CLUSTAL O(1.2.4) multiple sequence alignment: E4P
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CACCTGTGGTCCTAGTTATTCAGGAGGCTGAGGGAGAAGAATCACTGGAGGCTAGGATTT
CACCTGTGGTCCTAGTTATTCAGGAGGCTGAGGGAGAGGAATCACTG----GAAGGATTT
CACCTGTGGTCCTAGTTATTCAGGAGGCTGAGGGAGAGGAATCACTGGAGCCCAGGATTT
CACCTGTGGTCCTAGTTATTCAGGAGGCTGAGGGAGAGGAATCACTGGAGCCCAGGATTT

KAXKK KKK KA KA KA XA KA KA KA AKX AKX KA KA KA KA XXX XAXAXAXAXAXAKAAKAXAKX AXAXXAXAKAK KK KKK KKK K

CCAGGCTGTAGTGAGCCATGATTGTGCTATTTCACTCCAGCTTGGGTGACAGGGTGAGAT
CCAGGCTGTAGTGAGCCATGATTGTGTTATTGCACTCCAGAGTGGGTGACAGGGTGAGAT
CCAGGCTGTAGTGAGCCATGATTGTGTTATTGCACTCCAGAGTGGGTGACAGGGTGAGAT
CCAGGCTGTAGTGAGCCATGATTGTGTTATTGCACTCCAGAGTGGGTGACAGGGTGAGAT

KAXKXKKXKAKXKAKAKXKA XXX XAXAXAXAXAXAKAXAXAKAAKX *AAXAK* XAAXAXAKAKXKK Rk kb kb i

CCTGTGTCTAAAAAGAATAATAACAATAATAATAAACATTATCTCACACAACGAGGAATC
CCTGTCTCTAAAAATAATAATAACGATCACAATACACACTATCTCACACAATGAGGAACT
CCTGTCTCTAAAAATAATAATAACGATCACAATACACACTATCTCACACAATGAGGAACT
CCTGTCTCTAAAAATAATAATAACGATCACAATACACACTATCTCACACAATGAGGAACT
Kokkkk hAKAKKKK Khkkhkhkhhhkh *k Kk KAKKk Kkhk hhAAAAKKXFF KK HKhKhKhk*
RUNX3

CAGGAGCAGTCTTGCTGAGTAGTTCTGGCACAGGGTTGCTCATGAGGTTGCTGCTGAGGT
CAGGAGCAGTCTTGCTGAGTAGTTCTGGCACAGGGTCGCTCATGAGGTTGCTGCTGAGGT
CAGGAGCAGTCTTGCTGAGTAGTTCTGGCACAGGGTCGCTCATGAGGTTGCTGCTGAGGT
CAGGAGCAGTCTTGCTGAGTAGTTCTGGCACAGGGTCGCTCATGAGGTTGCTGCTGAGGT

KA KK KKK KA KA AKX KA KA AKX AKX AR AKX AKX AKAKA KA KA AKX KAKAKAAKX AXAXAKA KA XA AXAA XA XA XA XA XA XA KA XK KK

GAGGGTCAGGTCTGGAGCCATCTGAAGGCTGGGATGGGGCTGGAGATTCTGCCTCCAAGA
GTGGGCCAGGCCAGGAGCCATCTGAAGGCTGGGATGGGGCTGGAGGATCTGCCTCCAAGA
GTGGGCCAGGCCAGGAGCCATCGGAAGGCTGGGATGGGGCTGGAGGATCTGCCTCCAAGA
GTGGGCCAGGCCAGGAGCCATTGGAAGGCTGGGATGGGGCTGGAGGATCTGCCTCCAAGA

* kKK KKk KkKk kK KKK KKKKK KAXKXKXKXKXKXKAKAXAKXXAXAXA XA XA XXX KN KK Rk kI ki

CAGCTCACTCGGGAGGCTGTCGGCCAGAGGCCTTAACTCCTCCCTGT-GTGGGTGTCTTT
CAGCTCCCTTGGGAGGTTGTGGGCCAGAGGCCTTAGCGCCTCCCTGCGTTGGGCGTCTTT
CAGCTGCCCTGGGAGGTTGTGGGCCAGAGGCCTTAGCACCTCCCTGC-TTGGGCGTCTTT
CAGCTGCCCTGGGAAGTTGTGGGCCAGAGGCCTTAGCACCTCCCTGC-TTGGGCGTCTTT

