Figure 3-Source Data 4. Biological Process and pathways overrepresented in B-cells

GO identified by WebGestalt using the list of DE genes overexpressed in CTL Bcells (versus 20dpt bihormonal cells) (DESeq FC>2x, Padj<0.05)
GO Padj (FDR) <0.25
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userld
1,01E-05
dpysl3;stxbp5a;rnd1b;plxna3;srgapla;mmpl4b;rab3c;panx1b;rhbdflb;cacnalba;kif6éa;nexmifb;
cacng2a;plxnb3;sulfl;arhgap4a;cxcrdb;anxa3b;kenj8;kenjll;semade;pparab;ccdcl25;jphla;
binlb;rims4;stim1a;ripor2;cplx2;pm20d1.2;kcnj19b;plip;semadba;cacng3b;rnd3a;si:dkey-183c2.4;
mcu;parietopsin;vegfaa
0,01061422 dpysli3;esrl;rnd1b;fmni3;plxna3;srgapla;mmpl4b;arpcSb;tnc;kiféa;nexmifb;plxnb3;cebpa;sulfl;
arhgap4a;cxcrdb;anxa3b;semade;pldla;ccdc125;alcamb;ripor2; met;sema4dba;cxcl20;pik3cb;
rnd3a;si:dkey-183c2.4;vegfaa
0,01061422 gulpla;vidir;cacng2a;slc7a2;lgals3bpb;anxa3b;kcnj8;kenjll;zgc:91818;slc6adb;binlb;slc12a9;
hhipl1;kenj19b;pllp;met;cacng3b;scarb2a
0,011870554 slc25a24;slc25a25a;slc25a4;mfsd2aa;slc25a25b;slc29a4
0,019346833 plxna3;cntn5;tnc;ctnna2;nexmifb;itga9;plxnb3;itga3a;lamb4;lgals3bpb;parvaa;anxa3b;clstn2;
ripor2;dchsla;si:ch211-74m13.3;thbs3a;si:dkey-183c2.4;epd;vegfaa
0,024025397 dpysl3;esrl;rnd1b;fmni3;plxna3;srgapla;mmplab;arpcSb;tnc;kiféa;nexmifb;plxnb3;cebpa;sulfl;
arhgap4a;cxcrdb;anxa3b;cyfipl;semade;pldla;ccdcl25;alcamb;ripor2; met;semadba;cxcl20;
pik3chb;kifSc;rnd3a;si:dkey-183c2.4;vegfaa
0,080379225 si:ch211-247n2.1;atp2b1b;micu2;panx1b;cax2;abcc9;cacnalba;cacng2a;sic7a2;anxa3b;kenjs;
kenjl1;zgc:91818;slc6adb;jphla;sic25a47a;slc12a9;stim1la;pm20d1.2;kenj19b;slc6als;slc31a2;
cacng3b;cox8b;mcu;ndufadl2a
0,084521592 slc25a24;slc25a25a;slc25a4;mfsd2aa;slc25a25b;slc25a33;prelid3a
0,09310942 stxbp5a;plxna3;srgapla;arhgapl2a;agt;rcan2;cst1l4a.1;rasa4d;plxnb3;rasgeflba;tfpia;arhgap4da;
raplgap2a;ppplrl5a;tnfrsflb;myo9aa;ppplrldc;si:dkey-183c2.4;gchfr;vegfaa;cst14b.1
0,09310942 plxna3;plxnb3;semade;semadba;si:dkey-183c2.4
0,09310942 adrb1;hrh3;gpr101;adra2b
0,09310942 dpysl|3;fgf20a;dysf;gucylal;tnc;socs3a;tfpia;cxcrdb;ctsba;pik3cb;hcarl-4;lmo2
0,097812966 rndlb;lypd6;fmnli3;plxna3;palmlb;ism1;tnc;plxnb3;sulfl;cxcrdb;cyfipl;semade;ripor2;semadba;
rnd3a;si:dkey-183c2.4;vegfaa
0,191889809 dpysl3;tmem59l;rnd1b;fmnl3;plxna3;palmlb;dnajbéb;tnc;ctnna2;plxnb3;mnx1;cxcrdb;elp3;
parvaa;cyfipl;semade;alcamb;semadba;kif5c;myo9aa;rnd3a;si:dkey-183c2.4;vegfaa
0,223365721 si:ch211-247n2.1;atp2b1b;micu2;ttyh2l;cax2;abcc9;cacnalba;cacng2a;kenj8;kenjll;jphla;
slc12a9;stim1a;pm20d1.2;kenj19b;slc31a2;cacng3b;cox8b;mcu;ndufadl2a
0,225550479 esrl;rorchb;nrli2;esr2b;cxcrdb;jun;anxa3b;pparab;cxcl20;vdra
0,225550479 esrl;rorcb;nrli2;esr2b;pparab;vdra
0,225550479 cacng2a;anxa3b;stimla;pm20d1.2;cacng3b
0,225550479 tmem59l;plxna3;fgf20a;mmpl4b;tnc;klf6a;cxcrdb;cyfipl;semade;ctsba;mpzlll;semadba;
myo9aa;Imo2;ndrga
0,225550479 rnd1b;cyth3a;arhgef18a;rab3c;rasad;rasgeflba;eps8I2;raplgap2a;ripor2;kalrnb;rnd3a;igsec2b;
rapgef3;ngfra;ksr2
0,225550479 esrl;sesn3;sesnl;socs3a;ins;cxcrdb;jun;entpdl;cxcl20;vdra;vegfaa;gecgra
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geneSet
dre04142
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Lysosome

