
Table S2. Gene Ontology GO enriched pathways in Mg2800 vs Mg500_synovial tissues and spleens table 

GO Category GOID Description GeneRatio BgRatio pvalue padj -log10(adj pvalue)geneID geneName Count Down Up

SYNOVIAL TISSUES

CC GO:0000786nucleosome 8/362 62/17361 4.19E-05 0.0123833 1.9071631 ENSMUSG00000069273/ENSMUSG00000075031/ENSMUSG00000058773/ENSMUSG00000068855/ENSMUSG00000060032/ENSMUSG00000060678/ENSMUSG00000101972/ENSMUSG00000061482Hist1h3e/Hist1h2bb/Hist1h1b/Hist2h2ac/H2afj/Hist1h4c/Hist1h3i/Hist1h4d8 8 0

CC GO:0005839proteasome core complex 5/362 21/17361 5.93E-05 0.0123833 1.9071631 ENSMUSG00000069744/ENSMUSG00000005779/ENSMUSG00000018286/ENSMUSG00000068749/ENSMUSG00000028393Psmb3/Psmb4/Psmb6/Psma5/Alad5 5 0

CC GO:0044815DNA packaging complex 8/362 70/17361 0.0001012 0.0140993 1.8508024 ENSMUSG00000069273/ENSMUSG00000075031/ENSMUSG00000058773/ENSMUSG00000068855/ENSMUSG00000060032/ENSMUSG00000060678/ENSMUSG00000101972/ENSMUSG00000061482Hist1h3e/Hist1h2bb/Hist1h1b/Hist2h2ac/H2afj/Hist1h4c/Hist1h3i/Hist1h4d8 8 0

CC GO:0032993protein-DNA complex 11/362 154/17361 0.0003924 0.0410011 1.3872049 ENSMUSG00000069273/ENSMUSG00000075031/ENSMUSG00000058773/ENSMUSG00000068855/ENSMUSG00000021055/ENSMUSG00000060032/ENSMUSG00000060678/ENSMUSG00000101972/ENSMUSG00000061482/ENSMUSG00000021018/ENSMUSG00000028884Hist1h3e/Hist1h2bb/Hist1h1b/Hist2h2ac/Esr2/H2afj/Hist1h4c/Hist1h3i/Hist1h4d/Polr2h/Rpa211 11 0

SPLEENS

MF GO:0140097catalytic activity, acting on DNA 26/790 181/16652 4.37E-07 0.000358 3.4460753 ENSMUSG00000025014/ENSMUSG00000039236/ENSMUSG00000036061/ENSMUSG00000000028/ENSMUSG00000041238/ENSMUSG00000051220/ENSMUSG00000025209/ENSMUSG00000033762/ENSMUSG00000031546/ENSMUSG00000022471/ENSMUSG00000058594/ENSMUSG00000028933/ENSMUSG00000020661/ENSMUSG00000035266/ENSMUSG00000033458/ENSMUSG00000007646/ENSMUSG00000026648/ENSMUSG00000055932/ENSMUSG00000022673/ENSMUSG00000020974/ENSMUSG00000041064/ENSMUSG00000040463/ENSMUSG00000070544/ENSMUSG00000071072/ENSMUSG00000006281/ENSMUSG00000026355Dntt/Isg20/Smug1/Cdc45/Rbbp8/Ercc6l/Twnk/Recql4/Gins4/Xrcc6/Fbxo18/Xrcc2/Dnmt3a/Helq/Fan1/Rad51c/Dclre1c/Fto/Mcm4/Pole2/Pif1/Mybbp1a/Top1/Ptges3/Tep1/Mcm626 7 19

MF GO:0016646oxidoreductase activity, acting on the CH-NH group of donors, NAD or NADP as acceptor 7/790 17/16652 6.74E-06 0.002762 2.5587792 ENSMUSG00000020256/ENSMUSG00000040675/ENSMUSG00000021707/ENSMUSG00000021048/ENSMUSG00000029009/ENSMUSG00000005667/ENSMUSG00000030088Aldh1l2/Mthfd1l/Dhfr/Mthfd1/Mthfr/Mthfd2/Aldh1l17 3 4