* Kk KKk * KAKKK K KKK KAAXKXXXAXAXAXAXAXAXAKAXAKX X *AAXXAXAKAK K KKK K KKK KKK

ATGGGGCCTCTCACAACACGACACAGCAACTGGCTTCCCCCAGAGGGACAGCGTGGAAAA
ATGGGGCCTCTCACAACATGACACAGCAACTGGCTTCCCCCAGAGGGACAGCGTGGACAA
ATGGGGCCTCTCACAACACCACACGGCAACTGGCTTCCCTCAGAGGGACAGCGTGGACAA
ATGGGGCCTCTCACAACACCACACAGCAACTGGCTTCCCTCAGAGGGACAGCGTGGACAA

R R Rk Ik ki KAXKK KAAXXKXKXKXKXKAKAKAKAKAAKX AAXAXAXAXAXAXAXAXAXAXAXAXAXAKAXA KX kK

LEF1/TCF
GACAAAAGCTACCACATCTTTATTTCAAGATTAGATTTGATCTTGAAAGCAACGTGCCAT
GACAAAAGCTACCATGTCTT--—————==——————— TTGATCTGGAAAACAACATACCAT

GACAAAAGCTACCATGTCTTTATTTCAAGATTGAATTTGATCTTGAAAACAACATACCAT
GACAAAAGCTACCATGTCTTTATTTCAAGATTGAATTTGATCTTGAAAACAACATACCAT

R Rk I Ik i * KKKk KAXKXKAKAKAKX KAAXK*x KAk *x * KAk k

AATTTCTGCCCTATTCTATTGATCACAGAGACCAACCTGGTGCAAGCAGGAGGGGGCAAT
GATTTCTGCCCTATTCTATTGGTCACAGAGACCAACCTGGTGCAAGCAGGAGGGGGCAAT
GATTTCTGCCCTATTCTATTGGTCACAGAGACCAACCTGGTGCAAGCAGGAGGGGGCAAT
GATTTCTGCCCTATTCTATTGGTCACAGAGACCAACCTGGTGCAAGCAGGAGGGGGCAAT

KAXKXKKXKAKAKAKAKAKAKAKAKAKAKAKAKAAKX AKX KA KA A KA KA KA A KA A A A A A A A KA A A A A A A A A AR AR AR A KA A KKK

GCAAGGGTGTGAACTGAGGGAGACAGGAGTCACTGGGGGCCATCTTGCAGCCTGGCTGTC
GCAAGGGTGTGAACGGAGGGAGACAGGAGTCACTGGGGGCCATCTTGCAGCCTGGCTGTC
GCAAGGGTGTGAACGGAGGGAGACAGGAGTCACTGGGGGCCATCTTGCAGCCTGGCTGTC
GCAAGGGTGTGAACGGAGGGAGACAGGAGTCACTGGGAGCCATCTTGCAGCCTGGCTGTC

KAKXKKAKXKXKXKAKAKAKAKAKX AXAXKAKXKXAKAKAKAAXAKAXAXAXAXAKAXAKAKAAKX AXXAXAXAXAXAXAXA XX XXX AKX XA XXX KK

AGAGTGGGGAGCAGTGCCTGAAACAGAGATAGGCCAAGAGACGGGAAGGGACGTCTCTGA
AGAGTGGGGAGCAGTGCCTGAAACAGGGATAGGCCAAGAGAGGAGAAGGGACCCCTCTGA
AGAGTGGAGAGCAGTGCCTGAAACAGGGATAGGCCAAGAGAGGAGAAGGGACCCCTCCGA
AGAGTGGAGAGCAGTGCCTGAAACAGGGATAGGCCAAGAGAGGAGAAGGGACCCCTCCGA

