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Motif similarity Akt co-regulation
RR § Score n r invitro Akt (log FC)
ZNF106 LARKRSLSESSVIMD 0.947 69 0.402 v -1.088
KIF4A KLRRRTFSLTEVRGQ 0.946 273 0502 v 1503
ZNF609 SKRVRTNSMGSATGP 0.940 163 0.320 v -1.960
EHBP1L1 APRLRKGSDALRPPV 0.933 109 0.393 v -1.449
BODI1L1 PERKRQKSVSDPVED 0.921 39 0.612 v 1736
BABAM1 EPRPRTRSNPEGAED 0.941 164 0.273 v -1.401
PDCD4 RDSGRGDSVSDSGSD 0.666 112 0.553 v 2,118
PRRC2A VPRERSDSGGSSSEP 0.960 63 0.566 v -0.928
OSBPL11 PLKSRSFSLASSSNS 0.684 27 0.54 v -1.158
SRPK2 HDRSRTVSASSTGDL 0.941 15 0.877 v -0.985
UBE4B QSLSRSQSMDIDGVS 0.668 180 034 v -1.352
DBNL KQKERAMSTTSISSP 0.657 73 0.388 v -1.133