MF GO:0003678DNA helicase activity 10/790 42/16652 2.01E-05 0.0042313 2.3735221 ENSMUSG00000000028/ENSMUSG00000025209/ENSMUSG00000033762/ENSMUSG00000031546/ENSMUSG00000022471/ENSMUSG00000058594/ENSMUSG00000035266/ENSMUSG00000022673/ENSMUSG00000041064/ENSMUSG00000026355Cdc45/Twnk/Recql4/Gins4/Xrcc6/Fbxo18/Helq/Mcm4/Pif1/Mcm610 1 9

MF GO:0003697single-stranded DNA binding 16/790 101/16652 2.07E-05 0.0042313 2.3735221 ENSMUSG00000036061/ENSMUSG00000000028/ENSMUSG00000026669/ENSMUSG00000003992/ENSMUSG00000025209/ENSMUSG00000041168/ENSMUSG00000043991/ENSMUSG00000058594/ENSMUSG00000028933/ENSMUSG00000042694/ENSMUSG00000007646/ENSMUSG00000033430/ENSMUSG00000022673/ENSMUSG00000070544/ENSMUSG00000026107/ENSMUSG00000026355Smug1/Cdc45/Mcm10/Ssbp2/Twnk/Lonp1/Pura/Fbxo18/Xrcc2/Stn1/Rad51c/Terf2ip/Mcm4/Top1/Nabp1/Mcm616 4 12

MF GO:0005543phospholipid binding 36/790 379/16652 6.05E-05 0.0099114 2.0038652 ENSMUSG00000004961/ENSMUSG00000006575/ENSMUSG00000020847/ENSMUSG00000020605/ENSMUSG00000042828/ENSMUSG00000034652/ENSMUSG00000025889/ENSMUSG00000058248/ENSMUSG00000018126/ENSMUSG00000045954/ENSMUSG00000029821/ENSMUSG00000026274/ENSMUSG00000041479/ENSMUSG00000002602/ENSMUSG00000041444/ENSMUSG00000028228/ENSMUSG00000025173/ENSMUSG00000039959/ENSMUSG00000043940/ENSMUSG00000029073/ENSMUSG00000015656/ENSMUSG00000023992/ENSMUSG00000050373/ENSMUSG00000042901/ENSMUSG00000031214/ENSMUSG00000032737/ENSMUSG00000038291/ENSMUSG00000052062/ENSMUSG00000030660/ENSMUSG00000033763/ENSMUSG00000019804/ENSMUSG00000055748/ENSMUSG00000029518/ENSMUSG00000041075/ENSMUSG00000020669/ENSMUSG00000054423Syt5/Rundc3a/Rph3al/Hs1bp3/Trim72/Cd300a/Snca/Kcnh1/Baiap2l2/Cavin2/Gsdme/Pask/Syt15/Axl/Arhgap32/Cpne3/Wdr45b/Hip1/Wdfy3/Cptp/Hspa8/Trem2/Snx21/Aida/Ophn1/Inppl1/Snx25/Pard3b/Pik3c2a/Mtss1l/Snx3/Gsdmc4/Rab35/Fzd7/Sh3yl1/Cadps36 21 15

MF GO:0016645oxidoreductase activity, acting on the CH-NH group of donors 7/790 25/16652 0.0001195 0.0163079 1.7876017 ENSMUSG00000020256/ENSMUSG00000040675/ENSMUSG00000021707/ENSMUSG00000021048/ENSMUSG00000029009/ENSMUSG00000005667/ENSMUSG00000030088Aldh1l2/Mthfd1l/Dhfr/Mthfd1/Mthfr/Mthfd2/Aldh1l17 3 4

