R correlation coefficient values for Mtgrl and Prdm14 ChiP-seq signals

Mtgrl ChIP-seq in Mtgrl ChIP-seq in Prdm14 ChIP-seqin  Prdm14 ChlP-seq in

Lines FH-Prdm14, clonel FH-Prdm14, clone2 FH-Prdm14, clonel FH-Prdm14, clone2
Mtgrl ChlIP-seq in
FH-Prdm14, clonel 1 0.92 0.87 0.87

Mtgrl ChlIP-seq in
FH-Prdm14, clone2 0.92 1 0.88 0.90

Prdm14 ChIP-seq in
FH-Prdm14, clonel 0.87 0.88 1 0.90

Prdm14 ChIP-seq in
FH-Prdm14, clone2 0.87 0.90 0.90 1

Mtgrl ChiP-seq Functional Annotation
-log10(Binomial p value)

0 1 2 3 4 5 6 7 8 9
negative regulation of peptidyl-threonine phosphorylation I 9 49

cell-substrate adhesion GG 9 25
trophectodermal cell differentiation o .18
regulation of cell shape I 885
blastocyst formation I 8.70
actin filament organization I 8 .36
intrinsic apoptotic signaling pathway in response to DNA damage s 8 .04
negative regulation of intrinsic apoptotic signaling pathway NG 7 .48
substrate adhesion-dependent cell spreading I 7 .45
regulation of intrinsic apoptotic signaling pathway I 7 .11
odontogenesis I 6.94
placenta blood vessel development N 6 .61
placenta development I 6.60
trophoblast giant cell differentiation [N 6.30
embryonic placenta development N 6.26
regulation of Notch signaling pathway NG 6 .05
cell differentiation involved in embryonic placenta development N 6.05
negative regulation of kinase activity [INIRNERGEEEN 5> 93
regulation of cytokine biosynthetic process NN 5 58
epithelial cell morphogenesis NN 5 43



