E

A2—M2

Training: Kainate

BN score g-value Feature

0.254871 0.011 AP1F
0.0000464739 1. AP1F HOXC
0.0000259144 1 AP1F PIT1

0.000014982 1 AP1F SATB

1.31092x 1077 1. AP1F HNF1_HOXC
7.56606 x 1072 1 AP1F E4FF HNF1_HOXC
2.85003 x 10712 1 AP1F HNF1_SNAP PIT1

A3—MS3

Training: Kainate
BN score |qg-value Feature

4.31078x 10° | <0.001 EGRF LHXF
4.17003x10° | <0.001 LHXF ZBPF
1.5724x10° | <0.001 | EGRF_ZBPF LHXF
1.25018 x 10® | <0.001 LHXF ZF5F
1.07687 x 10° | <0.001 | EGRF_ZF5F LHXF
9.51965x 107 | <0.001 EBOX LHXF
3.30419x 107 | <0.001 |HOXF_OCT1 ZBPF
2.96533x107 | <0.001 | E2FF_EGRF LHXF

2.64311x107 | <0.001 AHRR LHXF

2.38358 x 107 | <0.001 AHRR CLOX

Conditional probability table for {AP1F, SATB}
motifs sign of M2 number
of
genes
SATB | AP1F
0 1
1 0
0 0 0.55 0.45 753
1 1 0.57 0.43 105
All 0.52 0.48 1268

M2—A2

Training: MCAO

BN score |g-value module_set
2.10775 | <0.001 AP1F HNF1_HOXC
0.824317 | 0.001 AP1F
0.218585 | 0.006 AP1F PIT1
0.17675 | 0.006 AP1F HOXC
0.147317 | 0.009 AP1F SATB

0.104155 | 0.014 | AP1F HNF1_SNAP PIT1
0.0795164 | 0.021 |AP1F E4FF HNF1_HOXC

0.0457055 | 0.042 AP1F PIT1 RREB

0.0417503 | 0.049 AP1F_AP1R

0.0410351 | 0.049 SATB
M3—A3

Training: MCAO
BN score |g-value Feature
5140.02 | <0.001 AP1R
165.356 | <0.001 | AP1R PARF
161.999 | <0.001 PARF
124.941 | <0.001 CREB
88.2873 | <0.001 | AP1R MEF2
64.3365 | <0.001 |AHRR AP1R
55.6683 | <0.001 | AP1R ZF5F
445959 | <0.001 | AP1R EGRF

37.2971 | <0.001 AHRR

33.5465 | <0.001 | AP1R E4FF

Conditional probability table for {EGRF, LHXF}

motifs sign of A3 number
of
genes
EGRF LHXF - +
0 1 0.5 0.5 96
1 0 0.48 0.52 381
0 0 0.57 0.43 328
1 1 0.21 234
All 0.45 0.55 1039