KAXKKKKAKX AAXKXXAXAXKAXAXAKAXAKAKAKAKAXAKX AXAXXXAXAXAXAXAXAXAXAAKX * *AAXAXAXKAK K KKKk kK

GCATCTCCATCCCCAGCCCTCTTCTCTTGTCCACTCTCCAGAAGTTCTGGAAGCCAAGTG
GCATCTCCATCCCCAGCTGTCTTCTCTTGTCCACTCTCGAGAAGTTCTGGAAGCCAAGTG
GCATCTCCATCCCCAGCCATCTTCTCTTGTCCACTCTCGAGAAGTTCTGGAAGCCAAGTG
GCATCTCCATCCCCAGCCATCTTCTCTTGTCCACTCTCGAGAAGTTCTGGAAGCCAAGTG

KAKXKKAKXKA XXX XXX KKK K KAXKXKXKXKXKAKAKAKXKAKAKAKAKAKAKAAKX AXAXAXAXAXAXAXAXAXAXAXA XA AKX AKX KKK

AGGTCCAGGGCCTTGGCAAGTCGAGTGTGTGAGGTAGGAGGCCATACTGTGCACATTCAG
AGGTCTAGGGCCCTGGCAAGTCGAGTGTGTGAGGTAGAAGGCCGTACTGTGCACACTCAG
AGGTCTAGGGCCCTGGCAAGTCGAGTGTGTGAGGTAGGAGGCCGTACTGTGCACACTCAG
AGGTCTAGGGCCCTGGCAAGTCGAGTGTGTGAGGTAGGAGGCCGTACTGTGCACACTCAG
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KAKKK KAAXKAKXKAKX AAXXXKXAKAKAXAXAXAAXAXAXAXAXAXAKAXAKAKAXAKX AXAXAXAKX AAXXAXAXAXAXAXAXAKX XX Kx K

CCTTGGAGTCGGGTTTGCCAGCGGTTCCCCTACCCCTGACGTGGTCTTCTCAGCTCCATA
CCCTGGAGTCGGGTTTGCCAGCTGTTCCCCTACCCGTGACCTGGTCTTCTCAGCTCCATA
CCTTGGAGTCGGGTTTGCCAGCCGTTCCCCTACCCGTGACCTGGTCTTCTCAGCTCCATA
CCCTGGAGTCGGGTTTGCCAGCCGTTCCCCTACCCGTGACCTGGTCTTCTCAGCTCCATA

KK KAAXKXKXKXKAKXKAKAKAKAKAKAKAKAKAKAKAKX AXAXXXXAXAXAKAKAXAKX AXAKX AXAXAAXAXAXAXAXAXAXA A XA XXX KKK

GTGCAGAGGAGGAGCCTCTGCAGGCCCAGAAATTTCCCTGCCCACCTCCCCTACCAGGTA
GCGCAGAGGAGGAGCCTCTGCAGGCCCAGAAATGTCCTTGCCCACCTCCCCTACCTGGTA
GCGCAGAGGAGGAGCCTCTGCAGGCCCAGAAATGTCCTTGCCCACCTCCCCTGCCTGGTA
GCGCAGAGGAGGAGCCTCTGCAGGCCCAGAAATGTCCTTGCCCACCTCCCCTGCCTGGTA
Kok ok ok kA A A KK KA KKK A Ak hkhk kA AR KKK X A KKK Khhkk AAAKKXXF KK KKK K* ** *AAK*
LEF1/TCF
GAGATGTTAGGGTTCAGGCCTGAGCCCCTGCTGCTATCCCTCCTTCAAAGGAGGAGATCA
GAGATGTTAGGGTTCAGGCCTGAGCCCCTGCTGCTATCCCTCCTTCAAAGGAGGAGATCA
GAGATGTTAGGGTTCAGGCCTGAGCCCCTGCTGCTATCCCTCCTTCAAAGGAGGAGATCA
GAGATGTTAGGGTTCAGGCCTGAGCCCCTGCTGCTATCCCTCCTTCAAAGGAGGAGATCA
R R R R R R R R R R
LEF1/TCF
AGGAGCTTAGGGTCCCCCGCACAGGCCCACCCCAGGGTGGGGTTCTTCCTTTGAAGGGAA
AGGAGCTTAGGATCCCCTGCACAGGCCCACCCCAGGGTGGGGTTCTTCCTTTGAAGGGAG
AGGAGCTTAGGATCCCCTGCACAGGCCCACCCCAGGGTCGGGTTCTTCCTTTGAAGGGAA
AGGAGCTTAGGATCCCCTGCACAGGCCCACCCCAGGGTGGGGTTCTTCCTTTGAAGGGAA
Kok kkkhkhkhkhhkhk KAKKK Hhhhkhk kA AR AKX XA KKK KK K*  hh A AR KKK KKK K K KKKk k ok kk
RUNX1
TTGCTTTGGGGTGGGGTCGGTTCTATCTGCTCCACTCTGTGGCTGACAGTTTCTCCAAGG
TGGGTTTGGGGTAGGGTCGGTTCTATCTGTTCTACTCTGTGGCTGACAGTTTCTCCAAGG
TGGGTTTGGGGTAGGGTCGGTTCTATCTGTTCTACTCTGTGGCTGACAGTTTCTCCAAGG
TGGGTTTGGGGTAGGGTCGGTTCTATCTGTTCTACTCTGTGGCTGACAGTTTCTCCAAGG
Kok kkhkAAAKK KAKKKKhhAAAKRKKKE KKk Ak hh kA AR AKX XA KKK Kk hhkhk kA A KK %
ZEB

