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O Normal O UCS
D 0 10 20 30 40 50
embryonic morphogenesis NN NNENEE 53.01
pattern specification process I 36.66
calcium-dependent cell-cell adhesion NI 36.58
forelimb morphogenesis NN 36.02
embryonic organ development IHINININEMN 35.66
regionalization NN EN 32.83
(@) hindlimb morphogenesis NN 27.23
O) smoothened signaling pathway IR 26.02

nephron tubule development NN 22.93
renal tubule development NN 21.33
limb development NI 21.10
nephron epithelium development N 20.47
embryonic organ morphogenesis NN 19.70
skeletal system morphogenesis NN 19.44

Biological Process
-log10(Binomial p value)