BP GO:0042026protein refolding 8/800 23/16895 6.34E-06 0.0185548 1.7315428 ENSMUSG00000021270/ENSMUSG00000029657/ENSMUSG00000091971/ENSMUSG00000090877/ENSMUSG00000109865/ENSMUSG00000020361/ENSMUSG00000015656/ENSMUSG00000032285Hsp90aa1/Hsph1/Hspa1a/Hspa1b/Hspa14/Hspa4/Hspa8/Dnaja48 0 8

BP GO:0014909smooth muscle cell migration 15/800 85/16895 9.59E-06 0.0185548 1.7315428 ENSMUSG00000015533/ENSMUSG00000022346/ENSMUSG00000032006/ENSMUSG00000030770/ENSMUSG00000027200/ENSMUSG00000035954/ENSMUSG00000020053/ENSMUSG00000033792/ENSMUSG00000003534/ENSMUSG00000040249/ENSMUSG00000030084/ENSMUSG00000024620/ENSMUSG00000017776/ENSMUSG00000020689/ENSMUSG00000027646Itga2/Myc/Pdgfd/Parva/Sema6d/Dock4/Igf1/Atp7a/Ddr1/Lrp1/Plxna1/Pdgfrb/Crk/Itgb3/Src15 14 1

BP GO:0014812muscle cell migration 16/800 97/16895 1.20E-05 0.0185548 1.7315428 ENSMUSG00000015533/ENSMUSG00000022346/ENSMUSG00000032006/ENSMUSG00000030770/ENSMUSG00000027200/ENSMUSG00000035954/ENSMUSG00000020053/ENSMUSG00000033792/ENSMUSG00000003534/ENSMUSG00000040249/ENSMUSG00000009376/ENSMUSG00000030084/ENSMUSG00000024620/ENSMUSG00000017776/ENSMUSG00000020689/ENSMUSG00000027646Itga2/Myc/Pdgfd/Parva/Sema6d/Dock4/Igf1/Atp7a/Ddr1/Lrp1/Met/Plxna1/Pdgfrb/Crk/Itgb3/Src16 15 1

MF GO:0031072heat shock protein binding 17/790 134/16652 0.0002032 0.023769 1.6239889 ENSMUSG00000027804/ENSMUSG00000029657/ENSMUSG00000025889/ENSMUSG00000024966/ENSMUSG00000091971/ENSMUSG00000090877/ENSMUSG00000109865/ENSMUSG00000036585/ENSMUSG00000020361/ENSMUSG00000005483/ENSMUSG00000015656/ENSMUSG00000030357/ENSMUSG00000028978/ENSMUSG00000028410/ENSMUSG00000032285/ENSMUSG00000071072/ENSMUSG00000001774Ppid/Hsph1/Snca/Stip1/Hspa1a/Hspa1b/Hspa14/Fgf1/Hspa4/Dnajb1/Hspa8/Fkbp4/Nos3/Dnaja1/Dnaja4/Ptges3/Chordc117 2 15

MF GO:0030215semaphorin receptor binding 6/790 20/16652 0.0002445 0.0250345 1.6014615 ENSMUSG00000040254/ENSMUSG00000027200/ENSMUSG00000028883/ENSMUSG00000034684/ENSMUSG00000001227/ENSMUSG00000021904Sema3d/Sema6d/Sema3a/Sema3f/Sema6b/Sema3g6 6 0

MF GO:0008094DNA-dependent ATPase activity 12/790 79/16652 0.0003279 0.029835 1.5252736 ENSMUSG00000019214/ENSMUSG00000051220/ENSMUSG00000033762/ENSMUSG00000022471/ENSMUSG00000058594/ENSMUSG00000028933/ENSMUSG00000035266/ENSMUSG00000005370/ENSMUSG00000007646/ENSMUSG00000022673/ENSMUSG00000041064/ENSMUSG00000026355Chtf18/Ercc6l/Recql4/Xrcc6/Fbxo18/Xrcc2/Helq/Msh6/Rad51c/Mcm4/Pif1/Mcm612 1 11

