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Satpathy et al., http://www.jem.org/cgi/content/full/jem.20120030/DC1

Figure S1. Microarray analysis of erythroid progenitors and CD4+ DCs in Zbtb46gfp/gfp mice.�(A)�Zbtb46�does�not�impact�the�transcriptional�pro-
file�of�erythroid�precursors.�BM�precursors�from�Zbtb46+/+�(WT),�Zbtb46gfp/+�(HET),�and�Zbtb46gfp/gfp�(KO)�mice�were�sorted�into�populations�of�pre-MegE,�
pre–CFU-E,�and�CFU-E�(Pronk�et�al.,�2007),�and�microarray�analysis�was�performed.�Shown�are�the�M�plots�comparing�WT�samples�with�HET�(top)�or�with�
KO�samples�(bottom)�for�the�indicated�cell�type�generated�using�ArrayStar�software.�Data�represent�analysis�of�cells�harvested�from�three�individual�mice�
that�were�pooled�for�one�array�replicate�per�cell�type.�(B)�Sorted�steady-state�splenic�CD172+CD4+�cDCs�from�Zbtb46+/+�(WT)�and�Zbtb46gfp/gfp�(KO)�mice�
were�purified,�and�microarray�analysis�was�performed.�Shown�is�the�M�plot�for�all�genes�generated�using�ArrayStar�software.�Data�represent�analysis�of�
cells�harvested�from�three�individual�mice�that�were�pooled�for�one�array�replicate�per�cell�type.�Green�lines�indicate�equivalent�expression�between�sam-
ples�(center�lines)�or�twofold�change�thresholds�(outer�lines).



Zbtb46�identifies�the�cDC�lineage�|�Satpathy�et�al.S2
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