
Table S1. Validation of EKLF occupancy 
 
 

Site 

 
Chromosomal 

location 

 
 

Forward primer 

 
 

Reverse primer 

 
Genomic 
location 

Fold 
increase

mean 

 
 

SD 

 
 

P 
Neg site 

1 
chr4:135660984-
135661108 

GGAAGCCTGGACTCTGG
AA 

CTGGGGAATCCAAACCA
AC 

intragenic 1.36 0.25 0.37 

Peak 2 chr4:135696994-
135697142 

CATTTCAGCCTGGGAGCA TCGGGGTTGGATAGGAG
ATT 

5’ distal Id3 1.86 0.01 0.0002 

Peak 3 chr4:135700678-
135700768 

CGGAGTTATCAGCTGGA
GGTAG 

CGAGGGAGCCGTCAGTT
T 

intragenic Id3 5.65 2.13 4.6E-05 

Peak 4 chr4:135742664-
135742767 

TGCCTCATTGTTCCTCTT
CC 

GCAGGACTGTCTGGCTC
CT 

5’ proximal  
E2f2 

3.14 0.19 2.9E-06 

Neg site 
5 

chr4:135750036-
135750121 

CAGCTCATGACGGGATA
GG 

GACCACAGGAACCCTGG
A 

intragenic 
E2f2 

1.37 0.24 0.34 

Neg site 
6 

chr4:135771402-
135771508 

AGGGGTCAGAATCACAC
CAA 

AACTGGCACCAAGACTG
CTC 

5' proximal 
Ddef1 

1.31 0.10 0.007 

Peak 7 chr4:135794364-
135794519 

TCGCTGAGGTGAAGAGC
AG 

AGCCTCCATCCCAGAGT
CC 

intragenic 
Ddef1 

1.97 0.27 0.0005 

Peak 8 chr2:154377695-
154377917 

CCAGTTATCCGCCCTGAA AATGAAGGCAGCCTGTG
G 

intragenic 
Apba2bp 

7.41 0.38 0.0001 

Neg site 
9 

chr8:24135379-
24135625 

TCCCTGCAGTCTAGGTG
GTT 

GCCACTCTTCTGGTTCAA
GG 

5’ proximal  
Ank1 

1.19 0.11 0.41 

Peak 10 chr8:24144641-
24145055 

ACACCCAGGTTCCAAAGA
CA 

GACTAGACAGCAGGTAA
AGG 

5’ proximal 
Ank1 

5.90 2.41 5.36E-05 

Neg site 
11 

chr8:24160706-
24160833 

ACTCGGTCACTTTGGTCA
TC 

TCATTGCAGGGTAATCCC
TAA 

5’ proximal  
Ank1 

1.00 0.28 0.67 

Neg site 
12 

chr8:24220968-
24221063 

AGGGCCCAGAGCTGACT
AA 

ATGCAGGATGAGCACAA
ACA 

intragenic 
Ank1 

1.19 0.01 0.54 

Peak 13 chr8:24246144-
24246247 

GTGCGCTTCAGGAATAC
GAG 

TAGGTTCCTTGCCAGCTT
TG 

intragenic 
Ank1 

2.70 0.06 1.11E-06 

Neg site 
14 

chr8:24268170-
24268278 

GGAGAACGAGGACGATG
AGT 

AGGCTGAGCACGGAGAA
G 

intragenic 
Nkx6-3 

1.10 0.42 0.93 

Neg site 
15 

chr8:24302930-
24303058 

CACTTCACTACACTGGCT
GCTC 

TTCAGGAACTTGCATTGG
TAA 

intragenic 
Agpat6 

0.91 0.42 0.77 



Peak 16 chr8:24318333-
24318468 

GATCTAACGCCGGGTTCT
C 

GACCGGTTTCTCTCCTCC
TC 

intragenic 
Agpat6 

3.539 0.48 2.32E-05 

Neg site 
17 

chr12:77636701-
77636792 

GACTGGAGGGTGCCACA
A 

AGACAACACCTCCCATCA
CC 

5' proximal 
Plekhg3 

1.19 0.03 0.82 

Peak 18 chr12:77661130-
77661200 

