAGG--GCTGAACGCAATTCTTCCTAAAGTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAchicken(1700)
GATCTGTAAGATAAATCCAAATCGCAAACTGAAT-ATGCTCATATACTTTTCCAGAAGCTGCGATAGTTTCTGTATTGC-AGAGCACAACACGTTGGAAGGTTGCTTAG--GCAATAATAATATCTAGATGT--GCTGGATGCAATTCTTCCTAATCTCATAAATCAAATACGTTCTATGAACGAGGATGTCATCGAGtropicalus (100)
-CCCTCTAGGCTCCCTCCC-CCGAAGAACTTGTTGTAATACTTATTTCGATTCAACAGAAACTAGCGGTGCATATGTGTTTGTGTTGTCGTTTGAAACACGTTGGGCTTCTGCGTAAGCAGTGACAGGAACGGTTCTGGAGGTAATTCTTCCCAAACTCATAAATCAAATCCCTTTTATGAATGAGAATGTCATCAAAshark (1365)
ATTAGCACCTCTTCGTCAGAAGTGTATGCGCGTGACTGTATACTGGTGTTTTCCAAACC--GCCGGCGCGCTGTTTGTATTCATCTGTAA-GAAAACGTAGTAGAATGGATTAA---GCAGTAGCTGGAAAG--CTAAGAAGAAATTCTTCCCAAACTCATAAATCAAACTCTTTTTATGAATGAGAATGTCATCAAApolypterus (849)
TACCTTCCCTTCACCCTCTACTCCCCTAATCCCT CAGCAGCCTCCATATGTGGGGACTGTGGTGGTTTTCAGGCCCCA GGCTCTGAGATCTGAGCAGGGTGTCCGGGCTGTG GCCAGGGCTGCGCAGTTCCTGGATGTGATTCGTCCTAAGCTCATAAATCAAACGCTTTCTATGAATGAGAATGTCATCAAAConsensus(2335)

Conserved
BamHI site
in mammals
and chicken

2233 23332240 2250 2260 2270 2280 2290 2300 2310 2320(2233)
GTGGGGCGGG--------TTGATTTAAGAACCTGGCTCTTAACAGCAAAGGCTTGGAAGTTCCAATGACAA---CGCGATGTTTCTTCATAGGTTTGCTCChuman(1393)
GTGGGGCGGG--------TTGATTTAAGAACCTGGCTCTTAACAGCAAAGGCTTGGAAGTTCCAATGACAA---CGCGATGTTTCTTCATAGGTTTGCTCCchimp (285)
TGGGGGCGGG--------TTGATTTAAGAACCCTGCTCTTAATAGCACAGGCTTGGCAGTGATACCGAAAACCTTGGGATCTTTCTCCAAGGTTTTGCTCTbat (1023)
GTGGGGGCGGGC---TGATTGCTGTAAGAACCCAGCTCTTAACAGCAAAAGCTTGGGAATTACAGTGAAAG---CTCAGACTTTATTCAGGGGTTTGCTCCrat (1101)
GTGGGGGGGGGCG-GTGATTGATGGAAGAACCCAGTTCTTAATAGCAAAAGCTTGGGAATTACAATGAAAC---CTCGGACTTTATTCAGGGGTTTGCTCTmouse(1018)
GGGGGGCGGG--------TTGATTTAGGAGCCCGGCTCTTAATAGCTAAGGCTCGGAAGTTACAAAGAAA---TCGCGATCTCTCTCCATGGGTTTGCACCdog(2125)
GTGGCCGGGCCC----G--AGCGGGGCGAATCCC---CTCGCTGGGACGCGAGTGAGGGCTCCCACGGGGGGCGAGAGGGGCGGCGGCCGCGGCTCCGTGCchicken(1607)
GAAATAACAGCTGTAGGAATGCATCCTTATTGTGCATGAGGATTTT--TAGGCAACCATTCTCTTTTAAT-CCTCCTGTAACACCTCCTCT----------shark (1277)
ATTAGTACGT---------TTATGTTAAACAGCACATATTAAATTA--GAGGTAATTAGAAACCCTGAACG---CATGACACTTTCTCAATAACCTGTCGCpolypterus (761)
ATAGAACGCTTTG------ACATGTAGGATAGCAAATGTTAATCCCAAAACCC--GTA-TTACACCGATTG-CTTATACAGTGTATATAAAGTTTACACTTtropicalus (8)
GTGGGGGGGGGCG GTGATTGATGGAAGAACCCAGTTCTTAATAGCAAAAGCTTGGGAATTACAATGAAAC CTCGGACTTTATTCAGGGGTTTGCTCTConsensus(2233)