GGCTGCAGGTGTCAGCTGTCTGAGCCCGGGCTGAGCTCTGAAACGTGCCTACTCAAACTT
GGCTGCAGGTGTCAGCTGTCTGAGGCCAGCCTGAGCTCTGAAATGTGCCTACTCAAACTT
GGCTGCAGGTGTCAGCTGTCTGAGCCCAGCCCGAGCTCTGAAATGTGCCTACTCAAACTT
GGCTGCAGGTGTCAGCTGTCTGAGCCCAGCCTGAGCTCTGAAATGTGCCTACTCAAACTT

KAXKXKXKXKXKXKXKAKAKAXAKAKAXAXAXAXAXAXAKAXAXAKX XKk X X FAAXXXAXAXAXAKAXAKX AAXXAXAXAXAXAAXA XA XA XK KK

CCCGTGGGGTAGGGGAGGCCCAGAACCACCCTCTGAGAGTGGCAAAAAGTGGTCCTGGAG
CCA-TGGGGTGAGGGAGGCCCAGAACCACCCTCTGAGAGTGGCAACAAGTGGTCCTGCAG
CCCGTGGGGTGAGGGAGGCCCAGAACCACCCTCTGAGAGTGGCAACAAGTGGTCCTGCAG
CCCGTGGGGTGAGGGAGGCCCAGAACCACCCTCTGAGAGTGGCAACAAGTGGTCCTGCAG

* * KKK KKK KAXKXKKXKXKAKXKAKAKAKAKAKAKAKAKAKAKAKAAAKAXAXAKAXAXAXAKAAAKXN AXAXAXAXAXAAXAXAKA KX KK

CCAGGGGAAATGTGGATGGGGTAGA-1224
CCAGGGGAAATGTGGATGGGGTAGAC1205
CCAGGGGAAATGTGGATGGGGTAGAC1225
CCAGGGGAAATGTGGATGGGGTAGAC1225
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ELF/ETS
----GGGGCCGGCCCAGGCCTAGGGTGTGGAGGAACCTCGCCATCGGGCTTCCTGTCTCT
----GGGGCCGGCCCAGGCCTAGGGTATGGAGGAGCCTCGCCATCGGGCTTCCTGTCTCT
----GGGGCCGGCCCAGGCCTAGGGTGTGGAGGAGCCTCGCCATCGGGCTTCCTGTCTCT
GTTTGGGGCCGGCCCAGGCCTAGGGTGTGGAGGAGCCTTGCCATCGGGCTTCCTGTCTCT

KAKXKKXKXKXKAKAKAXAXAKAKAKAKAKAKAKAKAXAKX AXXKXKAXAKX AAKX AXAXAXAAXAXAXAXAXAXAXAXA XA XA XXX KKK
TCF-1
CTTCATTTAAGCACGACTCTGCAGAAGGAACAAAGCACCCTCCCCACTGGGCTCCTGGTT
CTTCATTTAAGCACGACTCTGCAGAAGGAACAAAGCACCCTCCCCACTGGGCTCCTGGTT
CTTCATTTAAGCACGACTCTGCAGAAGGAACAAAGCACCCTCCCCACTGGGCTCCTGGTT
CTTCATTTAAGCACGACTCTGCAGAAGGAACAARGCACCCTCCCCACTGGGCTCCTGGTT

