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Figure S3
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Figure S4. Alignment of DND1 and CI3 region
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Figure S5

Intronic Sequence (exons (-1)-(-2))

0.035 0.030 0.025

0.020

0.015 0.010

Intronic Sequence (exons 3-4)

0.005

I'Hs h2r
L Hs h1r

Hs h2f

Hs h1f

Rh (57050089)

0.025

0.020

0.015 0.010

0.005

CI3 Promoter Sequence assembly

94

0.000

Hs hif
Hs h2r

Hs h1r

89

Hs h2f

Rh dnd1

0.025

0.020

0.015 0.010

0.005

0.000

CI3 Promoter Sequence individual Clones

Hs h1f (Gm12236)

Hs h2r (Gm12236)

Hs h2f (Gm12236)

Hs h1r (Na12878)

Mmu (18404)

0.025

0.020

0.015 0.010

0.005

0.000



Figure S6
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Figure S7. Alignment of BPTF and CI8 promoter region
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CTCCCGECTmTTTTTTTTTCTHTCTCTCGCTGGCTCTTTCAGCETCAGTTTCCCTAGGGGGCGGGAGG
R GGTCGCTHGGGCCGCCCCHCTCCGCGACT TTTTTTTTIC T TTCTCTCGCTGGCTCT TTCAGCITCAGT TTCCTAGGGGCRGGGARG
1

GARRRATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCAGGGAGGAGGTCCGACCGGCTTTGGGCTCCAGCC
GAGRRATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCAGGGAGGAGGTCCGGCCGGCTTTGGGCTCCAGCC
G. ‘CGATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGECGCGGGAAGGAGAECCGGCEGGCTTTGGGCTCCAGCC
GAATGATATTTGGGGGCTCECCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGGGAGGAGGTCCGAECGGCTTTGGGCTCCAGCC
GAATGATATTTGGGGGCTCTCCTGCCTTCCTETCEGAGCCGCGGAAGEGGAGECGCGGGAAGGAGGTCCGGCCAGCTTTGGGCTCCAGCC

GAATGATATETGGGGGHTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGGRAGGAGGTCCGGCCGGCTTTGGGCTCCAGCC
GAATGATATTTGGGGGCTCECCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGGGAGGAGGTCHGGCCGGCTTTGGGCTCCAGCC
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VLXK MA GGGGTCCGCGGAGACTIATGGTC TCCGAAGGCCTTAGACGCEGGGCATTTCGCEAGC TGCGCGICTCTCTCAACCGCGCC
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3 GCGCTGCGCCGAGCCCAGGCGCCECEGECTCTCRGCWACEGACTCAAT
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ccpcaed] GGAGTCCAGTCGCACEGCGCTGCACCGAECECAGGEGCTCCAGGCTC CCGCCCCCGACTCEAS
GCGC;GEGCTGCGCCGAGCCCAAGCGCCEgEGGcTCTCCGCECECGACTCAGT

I WGCTCCCGCGCTCCCCCRIAGCAGCCGCIYGCGCCACCTCGCECCRGTCCCAGGCTCGTIG!

GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCCCC GTCCCAGGCTCGTHG
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LI GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCECCMTCCCAGGCT

284 — == mmm oo o ————————————————————————————
PV P MG TCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCSCCRINTCCCAGGCTCGTCGG !

kLTl GCTCCCGGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCHCRGTCCCAGGCTCGTCGG CGGCGCAGCTCACGTGACCGEGCTCCAGT—
YVl Cl8CCCGCGCTCCCCCTAGCGGCHGCCGCGCCRCCTCRCICERGTCHCAGGC TCHTCRGRIIGGCGCACTCACGTGACCGCGCTECGCE