hox/pbx
ARE

SATB2 binding

Hoxa2-a1 intergenic conserved region

2533 27332540 2550 2560 2570 2580 2590 2600 2610 2620 2630 2640 2650 2660 2670 2680 2690 2700 2710 2720(2533)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGTTATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTGGCTGAGCCGCGGATGCC-ATGAACAGTTCAGGGCCTCGGCGTCATThuman(1676)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGTTATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTGGCTGAGCCGCGGATGCC-ATGAACAGTTCAGGGCCTCGGCGTCATTchimp (568)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGT-ATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTGGCTGAGCCGCGGATGCC-AGGAACAGCTCGCGGCCTCGGCGGCGTTbat (1310)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGT-ATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTTGCTGAGCCGCGGATGCC-AAGAACAGCTCCGGGCCTCGG------Trat (1390)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGT-ATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTGGCTGAGCCGCGGATGCC-AAGAACGGCTCCGGGCCTCGG------Tmouse(1309)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGT-ATTTGCC-------GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCTTTTAAAACAACA-----GCTTGGCTGAGCCGCGGATGCC-ATGAACAGCTCCGGGCCTCGGCAGCGTTdog(2408)
G----AGATCAATTGCAGGAACACATGCACAAATAAAAAT---CCTCTTACGT-ATTTGCCG-GGGCTGGGGATCCCCGTCTAAAACCATTAAGTGAGAAGGCGTTTAGTC-ATAATTCATTTTTATTGCTCCTTTAAAACAACA-----GCTTGGCTGAGCTGCGGCCGCG-GCGAA-ACC-CCGG--CTCTGCTCC---chicken(1890)
T----GGATCAATCGCAGCAGTACAT----AACAAAAAAA---CATCTTACGT-ATTTGCTT-GGACCGGGGAACCCC---TGTCAGCTTGAAACTTGTAGGCGTTGAGTC-GTAATTCATTTTCACTGTTTCTTATAAAGAGCACTGC-GCTTTCTATTGCTGCTGCTGAC-ACTCAGTTCGAATTGGGACTTACCACGTshark (1561)
G----AGATCAATTGCATGAGCGCATGCACAAATAAAAC----CCAGTTACGC-ATTTTCTGCGGACTGGGGATTCCCAACCAAAAGTGCTAACTTTTTTGCAGTTCGGCA-GTAATTCATCTTTATTGCTA-TTTAAAACAACGGGGTAGCCCGAGAGTGGTTGATCTAAGTACAAAGAACTCGAGCACCGACAAGAAAGpolypterus(1039)
GGGGAAGATCAATTGCAGGAGCTCACACACAAATAAAAAAAAACCTCTTACGT-ATTAGTCT-GGACTGGGGATTCC-ATCCAGAAGCTCTAAGCTCGAAGGCGTTTAAACTATAATTCATTTTTATTGCTCTATTAAAACAACA-----GCTTGGCTTTCCAGCGGCTGG--AGAAAGAGTATGTGAGCTTGCAGC----tropicalus (292)
G AGATCAATTGCAGGAACACATGCACAAATAAAAAT CCTCTTACGT ATTTGCC GGGGATCCCCGTCCGAAAGCATTAAGTTAGAAGGCGTTTAGTC ATAATTCATTTTTATTGCTCTTTTAAAACAACA GCTTGGCTGAGCCGCGGATGCC A GAACAGCTC GGGCCTCGGC C TConsensus(2533)

SATB2 binding SATB2 binding

chHoxa3 chHoxa2 chHoxa1

Fig. S2. Alignment of intergenic elements around the BamHI site in mouse, human, chicken, etc. [BamHI marks the 3� end of the EII ‘‘enhancer’’ (1)]. The regions
described in SATB2 binding paper (2) are marked. The Hox/pbx site (ARE) proposed by Lampe et al. (3) is also marked.
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Table S1. Primers used to construct indicated constructs in Fig. 1