GCTTGACCCTCCATCTGT
CT 

CTCCTGGCTGCCATCTTG 5' proximal 
Plekhg3 

4.21 2.08 0.0189 

Peak 19 chr12:77699511-
77699629 

GGACATGAGAACCAGTA
CCACA 

CCTGGAGAAGCCCACCA
C 

intragenic 
Spnb1 

3.00 0.18 2.94E-06 

Peak 20 chr12:77704548-
77704692 

AATAGCGGTGCAGGTCG
TAG 

CACCATCGCTGAGTGGA
AG 

intragenic 
Spnb1 

3.67 0.55 4.12E-06 

Peak 21 chr12:77710011-
77710085 

CCCCCAGATCCCTTCTAC
AC 

GGGCAAGGATCTCACCA
CT 

intragenic 
Spnb1 

2.49 0.04 4.49E-06 

Peak 22 chr12:77723872-
77723955 

CTACAGAACGGGGTGTG
AGG 

ACCCTGGCACTGCAGAA
A 

intragenic 
Spnb1 

1.97 0.27 0.0005 

Peak 23 chr12:77841810-
77841863 

GCGATCAAGAGATCATCC
AC 

AAAAATTCCCCCACCCTG
TT 

5' distal 
Spnb1 

3.07 0.56 1.86E-06 

Peak 24 chr12:77852146-
77852238 

CAGGTCCACCCAGTGCTT
AC 

TCCATCGTCTCAAGGAAA
GTG 

intergenic 2.23 0.07 0.0004 

Peak 25 chr11:10215550
4-102155607 

AAGCGGGAAGCAGCAAT
AC 

TGGGTTGGACATCTTTGG
AC 

intragenic 
Atxn713 

1.83 0.30 0.0004 

Peak 26 chr7:111009508-
111009585 

GGGTGTGTGGCCAGATG
TTT 

CACCTTCCCTGTGGACTT
CCT 

beta-globin 
HS2 

1.76 0.20 2.62E-05 

Peak 27 chr7:110962210-
110962378 

GTTAGTGCCTGCTGGAAA
GC 

GCACCTGACTGATGCTG
AGA 

5' proximal 
Hbb-b1 

10.89 0.05 5.79E-08 

Peak 28 chr7:110961078-
110961319 

ATGCCCAAAGGTCTTCAT
CA 

GGTTCTTCCATCTTCCCA
CA 

intragenic 
Hbb-b1 

1.44 0.01 0.0007 

Peak 29 chr2:102741149-
102741324 

CGGGCATCCAAGAGTAC
AGT 

GGGATTTGGGGCTATGC
TAT 

5’ proximal 
Cd44 

10.5 (P) 
1.03 (E) 

2.53 
0.65 

0.001 
0.47 
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Table S2. EKLF motif analysis



Table	  S3.	  Differentially	  expressed	  EKLF	  Target	  genes
Those	  genes	  that	  are	  occupied	  by	  EKLF	  only	  in	  progenitor	  cells	  or	  erythroblasts	  are	  
referred	  to	  as	  Pro	  only	  and	  Ery	  only	  respectively.	  Genes	  that	  are	  occupied	  by	  EKLF	  in	  both	  
progenitor	  cells	  and	  erythroblasts	  are	  referred	  to	  as	  Common.	  mRNA	  levels	  can	  change	  
from	  high	  levels	  in	  Pro	  to	  lower	  levels	  in	  ERY	  (Hi>Lo)	  or	  vice	  versa.	  The	  number	  of	  genes	  
with	  that	  particular	  expression	  pattern	  is	  indicated.	  	  
	  
PRO only PRO only ERY only ERY only Common Common 
Hi -> Lo (190) Lo -> Hi (26) Hi -> Lo (692) Lo -> Hi (246) Lo -> Hi (27) Hi -> Lo (70) 
      