414
376
437

15
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490 ——-—mmmmm e GAGGGAAGAAACAAGAEGCGGCTGAAGECGATHCIGAGTGGGGCCCCAGCAAT
462 ————mmmmmmm e SGAAGAAACAABATGGCGGCTGABGGCGET CGEAGTGEGGCCCCAGEEAT
525 CTGCGGCCGCTGTCGGTTCCCCCAGTCACCGAGCGYSACIEEL VYL VNNelV.Ne Y (elelelelele o).V elelelel N (Slelele) Ney felelelelelelelel.YeloF V.- Uy

104
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CTGCGGCCGCTGTCGGTTCCCCCAGTCACCGAGCG‘GAGGGAAGAAACAAGATGGCGGCTGEAGGCGATCCGGAGEGGGGCCCCGGCAAT
TCGGATTGAGCCTTCTCCCTCCACCRGCTTCCGCAG

ICCGGGCCCCTCCIGCCCIGCCCCTCIGGCCTCCCCACCCGGCCCCAGCeels
548 TCGGATTGAGCCTTCTCCCTCCARCC—GCTTCCGCRG ICCGGGCCCCTCCGCCCIGCCCCTCHGGCCTCCCCACCCGGCCCCGGCeele
549 TCGGITTGAGCCTTCTCCCTCCACTC— CCGGGCCCCTCCCGCCCAGCCCCTCGGGCCTCCCEACCCGGCCCCGGCGCT

KXNTCGGATTGAGCCTTCTCCCTCCACCCH ICCGGGCCCCTCCCGCCCGGCCCCECGGGCCTCCCCACCCGGCCCCGGCGCT]
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BCCGGGCCCETCCHGCECGGCCCCECAGGCCTCCCCACCCGGICCCGGEGCT]
BCCGGGCCCCTCC GCC.CCCCTEGGECC@CECECCC ———————————
BCCGGGCCCCTCCCGCCCGGCCCCECGEGCCTCCCCACCCGGCCCCGGCGLT
Geldecielddde{deldleleldlelelendelsCGlEClE e C THC THeCCETIEGECECEG

RCTCCAACATGAGGGGCCGGCG

—-CCGCCECCACTGCGCCCGECCCTCCCCGTCHGCTTTCCCTTCT
A —-CCGCCCCCECTGCGCCCGCCCCTCCCCITCCGCTTTCCHTTCT
------ CCGCCCECACTGCGCC

------ CCGCCCCCACTGCGCC
[seleler\CCGCCleleClele ANl GCGC CGCCCCTC TCCGCTTTCCCTTCT
—————————— CCTCC‘ECACTGCGC CGCCCCTCCCEATCCGCTTTCCCTTCT'
B CCGCCCCC CTGCGCCCGCCCCTCCCCCTECGCTTTCCHTTCT

GGCAGGCCGACCAAGCAGCCCGCGGCTCCCHCTGCGGAGCGCTGCGCCCCGGCCCCRERGCCGCCGCE
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GGCAGG CCAAGCAGCCEGCGGCTECCGCTGCGGAGCGCTGCGCCCCGGCCCC -edlecleceldeccTeecceeeee- - - - - - - -
cecaclice CCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCHCHGCCC R GCHGCCGC R P
GGCAGGCHGACCAAGCAGCCCGCGGCTCCCGCTGCAGAGCGCTECGCCCCGGCCCCRERGCCGCCGCE
GGCAGGCCEECCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCCCGGCCCCEGCCGeCHce
GGCAGGCCGECCAAGCAGCCCGCGGCTCCHGCTGCGGAGCGCTGCGCCCCGGCCCCEMSGCCGCCGCCEsseddelderYeler Neldleldlelelelele]

‘GGCTGAGGTGGEGCCCAAGACGCGGCTGAGCTCGCCCAGG GGGCAGCAGTAGCCGGAGAAAGECGCCGCCGCC

GGGCEGCAGTAGCCAAAGAAAGCCGCCGCTGCC

AG TTGAAGTGGCGCCCAAGAEGCGGCTGAECTCGCCCAGG

IGGGGGCGGCAGGACGGG
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