Construct

Sequence

Forward Reverse

3 ACG CGT TTC AGC AGA ATG CG GCA GGA CCC TGG GAG AGG AC
4 ACG CGT TTC AGC AGA ATG CG AAA AAG TCA AAG CTG TCA GC
Dog r2 enhancer GAA ATT TAA AAG CCT CGA AGA CTC TGC TTT GTT TTG CTT TAA TGT TTT
Mouse r2 enhancer GCT TCT AGA GAA ATT TAA AAA CCT GGA GGA C AGC TCT AGA TTG TTT TTC AGG AAA ATC AC
zebrafish r2 enhancer GAA AGA GAG GGT TAT CCA TT GTT GGC TAT TTC TTT ATC CG
Xenopus tropicalis r2 enhancer CTT GAA TAG TGT CTC TGG GG CAA ATA CTC ATT TAT TCT ACC A
Medaka ATC GAC TTC CAG CAG GCT GC CCA AAG CCG AGT CAT TGT TC
7 GCT TCT AGA CAA TGG CGA ATC CCA AAG TT TCG CCG CGG CTG AAG CTT CTG CAG GCA GGA

ATC TGT GG
8 ATA AGA ATG CGG CCG CCC GTT TCG CCT TTA

ACG AGC
TCG CCG CGG CTG AAG CTT CTG CAG GCA GGA

ATC TGT GG
9 GCT TCT AGA AAA ATC TGA AAC ATT TTC AA TCG CCG CGG CTG AAG CTT CTG CAG GCA GGA

ATC TGT GG
10 ATA AGA ATG CGG CCG CAC ACC AGT CAC CCA

CTG TTC A
TCG CCG CGG CTG AAG CTT CTG CAG GCA GGA

ATC TGT GG
11 GCT TCT AGA TCA ACA ATG GCC CAG AAC TG TCG CCG CGG CTG AAG CTT CTG CAG GCA GGA

ATC TGT GG
12 GCT TCT AGA GAC AAG CTT ACG CGT TTC AGC

AGA ATG CG
TCG CCG CGG CTC AGG ACT GTC ATT GTT GA

13 GCT TCT AGA GAC AAG CTT ACG CGT TTC AGC
AGA ATG CG

TCG CCG CGG AGA GGC AGT TTT GAA CAG TG

14 GCT TCT AGA GAC AAG CTT ACG CGT TTC AGC
AGA ATG CG

TCG CCG CGG TTC TCA TTG CTC GTT AAA GG

Underlined sequences are linkers added to provide convenient restriction enzyme sites for cloning purposes.
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Table S2. Primers used to create deletions in Fig. 2

Construct Sequence

� 1 GCT CTC GCA GCA GCA GGC GCA GAA TGC GCC CCA AAG TTT CCC CGT TTC GCC TTT AAC G
� 2 GGC GCA GAA TGC GCA CAA TGG CGA ATC CCC GTT TCG CCT TTA ACG AGC AAT G
� 2.1 GGC GCA GAA TGC GCA CAA TGG CGA ATA GTT TCC CCG TTT CGC CTT TAA CGA GCA ATG
� 2.2 GGC GCA GAA TGC GCA CAA TGG CGA ATC CCA ACC CCG TTT CGC CTT TAA CGA GCA ATG
� 3 GCA GAA TGC GCA CAA TGG CGA ATC CCA AAG TTT CCT TTA ACG AGC AAT GAG AAA AAT CTG AAA
� 4 CGA ATC CCA AAG TTT CCC CGT TTC GGC AAT GAG AAA AAT CTG AAA CAT TTT CAA CAC C
� 4.1 CGA ATC CCA AAG TTT CCC CGT TTC GCC AAC GAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 4.2 CGA ATC CCA AAG TTT CCC CGT TTC GCC TTT GCA ATG AGA AAA ATC TGA AAC ATT TTC A
� 5 CCC AAA GTT TCC CCG TTT CGC CTT TAA CGA AAA TCT GAA ACA TTT TCA ACA CCA GTC ACC
� 5.1 CCC AAA GTT TCC CCG TTT CGC CTT TAA CGA GAG AAA AAT CTG AAA CAT TTT CAA CAC CAG TCA CC
� 5.2 CCC AAA GTT TCC CCG TTT CGC CTT TAA CGA GCA ATA AAT CTG AAA CAT TTT CAA CAC CAG TCA CC
� 6 CCC CGT TTC GCC TTT AAC GAG CAA TGA GAC ACC AGT CAC CCA CTG TTC AAA ACT GCC TCT CAA CAA TGG C
� 7 GCA ATG AGA AAA ATC TGA AAC ATT TTC AAA AAC TGC CTC TCA ACA ATG GCC CAG AAC TGC GC
� 8 CAT TTT CAA CAC CAG TCA CCC ACT GTT CAC CCA GAA CTG CGC AGC TGG CCT CAA CAA TGA CAG
� 8.1 GAA ACA TTT TCA ACA CCA GTC ACC CAC TGT TCA TCA ACA ATG GCC CAG AAC TGC GCA GCT GGC
� 8.2 CCA GTC ACC CAC TGT TCA AAA CTG CCT CCC CAG AAC TGC GCA GCT GGC CTC AAC AAT GAC AGT CC
9 CCA CTG TTC AAA ACT GCC TCT CAA CAA TGG CTC AAC AAT GAC AGT CCT GAG GCC CTC GAG G
� 10 CCT CTC AAC AAT GGC CCA GAA CTG CGC AGC TGG CGG CCC TCG AGG TCC CCT CTT TAC AGG
� 10.1 CCT CTC AAC AAT GGC CCA GAA CTG CGC AGC TGG CAC AGT CCT GAG GCC CTC GAG GTC CCC TCT TTA CAG G
� 10.2 GCC CAG AAC TGC GCA GCT GGC CTC AAC AAT GGG CCC TCG AGG TCC CCT CTT TAC AGG ACT TTA ACG
� 11 GCG CAG CTG GCC TCA ACA ATG ACA GTC CTG ATA CAG GAC TTT AAC GTT TTC TCC ACA GAT TCC TGC
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Table S3. Primers used in Fig. 3 constructs.