0910001L09Rik Abhd4 0610009D07Rik 1300017J02Rik Abca7 0610007L01Rik 
1110038B12Rik Acbd5 1110004E09Rik 1810058I24Rik Acbd4 1300001I01Rik 
1110058L19Rik Apoa1 1110004F10Rik 2010011I20Rik Ank1 2310011J03Rik 
1810022K09Rik Arfgap3 1110020P15Rik 2310035K24Rik Arrdc2 2410001C21Rik 
2510012J08Rik Btrc 1500001M20Rik 2810453I06Rik Brpf3 3110082I17Rik 
2810002N01Rik Cdkn2c 1500011K16Rik 4833442J19Rik Ehbp1l1 Adrbk1 
Abce1 Chd2 1700034H14Rik 4930523C07Rik Epb42 Aes 
Acat1 Cldn13 1810006K21Rik 5730469M10Rik Fbxl15 Akt1 
Acly Creg1 1810009A15Rik 5830415F09Rik Galnt10 Ankrd27 
Adi1 Depdc1b 1810035L17Rik AA986860 Gmpr Ankrd52 
Adprh Dlk1 1810046J19Rik AI317395 Gpr146 Ap2a1 
Akr1b3 Dnajb6 2010107E04Rik Abcb10 Hipk1 Arrb2 
Aldh2 Dnase1l1 2310008H09Rik Abtb1 Hmox1 Asrgl1 
Aldoa Eral1 2310016M24Rik Ache Itsn1 Bop1 
Arf3 Gabbr2 2410016O06Rik Acot11 Mgll Cad 
Asna1 Ift140 2500003M10Rik Acp5 Mical3 Calm3 
Atp5g2 Klhl25 2610002D18Rik Adipor1 Mpp2 Capzb 
Atxn10 Lgmn 2610027L16Rik Adra2b Mxi1 Ccnd2 
Bat2 Ppox 2610301G19Rik Adrb2 Pcx Cdk2ap1 
Bst2 Sept1 2610528E23Rik Aff1 Rfx2 Chd4 
Ccdc72 Sh3tc2 2700060E02Rik Akap13 Sema4b Coq7 
Cct3 Snx15 2700094K13Rik Akap7 Sertad3 Coro1c 
Cct5 St3gal1 2810432D09Rik Alas2 Slc2a4 Ctnnbl1 
Cd44 Tnfrsf14 2900010J23Rik Amigo3 Slc9a8 Dazap1 
Cdc37 Trak2 2900010M23Rik Ankrd43 Ston2 Dcakd 
Cdc42se1 Zfp217 2900097C17Rik Ankrd9 Tcf7l2 Dgkz 
Cdca7  5730437N04Rik Arhgef12 Tmod1 Drap1 
Cdca7l  9530068E07Rik Arid3b  E130309D02Rik 
Cebpz  AU022870 Asb1  Ehmt2 
Cherp  Aaas Atg4d  Eif4ebp1 
Clic1  Aarsd1 Atg9a  Galnt2 
Clint1  Abcf1 Atp2b4  Gnai2 
Copg  Abhd11 B230312A22Rik  H13 
Cops8  Acads Bbs7  H2afy 
Cox7a2l  Acbd6 Bcl2l1  Lman2 
Crip1  Acp5 Blvrb  Ly6e 
Csk  Acsl5 Btg2  Mrpl38 
Cstf2  Acss1 C330018D20Rik  Mrps2 
Cuedc2  Actg1 Cadm3  Myh9 
Cul4b  Actl6a Car2  Phpt1 
Cyba  Add3 Cat  Pkn1 
D10Jhu81e  Adk Cchcr1  Pola2 



D19Bwg1357e  Adpgk Ccndbp1  Polr3e 
Dbnl  Adprhl2 Ccrl2  Ppih 
Dctn2  Aggf1 Cd24a  Ppp1r9b 
Dctn6  Agpat5 Cd59a  Ppp2r5d 
Ddx23  Aifm1 Cd82  Psma3 
Ddx49  Ak3 Cdc25b  Ranbp3 
Dera  Aldh18a1 Cdkl1  Rbm19 
Dpm3  Aldh9a1 Cenpf  Rcc2 
Ebna1bp2  Alg8 Cep76  Rpl3 
Ech1  Ampd2 Chac2  Rpl6 
Eef1a1  Ankrd13a Clk3  Rpn1 
Eef2  Anp32a Cln8  Rpp21 
Efha1  Ap1b1 Cpeb4  Sept9 
Egfl7  Ap1s1 Crat  Sfrs3 
Ei24  Ap3s1 Ctsf  Sh3bp1 
Eif4b  Apbb1ip D14Ertd436e  Slc19a1 
Eif4g1  Apoa1bp D18Ertd653e  Slc38a1 
Elp3  Aqp1 D930015E06Rik  Smyd2 
Eno1  Arf6 Dapk2  Snrpa 
Etfb  Arhgef1 Ddhd1  Ssbp4 
Exosc2  Arid1a Ddx26b  Ssr2 
Fbl  Arl5a Dennd1a  Tgfb1 
Fbxl6  Arpc1b Dnajb13  Timm44 
Fpgs  Arpp19 Dnajb3  Trim27 
Gfm1  Ash2l Dnajb4  Txlna 
Grb10  Asns Dnajc4  Wdr46 
Gsto1  Asnsd1 Dtnb  Wdr6 
Gtf2f2  Atad1 Dusp8  Ywhag 
Gtf3a  Atad3a Dyrk3   
H1f0  Atic E130309D14Rik   
H2-K1  Atp1b2 E2f2   
H2-Ke2  Atp5j Eif2ak1   
Hars  Atp5o Eif5a2   
Hira  Atp6v0e Epb41   
Hk1  Atp6v1h Epb49   
Hmgcl  Aven Evi5   
Iars  B230208H17Rik Ezh1   
Idh2  BC005624 Fbxl3   
Ifngr1  BC048355 Fbxo34   
Ilf3  Bak1 Fcho2   
Ipo11  Bat2d Fech   
Isg20l2  Baz1a Fn3k   
Isoc2a  Bcap31 Frmd4a   
Jagn1  Bcat2 Fryl   
Klhdc3  Blmh Ftl1   
Krtcap2  Brd2 Fzd5   
Ldha  Brms1 Fzr1   
Lmo4  Brp16 Gabarapl2   
Lonp1  Bscl2 Gadd45a   
Lrrc59  Bysl Gclm   
Lypla2  Bzw1 Gcnt1   
Magoh  C030046I01Rik Gfap   
Mcm2  C80913 Ghitm   
Mdh1  Calr Gpr150   



