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Table S1.  Analysis of Ebfl ChIP-seq data in Wt, TH (Ebf1* Pax5""), Ebf1*" and Pax5" pro-B cells

Enriched motif p-value % targets/ Motif
background
AETCCCEA A 1 X 104878 65/5 EBF
Wit .
écc AAGE= 1 X 10337 31/14 Fli1(ETS)
TCTCATTIAZS 1X 10167 13/5 RUNX1(Runt)
A -118
SCACCT SE2 1X 10 11/5 E2A(bHLH)
ASTOCCEALGLA  1X1050 73/5 EBF
TH
ACAG AAAl-# 1 X 10433 33/13 ERG(ETS)
-é.-g g CCACA 1 X 10-248 22/9 RUNX?2
STEATTTGCATA 1 X 1072 3/0.5 Oct4
ASTOCCEAGGGA 11X 103407 51/3 EBF
+/-
AC TSTX 1 X 10-315 29/12 Ets1-
STTCCTeT distal(ETS)
TCTCGTIX 1 X 10-146 24/13 RUNX1(Runt)
ACAGETGIZS 1 X 1077 16/10 Ptfla(bHLH)
TICCCE: 1 X 106178 44/5 EBF
lIC AT VAWS
Pax5™"
CACTTCOTSZ 1 X 10-940 29/12 ETS1(ETS)
ITCTCCITIS 1 X 10-443 16/7 RUNX1(Runt)
ZCAGSTCSE: 1 X 10-208 20/12 E2A(bHLH)

Duplicate experiments in each genotype were combined into one sequence file. Motif analysis on peak files generated from Ebf1 ChIP-seq on indicated genotypes resulted in Ebf1 as
top enriched motif in all 4 genotypes, top 4 motifs are illustrated.