R IR h Ik kb b b b b b b 2h h I b Sh b b bk h Ik kb kS b b b b b b gk b b bk b b b bk gk b b

GCAAAGCTCCAAGTCCTCACACAGATACACTTGT 150
GCAAAGCTCCAAGTCCTCACACAGATACACTTGT 150
GCAAAGCTCCAAGTCCTCATACAGATACACTTGT 150
GCAGAGCTCCAAGTCCTCACACAGATACGC---- 150

KKK KAAXKXXKXXAXXXAXAXAKAXAXAKX XXX XAXAXX* X
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CGGTTCCCCCGATGTGGGTGTCTGAGGCGAAGAAGAGGATGGCGGAGGTTGCAGCCACCA
CGGTTCCCCCGATGTGGGTGTCTGAGGCGAAGAAGAGGATGGCGGAGGTTGCAGCCACCA
CGGTTCCCCCGATGTGGGTGTCTGAGGCGAAGAAGAGGATGGCGGAGGTTGCAGCCACCA
CGGTTCCCCCGATGTGGGTGTCTGAGGCGAAGAAGAGGATGGCGGAGGTTGCAGCCACCA
R I I b 2 dh Sb b 2 dh b b Sh Ib b Sb Sh b S 4h Sh b 2h 2h b 2 Sb Ib b db db b 2 db Sb b 2b db Sb 2 dh Ib b 2b dh Ib 2 2h Sb b Sb db b b 4b Ib b 2b Sh e
RUNX3
ACCACAAGAGTTCCTTAGAGGGGTCACAGTCTCTAGGAAGTTTATAGGAAGCTAGTCAGC
ACCACAAGAGTTCCTTAGAGGGGTCACAGTCTCTAGGAAGTTTATAGGAAGCCAGTCAGC
ACCACAAGAGTTCCTTAGAGGGGTCACAGTCTCTAGGAAGTTTCTAGGAAGCCAGTCAGC
ACCACAAGAGTTCCTTAGAGGGGTCACAGTCTCTAGGAAGTTTCTAGGAAGCCAGTCAGC

KKK ARKRA AR KA AR A AR A AR A A A A AR A A AR AR A A A A A A A A Ak Ak hhhk Ak hhkkhhhk ),k k*kk,*x%k

AGTAGAGAGGGTGAACGCGGTGGGGCACATCCCGCGGCTGGGCTTGAGTGGGCTGCTTGG
AGTAGAGAGGGTGAACGCGGTGGGGCACATCCCGCGGCTGGGCTTGAGTGGGCTGCTTGG
AGTAGAGAGGGTGAACGCGGTGGGGCACATCCCGCGGCTGGGCTCGAGTGGGCTGCTTGG
AGTAGAGAGTGTGAACGCGGTGGGGCACATCCCGCGGCTGGGCTCGAGTGGGCTGCTTGG
khAkhkkhkhhkkhkhk hhkhAhkhkArkhkhkhrhkhkhArhkhkrhkhkhAhrhkkhkhhkhkhkhrkhkkhhkhk *hkhkhrhkhkhkrhkhxhxkkxx
LEF1
GGGTTATGGGGAGAAGATAAAAGTGCCTGTGGGACCACAGACTCTCGCTGTGGTGGAGCT
GGGTTATGGAGAGAAGATAAAAGTGCCTGTGGGACCACAGACTCTTGCTGTGGTGGAGCT
GGGTTATGGAGAGAAGATAAAAGTGCCTGTGGGACCACAGACTCTCGCTGTGGTGGAGCT
GGGTTATGGAGAGAAGATAAAAGTGCCTGTGGGACCACAGACTCTCGCTGTGGTGGAGCT

KRR AKAhA, KA RAA AR A A AAAAA AR A AR A AR A A A A A A Ak Ak dk Ak Ak khhkx hhkkhkrkhhkhrkhrkxk,x%k

