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AT X P
Multicellular organismal development 9.259 x 10730
System development 3.543x 1028
Organ development 5.112 x 1026
Anatomical structure development 5.424 x 1026
Developmental process 1.017 x 103
Regulation of transcription from RNA polymerase II promoter 1.545 x 102
Regulation of cell differentiation 1.902 x 1022
Cell differentiation 6.829 x 1022
Cellular developmental process 8.912x 102!
Regulation of multicellular organismal development 2.728 x 1020
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ALX1 Lu,S,K,B, Li NR2E1] Lu,K,B, Li
ALX4 Li,Lu, S,B PAX7 Lu, S,B, Li
ASCL2 Lu,K,B, Li POU3F3 Lu, S,B, Li
BARHL?2 Lu, K, B, Li POU4F1 Ly, S,K, B, Li
DLXS5 Lu, S, K, Li POU4F2 Lu, S,K, B, Li
EBF1 Lu, S,B, Li PRDM14 Lu, S,B, Li
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HOXA9 Lu, S,B, Li TWIST1 Lu, S,K, Li
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