Figure 3-Source Data 3. Gene Ontology analysis and pathways overrepresented in bihormonal cells

GO from genes overexpressed in 20dpt bihormonal cells versus CTL Beta (DESeq FC>2x, Padj<0.05)
GO Padj (FDR) <0.25

Biological Process (non redundant)

geneSet
G0:0022610

G0:0099504
G0:0050808
G0:0051336

G0:0009887

G0:0072358

G0:0048585

G0:0010648

G0:0007163
G0:0040011

G0:0035295

description
biological adhesion

synaptic vesicle cycle
synapse organization
regulation of hydrolase activity

animal organ morphogenesis

cardiovascular system development

negative regulation of response to stimulus
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userld
adora2b;dlgl;cdh4;ekl;pcdh19;arrbl;nrxn3a;ret;epdl2;cdh10a;
plxna2;emilin2a;nlgn3b;nrxn3b;pcdhla;celsrla;epdll;nign2a;nignl;
runx1;pcdh15a;vstm2l;pcdh10b;itgad;inpplla
dnm1b;sytd;syt1llb;snap25b;nign3b;si:ch211-81a5.8;nlgn2a;nlgnl
dlgl;bdnf;npasda;nlgn3b;nign2a;nignl;pclob;gphnb
ligl1;fgfria;igseclb;sh3bp4a;ekl;criml;serpinil;atplb2b;ppplrldba;
ppplr3b;bik;c3a.3;si:dkey-191g9.5;serpingl;srgap3;plxna2;
elmod1;ppp2r2ch;syngaplb;arhgap32b;dabipb;myo9b;
si:dkey-117n7.5;abr
sox9a;ispd;slc35b2;mef2cb;fgfrla;slc26a2;cdh4;ptchl;bcor;atp2a2a;
crim1;dnmtl;pcdh19;atplb2b;pricklela;notch2;ostn;ngs;slc8ada;ret;
Igilb;plxna2;myom1la;syngaplb;hoxcda;lrrc39;fhlla;sox11a;insm1la;
piml
dic;vash2;syk;hey2;igseclb;criml;aplnrb;notch2;nrxn3a;clgaltla;
npasda;ackr3b;enox1;colec12;yjefn3;nrxn3b;dab2ipb;shcl;nlgni;
runx1;mtbl;itgad
fgfrla;sema3b;ptchl;bcor;sh3bp4a;ekl;ephb2b;apinrb;tle2a;
sema3ga;arrbl;ret;serpingl;sikl;tle3b;sesn2;dkk3b;dab2ipb;amer2;
sox1la;inpplla
fgfrla;ptchl;bcor;sh3bp4a;ekl;ephb2b;aplnrb;tle2a;arrbl;ret;sik1;
tle3b;sesn2;dkk3b;dab2ipb;amer2;sox11a;inpplla
dlg1;llgl1;rhoub;rhoca;aplinrb;pricklela;rnd2;cap2
nusapl;slc35b2;syk;sema3b;ekl;rhoca;mdga2a;tekts;sstl.2;aplinrb;
pricklela;sema3ga;arrbl;tmsb;ret;ackr3b;srgap3;plxna2;rxfp3.3al;
celsrla;chrm4a;rnd2;rhobtb1;rbpms2b;insmla;vstm2l;efna3b;nsmfb;
nréala;inpplla
dlc;sox9a;foxa2;vash2;syk;mef2ch;hey2;igseclb;bcor;cdc42sel;
atp2a2a;dnmtl;pcdh19;apinrb;pricklela;nrxn3a;slc8ada;clgaltla;
ackr3b;colec12;yjefn3;nrxn3b;polr3b;dab2ipb;shcl;nlgnl;nrb6ala;
mtbl;cldn15a



G0:0060537 muscle tissue development

G0:0030029 actin filament-based process

KEGG pathways

geneSet description
dre04270 Vascular smooth muscle contraction

dre04114 Oocyte meiosis

2,196063931 0,01149092 0,24478239 mef2cb;fgfrla;plod2;myl7;nprla;aplnrb;sic8ada;ret;myom1a;lrrc39;
gfra3

1,755863516 0,01206674 0,24478239 dlgl;ligll;rhoub;igseclb;myl7;ekl;rhoca;arpclb;tpma;gas2i3;tmsb;
myom1a;rnd2;Irrc39;gas7a;rhobtbl;frmd5;cnnlb;cap2

enrichmentRatio pValue FDR userld
2,420892909 0,00181354 0,22131854 adora2b;itprla;ppplrldab;nprilb;prkcbb;cacnalfb;adrald;nprla;
adcy7;prkceb;itprlb;calml4a;adcy3a;adcy5
2,409696591 0,00273233 0,22131854 itprla;igflra;pgr;ccnbl;plkl;adcy7;cpeb3;ywhagl;itprlb;calmlda;
adcy3a;adcys5;igfl



