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Supplemental Table S1. ChIP-seq binding profiles in HPC-7 cells used for statistical 

learning. SS, serum-starved; SR, self-renewing. 

 
Feature Condition Reference Repository Accession 

number 
CTCF SS This study GEO GSE100835 
CTCF TPO 30’ This study GEO GSE100835 
STAT1 

(uSTAT1) 

SS This study GEO GSE100835 

STAT1 

(pSTAT1) 

TPO 30’ This study GEO GSE100835 

CBFA2T3 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

CEBPB SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

E2F4 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

EGR1 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

ELF1 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

ERG SR (Wilson et al. 2010) GEO GSE22178 

FLI1 SR (Wilson et al. 2010) GEO GSM552233 

FOS SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

GATA2 SR (Wilson et al. 2010) ArrayExpress GSM552234 

GFI1B SR (Wilson et al. 2010) GEO GSM552235 

JUN SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

LDB1 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

LMO2 SR (Wilson et al. 2010) GEO GSM552237 

LYL1 SR (Wilson et al. 2010) GEO GSM552238 

MAX SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

MEIS1 SR (Wilson et al. 2010) GEO GSM552239 

MYB SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

MYC SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

NFE2 SR (Wilson et al. 2016) ArrayExpress E-MTAB-3954 

RUNX1 SR (Wilson et al. 2010) GEO GSM552241 

SPI1 SR (Wilson et al. 2010) GEO GSM552240 

STAT5 

(uSTAT5) 

SS (Park et al. 2015) GEO GSE70697 

STAT5 

(pSTAT5) 

TPO 30’ (Park et al. 2015) GEO GSE70697 
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TAL1 SR (Wilson et al. 2010) GEO GSM552242 

TCF3 SR (Calero-nieto et al. 

2014) 

GEO GSM1167573 
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