GGGCCCTCTTACCCTCCCAAGCCTCGCCCCTCATCCCATCCCTGGGGGCCAGGGGTGAGG
GGGCCCTCTTACCCTCCCAAGCCTCGCTCCTCATCCCATCCCTGGGGGCCAGGGGTGAGG
GGGCCCTCTTACCCTCCCAAGCCTCGCTCCTCGTCCCATCCCTGGGGGCCAGAGGTGAGG
GGGCCCTCTTACCCTCCCAAGCCTCACTCCTCGTCCCATCCCTGGGGGCCAGGGGTGAGG
AhAk Ak kA hkhkhAhkhkhhrhkhkhkrkhkkhkhrhkhkhdx * *khkhhx ,dxkhkhkhkhkhkkdkhrhkhkhkrkhkkhkhrhkhkkx *k *xkxk*xx%x
RUNX3
GCGGCAGGAACCTCAAGGCTCTGAGAAAGTGCGTGGTGTGTGTTGCCATTTTGGTCTCTT
GCGGCAGGAACCTCAAGGCTCTGAGAGAGTGCGTGGTATGTGTTGCCATTTTGGTCTCAT
GCGGCAGGAACCTCAAGGCTCTGAGAGAGTGCGTGGTGTGTGTTGCCATTTTGGTCTCAT
GCGGCAGGAACCTCAAGGCTCTGAGAGAGTGCGTGGTGTGTGTTGCCATTTTGGTCTCAT

KAKKAAKRARKAAARAA A A AR AR A A A A AR A, A hkhA A A h A hk Ak khhkkhkhkkhkrkkhhkrkhhkrk xx%x %

CTCTTTCTCAGTCTCTCTTTGCCTCACTTTGGATCTATGCTCTGTGCATCTGTCTT-
CTCTTTCTCAGTCTCTCTTTGCCTCACTTTGGATCTATGCTCTGTGCATCTGTCTTG
CTCTTTCTCAGTCTCTCTTTGCCTCACTTTGGATCTGTGCTCTGTGCATCTGTCTTG
CTCTTTCTCAGTCTCTCTTTGCCTCACTTTGGATCTGTGCTCTGTGCATCTGTCTTG

R SR R I b b I db b I db b S Sb S S b Sh Sb e Sb b S Sb b b db b S Sb b S S S Sb b S Sb b S Sb S db S db 2b b Sb b S 4 4
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CLUSTAL O(1.2.4) multiple sequence alignment: E4M