Focal adhesion
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3,090536124
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0,018726031
0,020414727
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0,022691697
0,024315188
0,024457375

0,026487893
0,026556855

0,026672744

pValue
8,97E-05

0,002804914

FDR

0,238246687 dpysl3;tmem59l;fmnl3;plxna3;ak5;tnc;ctnna2;socs3a;plxnb3;mnx1;cxcrdb;elp3;cyfipl;semade;
dtnbpla;eps8I2;alcamb;ripor2;map4l;semadba;kif5c;myo9aa;si:dkey-183c2.4;vegfaa;septob

0,238246687 si:ch211-247n2.1;slc25a24;rasa4;jun;entpd1;pcxb

0,238246687 plxna3;panxlb;tnc;plxnb3;ins;sulfl;anxa3b;clstn2;tnfrsflb;si:dkey-183c2.4;vegfaa

0,238246687 dpysl3;rnd1b;fmnli3;plxna3;palmlb;mmpl4b;arpcSb;tnc;ctnna2;socs3a;plxnb3;vill;cxcrdb;
cyfipl;semade;eps8I12;binlb;clstn2;ripor2;pllp;semadba;rnd3a;si:dkey-183c2.4;rassf7a;vegfaa

0,244356751 btg2;ism1;tnc;tp53inpl;kif6a;sulfl;cdké;plcd3b;imo2;btc;vdra;parietopsin;si:ch211-260e23.9;
vegfaa;ndrgd

0,244356751 dpysl3;lypd6;fam49a;plxna3;ism1;tnc;socs3a;maff;klf6a;nexmifb;plxnb3;ins;sulfl;cxcrab;
semade;clstn2;tnfrsflb;semadba;twistlb;si:dkey-183c2.4;rflnb;vegfaa

0,244356751 esrl;rorcb;nrli2;esr2b;jun;anxa3b;pparab;vdra

0,244356751 plxna3;tnc;plxnb3;ins;jun;clstn2;ripor2;tnfrsflb;si:dkey-183c2.4;vegfaa

0,244356751
gulpla;stxbp5a;vidir;rab3c;mfsd2aa;cacng2a;arldcb;lgals3bpb;cnih2;anxa3b;dtnbpla;
2gc:91818;binlb;rims4;kiflaa;cplx2;hhipll;pllp;met;kif5c;cacng3b;si:ch211-284f22.3;scarb2a;arl4aa

0,244356751 kif6a;ins;mnx1;kenjll;insm1lb;met;nkx6.2

userld
0,0145294 ctsla;cd164;hexb;asahla;lgmn;ctsh;ctsz;galns;si:ch211-122f10.4;ctsba;ctsd;nagpa;cin5;
scarb2a;naga
0,227197998 egfra;vaspb;tnr;tnc;itga9;itga3a;lamb4;jun;parvaa;ccnd2a;met;pik3cb;thbs3a;hrasa;pdgfab;
lambla;vegfaa



