>

B

cd37 | 3 )
of system process [ ]
Limd2
0.20
K Hest B cell activati .
= - 4 | —
= theraroc| [ ] immune response-activating cell| Count
> 0.15 surface receptor signaling pathway .9
=] Ptprcap R Iati " .10
immune response-regulating ce "
8 " L €d79b surface receptor signaling pathway| * : Y
0104 . peons{ | ] .
hal . . T cell activation L] o
o ) - T cdg o
Q | ¢ . [ ., cd79a positive regulation of cytosolic |,
L 054 . L } N Vo e | calcium ion concentration pualue
. .
1) Cds2 :l reguiation of immune effector process| * g‘zg:
\ 3 d Apobec3 o0
0.004 ” immune response-activating
—tT1— Hz-oai[ | signal transduction| * o001
e 3 T L & T % & T T L O Phgdi
$3 3 $ 2338 %% % 8§ L1 immune respanse-regulnting|
£ @™ 5 ¢ 8 8 2 ¢ ¥ F g E Ralgps2 signaiing pathway
g £ 5 g5 & EZ :
5 E 2 B 2 [} 2 32 3 ffitml : regulation of cytosolic|,
] 2 = ° 3 - @ c Gimap6 | calcium ion concentration
E =] o E*] - [ a
- @ <o -~ o —_—
& o B ° o 3 Ptpda3 20, %, %, %, e
3 £ = =4 a % Cripl % Yo o s
e g T S ] =) Gene_ratlo
2 5 =2 s ° - v o ®
o

Figure S5: BITFAM results for the TF EBF1 in the Tabula Muris lung dataset

A, Boxplot of inferred activities of the TF EBFL1 in each cell type in the Tabula Muris lung data.
B, Top weighted genes of EBF1. C, Top 10 significant GO terms of EBF1 enriched by the top
100 positively weighted genes learnt from the Tabula Muris lung data.
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