Mknk2  Cand1 Grap2   
Mns1  Capza1 Grina   
Mpp6  Ccdc101 Gtpbp2   
Mrpl15  Ccdc106 Gypa   
Mrpl27  Ccdc115 H2-T23   
Mrpl3  Ccdc56 H3f3a   
Mrpl54  Ccdc86 Hace1   
Mrps14  Ccne1 Hagh   
Mta1  Ccng1 Hba1   
Nat10  Ccnh Hbb   
Ncl  Cct4 Hdac11   
Ncoa5  Cd3eap Hemgn   
Ndufb10  Cd63 Herc1   
Ngp  Cdc20 Hist1h2ab   
Nolc1  Cdc26 Hist1h2ac   
Npepl1  Cdk9 Hist1h2af   
Nudt16l1  Cdt1 Hist1h2bf   
Nudt21  Cetn3 Hist1h2bj   
Nudt3  Cfdp1 Hist1h4m   
Nvl  Cfl1 Hmbs   
Otud4  Chaf1a Hspbap1   
Pbx2  Chchd1 Ibtk   
Pebp1  Chchd2 Icam4   
Pelp1  Chchd4 Igf2   
Pfdn5  Churc1 Ikbkg   
Pfkl  Cirh1a Josd2   
Pkm2  Clns1a Kctd9   
Pold1  Clpp Klf3   
Pold2  Cmtm7 Klhl7   
Pole2  Cnbp Loxl2   
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Figure	  S1. ChIP analysis of cell type specific EKLF occupancy. Chromatin was
isolated	  from	  sorted	  day	  13.5	  HA-‐Klf1	  fetal	  liver	  progenitor	  cells	  (white	  bars)	  and	  
Erythroblasts	  (hatched	  bars),	  and	  enriched	  with	  an	  anti-‐HA	  antibody.	  The	  enriched	  
chromatin	  from	  each	  cell	  type	  was	  amplified	  along	  with	  unfractionated	  input	  chromatin	  
(black	  bars)	  using	  the	  primers	  listed	  in	  Table	  S1.	  Significant	  enrichment	  in	  either	  
progenitor	  cell	  or	  erythroblast	  chromatin	  was	  observed	  at	  all	  4	  locations	  (*	  p<0.01).	  
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Figure	  S2. Comparison of EKLF occupancy. (A) Tallack et al. identified 945
EKLF	  peaks	  (pink)	  while	  this	  study	  identified	  over	  15,000	  EKLF	  peaks	  (orange),	  of	  which	  
120	  were	  identical	  in	  both	  data	  sets.	  (B)	  Tallack	  et	  al.	  identified	  454	  EKLF	  peaks	  within	  1	  
kb	  of	  a	  GATA1	  occupied	  site.	  A	  similar	  analysis	  of	  our	  data	  identified	  over	  2000	  such	  peaks,	  
of	  which	  415	  overlapped	  with	  the	  peaks	  identified	  by	  Tallack	  et	  al.	  (C)	  While	  the	  number	  of	  
EKLF	  peaks	  in	  associated	  with	  GATA1	  peaks	  was	  48%	  of	  the	  peaks	  identified	  by	  Tallack	  et	  
al.,	  EKLF	  peaks	  within	  1	  kb	  of	  a	  GATA1	  occupied	  site	  (left	  of	  the	  red	  vertical	  line)	  were	  only	  
14%	  of	  the	  peaks	  identified	  in	  our	  study.	  	  
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