Construct

Primer

Forward Annealing

36 GGC CGC AAG CTT AAA CTG CCT CTC AAC AAT GGA AAC
TGC CTC TCA ACA ATG GAA ACT GCC TCT CAA CAA TGG
AAA CTG CCT CTC AAC AAT GGT CCC CGC

GGG GAC CAT TGT TGA GAG GCA GTT TCC ATT GTT GAG
AGG CAG TTT CCA TTG AGA GGC AGT TTC CAT TGT TGA
GAG GCA GTT TAA GCT TGC

37 GGC CGC AAG CTT CTC AAC AAT GAC AGT CCT GAC TCA
ACA ATG ACA GTC CTG ACT CAA CAA TGA CAG TCC TGA
CTC AAC AAT GAC AGT CCT GAT CCC CGC

GGG GAT CAG GAC TGT CAT TGT TGA GTC AGG ACT GTC
ATT GTT GAG TCA GGA CTG TCA TTG TTG AGT CAG GAC
TGT CAT TGT TGA GAA GCT TGC

38 CTG GAA AGC TTC TCA ACA ATG ACC TCA ACA ATG ACC
TCA ACA ATG ACC TCA ACA ATG ACC CGC

GGG TCA TTG TTG AGG TCA TTG TTG AGG TCA TTG TTG
AGG TCA TTG TTG AGA AGC TTT

39 CTA GAA AGC TTA CAA TAC AAT ACA ATA CAA TCC GC GGA TTG TAT TGT ATT GTA TTG TAA GCT TT

The annealed primers were inserted directly into BGZ40 digested with XbaI and SacII.
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Table S4. Primers used to construct mutations summarized in Fig. 4B