BP GO:0046653tetrahydrofolate metabolic process 7/800 21/16895 3.37E-05 0.0317668 1.4980268 ENSMUSG00000020256/ENSMUSG00000040675/ENSMUSG00000021707/ENSMUSG00000021048/ENSMUSG00000029009/ENSMUSG00000005667/ENSMUSG00000030088Aldh1l2/Mthfd1l/Dhfr/Mthfd1/Mthfr/Mthfd2/Aldh1l17 3 4

BP GO:0014911positive regulation of smooth muscle cell migration 11/800 54/16895 3.70E-05 0.0317668 1.4980268 ENSMUSG00000015533/ENSMUSG00000022346/ENSMUSG00000032006/ENSMUSG00000027200/ENSMUSG00000035954/ENSMUSG00000020053/ENSMUSG00000033792/ENSMUSG00000024620/ENSMUSG00000017776/ENSMUSG00000020689/ENSMUSG00000027646Itga2/Myc/Pdgfd/Sema6d/Dock4/Igf1/Atp7a/Pdgfrb/Crk/Itgb3/Src11 10 1

BP GO:0000723telomere maintenance 17/800 120/16895 4.96E-05 0.0317668 1.4980268 ENSMUSG00000021270/ENSMUSG00000022346/ENSMUSG00000091971/ENSMUSG00000059586/ENSMUSG00000033762/ENSMUSG00000022471/ENSMUSG00000042694/ENSMUSG00000042354/ENSMUSG00000007646/ENSMUSG00000033430/ENSMUSG00000026648/ENSMUSG00000041064/ENSMUSG00000071072/ENSMUSG00000028212/ENSMUSG00000021958/ENSMUSG00000027646/ENSMUSG00000006281Hsp90aa1/Myc/Hspa1a/Nsmce2/Recql4/Xrcc6/Stn1/Gnl3/Rad51c/Terf2ip/Dclre1c/Pif1/Ptges3/Ccne2/Pinx1/Src/Tep117 3 14

BP GO:0051085chaperone cofactor-dependent protein refolding 8/800 30/16895 5.64E-05 0.0317668 1.4980268 ENSMUSG00000029657/ENSMUSG00000091971/ENSMUSG00000090877/ENSMUSG00000109865/ENSMUSG00000020361/ENSMUSG00000005483/ENSMUSG00000015656/ENSMUSG00000071072Hsph1/Hspa1a/Hspa1b/Hspa14/Hspa4/Dnajb1/Hspa8/Ptges38 0 8

BP GO:0006260DNA replication 27/800 250/16895 5.73E-05 0.0317668 1.4980268 ENSMUSG00000019214/ENSMUSG00000000028/ENSMUSG00000026669/ENSMUSG00000028019/ENSMUSG00000025209/ENSMUSG00000020053/ENSMUSG00000033762/ENSMUSG00000031546/ENSMUSG00000043991/ENSMUSG00000058594/ENSMUSG00000021149/ENSMUSG00000042694/ENSMUSG00000021400/ENSMUSG00000032737/ENSMUSG00000009376/ENSMUSG00000022673/ENSMUSG00000030726/ENSMUSG00000020974/ENSMUSG00000028693/ENSMUSG00000068037/ENSMUSG00000041064/ENSMUSG00000018916/ENSMUSG00000070544/ENSMUSG00000028212/ENSMUSG00000021276/ENSMUSG00000032397/ENSMUSG00000026355Chtf18/Cdc45/Mcm10/Pdgfc/Twnk/Igf1/Recql4/Gins4/Pura/Fbxo18/Gtpbp4/Stn1/Wrnip1/Inppl1/Met/Mcm4/Pold3/Pole2/Nasp/Mas1/Pif1/Csf2/Top1/Ccne2/Cinp/Tipin/Mcm627 7 20