ELK/ETS
Human AGGCCAGGAGGACTGTGTACAGACCGGAAGGAGCTAGAGCTTAGTGGCAGCCTGAGAGGG 60
Rhesus -GGCCAGGAGGCCCGTGTACAGACCGGAAGCAGCTAGAGCTTAGTGGCAGCTGGAGAGGG 59
Patas -GGCCAGGAGGCCTGTGTACAGACCAGAAGCAGCTAGAGCTTAGTGGCAGCTGGAGAGGG 59
AGM -GGCCAGGAGGCCTGTGTACAGACCGGAAGCAGCTAGAGCTTAGTGGCAGCTGGAGAGGG 59
KAXKXKKXKAKXKAKAKX K KAAXXXKXXAKXKAKAXAKX AXAXAKX AAXXXAXAXAXAXAXAXAXAXAXA XA XXX KKK KKK KKK K
Human GAAGCTGAAAAAGGAGAAGAGGCAAGGGGCATTCCAGGGGAGCCCGGGAGAGCCAGCACG 120
Rhesus GAAGATTATAAAGGAGGAGAGGCAAGGGGCATTCCAGGGGAGCCCGGGAGAGCCAGCATG 119
Patas GAAGATTATAAAGGAGGAGAGGCAAGGGGCATTCCAGGGGAGCCTGGGAGAGCCAGCACG 119
AGM GAAGATTATAAAGGAGGAGAGGCAAGGGGCATTCCAGGGGAGCCTGGGAGAGCCAGCACG 119
KAKK K K KAKXKXKXKAAKX AAXXKXXAXAXAAXAXAXAXAXAXAXAXAAAXAXAXAXAKAKAXAAKX AXAXXAXAXAXAXAAXA XA KA KX K
Human GCCGCCTGGTATATGAGGCAAAGAGGAAGACAGACACAGACACAGGGAGCTGCAGGCTGG 180
Rhesus ACCTCCTGGCATATGAGGCACAGAGGAAGACAGACACAGACACAGGGAGCTGCAGGCTGG 179
Patas ACCTCCTGGCATATGAGGCACAGAGGAAGACAGACACAGACACAGGGAGCTGCAGGCTGG 179
AGM ACCTCCTGGCATATGAGGCACAGAGGAAGACAGACACAGACACAGGGAGCTGCAGGCTGG 179
KK KKK KAKX KAAXKXKXKAKXKAKAAKX A AKX AKX AR A KA A A KA A A A A A AR A A A A A A A A A AR AR KA A KA KA KKK
Human GGGCATAAGCTGGGGGCTGGGAAGCATAGATACAGAAATGCACAGATGTGAGCTGAGAAG 240
Rhesus GGGCATAAGCTGGGGGCTGGGAAGCATAGATACAGAAATGCACAGATGTGAGCTGAGAAG 239
Patas GGGCATAAGCTGGGGGCTGGGAAGCACAGATACAGAAATGCACAGATGTGAGCTGCGAAG 239
AGM GGGCATAAGCTGGGGGCTGGGAAGCACAGATACAGAAATGCACAGATGTGAGCTGAGAAG 239
KAKXKKAKXKXKXKAKAKAKAKAKAKAKAKAKAKAKAKAKAKAKAAKX AXAXAKXXAXAXAAXAXAXAXAXAXAXA XXX XXX XA A AKX A AKX KXk K
Human CAAGGAGGGAGAGAGAGAG----ACAGAAAGAGAGAGAGAGACGTGCCAGGGCTTGAGGG 296
Rhesus CAAGCAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGAGAGACGTGCTAGGGCTTGAGGG 299
Patas CAAGCAGAGAGAGAGAGAGA-----~- GAGAGAGAGAGAGAGACGTGCTAGGGCTTGAGGG 293
AGM CAAGCAGAGAGAGAGAG---~--=-=-=---~~ AGAGAGAGAGAGACGTGCTAGGGCTTGAGGG 287
KhkKkKk KKk KXk KXKKKKK KK KAK KAAXKXKXXAXXAKAXAKAKAKAAKX AAXXAXAAXAXAXAK KK
Human ACCAGAGAGCCCTCCCAGCCTCTCTCGGAGTGCTGGTATACAGGATGCTACCGTACTAGG 356
Rhesus ACCAGAGAGCCCTCCCAACCTCTCTCGGAGTGCTGGTCTACAGGATGCTGCTGTACTAGC 359
Patas ACCAGAGAGCCCTCCCAACCTCTCTCGGAGTGCTGGTCTACAGGATGCTACCGTACTAGG 353
AGM ACCAGAGAGCCCTCCCAACCTTTCTCGGAGTGCTGGTCTACAGGATGCTACCGTACTAGG 347
KAXKXKXKXKAKAKXKAKAKXKAKAKAKAXAKX KAAKX AXXXAXXAXXAXAXAXAXAKAAKX AXAXXAXAXAXAXAXAAKX * *AAXAAXK* K
TCF/LEF
Human GTAAGACACCTCTGGGGACGCTGAGTATGGGAATCAAAGGCCAGATCTCTGGGGTGGCAG 416
Rhesus GTAAGGCACCTCTGGGGACGCTGAGTATGGGAATCAAAGGCCGGATCTCTGTGGTGGCAG 419
Patas GTAAGGCACCTCTGGGGACGCTGAGTATGGGAATCAAAGGCCAGATCTCTGCGGTGGCAG 413