Construct Primer

� 1 TCC to TCG GCA GCA GGC GCA GAA TGC GCA CAA TGG CGA ATC GCA AAG TTT CCC CGT TTC GCC TTT AAC GAG C
� 1 TCC to TCT GCA GCA GGC GCA GAA TGC GCA CAA TGG CGA ATC TCA AAG TTT CCC CGT TTC GCC TTT AAC GAG C
� 1 TCC to TCA GCA GCA GGC GCA GAA TGC GCA CAA TGG CGA ATC ACA AAG TTT CCC CGT TTC GCC TTT AAC GAG C
� 1 CAA to CAG GCA GCA GGC GCA GAA TGC GCA CAA TGG CGA ATC CCA GAG TTT CCC CGT TTC GCC TTT AAC GAG C
� 2 CCT to CCG CGA ATC CCA AAG TTT CCC CGT TTC GCC GTT AAC GAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 CCT to CCA CGA ATC CCA AAG TTT CCC CGT TTC GCC ATT AAC GAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 CCT to CCC CGA ATC CCA AAG TTT CCC CGT TTC GCC CTT AAC GAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 TTA to TTG CGA ATC CCA AAG TTT CCC CGT TTC GCC TTT GAC GAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 ACG to ACA CGA ATC CCA AAG TTT CCC CGT TTC GCC TTT AAC AAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 ACG to ACT CGA ATC CCA AAG TTT CCC CGT TTC GCC TTT AAC TAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 2 ACG to ACC CGA ATC CCA AAG TTT CCC CGT TTC GCC TTT AAC CAG CAA TGA GAA AAA TCT GAA ACA TTT TCA ACA CC
� 3 GAG to GAA CCA AAG TTT CCC CGT TTC GCC TTT AAC GAG CAA TGA AAA AAA TCT GAA ACA TTT TCA ACA CCA GTC ACC
� 3 AAA to AAG CCA AAG TTT CCC CGT TTC GCC TTT AAC GAG CAA TGA GAA GAA TCT GAA ACA TTT TCA ACA CCA GTC ACC
� 8 TCA to TCC CCC ACT GTT CAA AAC TGC CTC TCC ACA ATG GCC CAG AAC TGC
� 8 TCA to TCT CCC ACT GTT CAA AAC TGC CTC TCT ACA ATG GCC CAG AAC TGC
� 8 TCA to TCG CCC ACT GTT CAA AAC TGC CTC TCG ACA ATG GCC CAG AAC TGC
� 8 ACA to ACC CCC ACT GTT CAA AAC TGC CTC TCA ACC ATG GCC CAG AAC TGC
� 8 ACA to ACG CCC ACT GTT CAA AAC TGC CTC TCA ACG ATG GCC CAG AAC TGC
� 8 ACA to ACT CCC ACT GTT CAA AAC TGC CTC TCA ACT ATG GCC CAG AAC TGC
� 8 ACAAT to AAAAT CCC ACT GTT CAA AAC TGC CTC TCA AAA ATG GCC CAG AAC TGC
� 8 ACAAT to ACAAA CCC ACT GTT CAA AAC TGC CTC TCA ACA AAG GCC CAG AAC TGC
� 8 ACAAT to ACAAG CCC ACT GTT CAA AAC TGC CTC TCA ACA AGG GCC CAG AAC TGC
� 8 ACAAT to ACAGT CCC ACT GTT CAA AAC TGC CTC TCA ACA GTG GCC CAG AAC TGC
� 8 ACAAT to AGAAT CCC ACT GTT CAA AAC TGC CTC TCA AGA ATG GCC CAG AAC TGC
� 8 ACAAT to GCAAT CCC ACT GTT CAA AAC TGC CTC TCA GCA ATG GCC CAG AAC TGC
� 8 CTCAA to CTTAA CCC ACT GTT CAA AAC TGC CTC TTA ACA ATG GCC CAG AAC TGC
� 8 CTCAA to CGCAA CCC ACT GTT CAA AAC TGC CTC GCA ACA ATG GCC CAG AAC TGC
� 8 TGGC to TCGC CCC ACT GTT CAA AAC TGC CTC TCA ACA ATC GCC CAG AAC TGC
� 8 TGGC to TGTC CCC ACT GTT CAA AAC TGC CTC TCA ACA ATG TC
� 10 AAC to AAT GGC CCA GAA CTG CGC AGC TGG CCT CAA TAA TGA CAG TCC TGA GGC CCT CGA GG,
� 10 AAT to AAC GGC CCA GAA CTG CGC AGC TGG CCT CAA TAA CGA CAG TCC TGA GGC CCT CGA GG

� 1, mutations in RTE1; � 2, mutations in RTE2. � 3, mutations in RTE3; � 8, mutations in ACAAT-1; � 10, mutations in ACAAT-2.
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Table S5. Oligos used in Fig. 4A

Oligo name Forward oligo sequence for EMSA

ACAAT-1 probe CTG CCT CTC AAC AAT GGC CCA GAA C
1-Mut-1 CTG CCT CTC AAC GAT GGC CCA GAA C
1-Mut-2 CTG CCT CTC AAC AAA GGC CCA GAA C
1-Mut-3 CTG CCT CTC AAT AAT GGC CCA GAA C
1-Mut-4 CTG CCT CTC GAC AAT GGC CCA GAA C
ACAAT-2 probe GCT GGC CTC AAC AAT GAC AGT CCT G
2-Mut-1 GCT GGC CTC AAC GAT GAC AGT CCT G
2-Mut-2 GCT GGC CTC AAC AAG GAC AGT CCT G
2-Mut-3 GCT GGC CTC AAT AAT GAC AGT CCT G
2-Mut-4 GCT GGC CTC GAC AAT GAC AGT CCT G

Tümpel et al. www.pnas.org/cgi/content/short/0806360105 7 of 7

http://www.pnas.org/cgi/content/short/0806360105