AGM GTAAGGCACCTCTGGGGACGCTGAGTATGGGAATCAAAGGCCAGATCTCTGCAGTGGCAG 407
KAKKKK KAAKXKXKAKXKAKAKA KA KA AKX AKX AKX KA KA AKX AXAXAXAXAXAAXAXAXAKAXAKAAKX A XXX XAK KK KKK KKK K
RUNX1
Human CGGAAGCCCAAAGCACCAAAGCAAGCATGCTGGAAACCCACAGCCTCCTCCACTTAGCAG 476
Rhesus CGGAAGCCCAAAGCACCAAAGCAAGCATGCTGGAAACCCACAGCCTCCTCCACTTAGCAG 479
Patas CGGAAGCCCAAAGCACCAAAGCAAGCATGCTGGAAACCCACAGCCTCCTCCACTTAGCAG 473
AGM CGGAAGCCCAAAGCACCAAAGCAAGCATGCTAGAAACCCACAGCCTCCTCCACTTAGCAG 467
KAKKKKA KX KA KA KAKA KA XXX KAKAKA AKX KA KAKAAKAKAKAKAAKX AXA XXX KA AKX XXX KA XA XA XAXA AKX XA XA AKX K KK
Human AGCCTTGGGGTGAGATGAGGCAGAACAGGGAGCTGGAGGCAGGGAGGTGGCTGTCTGCAC 536
Rhesus AGCCTTGGGGTGAGATGAGGCGGAACAGGGAGCTGGAGGCAGGGAGGTGGCTGTCTGCAC 539
Patas AGCCTTGGGGTGAGATGAGGCGGAACAGGGAGCTGGAGGCAGGGAGGTGGCTGTCTGCAC 533
AGM AGCCTTGGGGTGAGATGAAGCGGAACAGGGAGCTGGAGGCAGGGAGGTGGCTGTCTGCAC 527
KAKXKKXKXKXKXKAKXKAKAKAKAKAKAXAKX AKX AXKAKA AKX KA KA KA A A KA A A KA A A A A KA A A AR A XA AR AKX XA XA XA KA XA KKK
Human ATACCTCAGGACCATGGAGCTGGGGGAGTCAAAACAGCCACCATATGGGGAAGGGTCAAG 596
Rhesus AGACCTCAGGACCATGGAGCAGGGGGAGTCAAAACAGCCACCATGTGGGGAAGGGTCAAG 599
Patas AGACCTCAGGACCATGGAGCAGGGGGAGTCAAAACAGCCACCATGTGGGGAAGGGTCAAG 593
AGM AGACCTCAGGACCATGGAGCAGGGGGAGTCAAAACAGCCACCATGTGGGGAAGGGTCAAG 587
K KKK KXKXKXKAKXKAKAKAKAKAKAKAKAAKX AXXKAXAKXXAAKAKXAKAAAAKAXAKAAKAKAKAAKX AXXAXAXAXAXAXAXA XA XA KKK K
Human AATGCCTCTAGTCTTCCCCAGGCATCTTATCAGGGTAAGCTGAATTTGGACCCCAGAGAA 656
Rhesus AATGCCTCTAGTCTTCCCCAGGCATCTTATCAGGGTAAGCTGGATTTGGACCCCAGAGAA 659
Patas AATGCCTCTAGTCTTCCCCAGGCATCTTATCAGGGTAAGCTGGATTTGGACCCCAGAGAA 653
AGM AATGCCTCTAGTCTTCCCCAGGCATCTTATCAGGGTAAGCTGGATTTGGACCCCAGAGAA 647
KAK KKK KKK KA KA KA KA KA AKX KA KA KA A KA AR KA A KA KA KA A AR A A XA KAAKAKAKAAKXN AKX XXX XAXAXAXA XA AKX XA KA KKK
Human GGGATATCGTTTATGGAGACTTCCCCTCTTTCATCCCCTGCTCACCAAGGACC 709
Rhesus GGGATATCCTATATGGAGACTTCCCCTCTTTCACTCCCTGTTCACCAAG---- 708
Patas GGGATATCCTATATGGAGACTTCCCCTCTTTCACTCCCTGCTCACCAAG---- 702
AGM GGGATATCCTATATGGAGACTTCCCCTCTTTCACTCCCTGCTCACCAAG---- 696

KAXKKKKAKAKX K KAAXXKXXAXAXAXAXAXAXAXAXAXAXA XXX KKK KAXKKKX KAAXAKKXKKXK

Supplementary figure 1. DNA sequence alignments determined by ClustalX of CD4 regulatory regions
in humans, rhesus macaque, Patas, and AGM. Bases highlighted in yellow represent sequences
conservation in natural host species that have diverged from progressive hosts of HIV-1/SIV. Regions
denoted in red represent transcription factor binding motifs predicted from the JASPAR database.
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