BP GO:0032200telomere organization 17/800 122/16895 6.14E-05 0.0317668 1.4980268 ENSMUSG00000021270/ENSMUSG00000022346/ENSMUSG00000091971/ENSMUSG00000059586/ENSMUSG00000033762/ENSMUSG00000022471/ENSMUSG00000042694/ENSMUSG00000042354/ENSMUSG00000007646/ENSMUSG00000033430/ENSMUSG00000026648/ENSMUSG00000041064/ENSMUSG00000071072/ENSMUSG00000028212/ENSMUSG00000021958/ENSMUSG00000027646/ENSMUSG00000006281Hsp90aa1/Myc/Hspa1a/Nsmce2/Recql4/Xrcc6/Stn1/Gnl3/Rad51c/Terf2ip/Dclre1c/Pif1/Ptges3/Ccne2/Pinx1/Src/Tep117 3 14

BP GO:0014910regulation of smooth muscle cell migration 13/800 78/16895 6.94E-05 0.0323008 1.4907865 ENSMUSG00000015533/ENSMUSG00000022346/ENSMUSG00000032006/ENSMUSG00000027200/ENSMUSG00000035954/ENSMUSG00000020053/ENSMUSG00000033792/ENSMUSG00000040249/ENSMUSG00000030084/ENSMUSG00000024620/ENSMUSG00000017776/ENSMUSG00000020689/ENSMUSG00000027646Itga2/Myc/Pdgfd/Sema6d/Dock4/Igf1/Atp7a/Lrp1/Plxna1/Pdgfrb/Crk/Itgb3/Src13 12 1

MF GO:0004003ATP-dependent DNA helicase activity 7/790 31/16652 0.0005097 0.0417444 1.3794022 ENSMUSG00000033762/ENSMUSG00000022471/ENSMUSG00000058594/ENSMUSG00000035266/ENSMUSG00000022673/ENSMUSG00000041064/ENSMUSG00000026355Recql4/Xrcc6/Fbxo18/Helq/Mcm4/Pif1/Mcm67 1 6

BP GO:0000724double-strand break repair via homologous recombination 15/800 104/16895 0.0001104 0.0427995 1.3685609 ENSMUSG00000009628/ENSMUSG00000000028/ENSMUSG00000041238/ENSMUSG00000014243/ENSMUSG00000059586/ENSMUSG00000033762/ENSMUSG00000031546/ENSMUSG00000058594/ENSMUSG00000028933/ENSMUSG00000035266/ENSMUSG00000033458/ENSMUSG00000007646/ENSMUSG00000033430/ENSMUSG00000028820/ENSMUSG00000026107Tex15/Cdc45/Rbbp8/Zswim7/Nsmce2/Recql4/Gins4/Fbxo18/Xrcc2/Helq/Fan1/Rad51c/Terf2ip/Sfpq/Nabp115 4 11

BP GO:0000725recombinational repair 15/800 104/16895 0.0001104 0.0427995 1.3685609 ENSMUSG00000009628/ENSMUSG00000000028/ENSMUSG00000041238/ENSMUSG00000014243/ENSMUSG00000059586/ENSMUSG00000033762/ENSMUSG00000031546/ENSMUSG00000058594/ENSMUSG00000028933/ENSMUSG00000035266/ENSMUSG00000033458/ENSMUSG00000007646/ENSMUSG00000033430/ENSMUSG00000028820/ENSMUSG00000026107Tex15/Cdc45/Rbbp8/Zswim7/Nsmce2/Recql4/Gins4/Fbxo18/Xrcc2/Helq/Fan1/Rad51c/Terf2ip/Sfpq/Nabp115 4 11

CC GO:0005657replication fork 12/808 69/16943 9.16E-05 0.0483525 1.3155814 ENSMUSG00000000028/ENSMUSG00000026669/ENSMUSG00000031546/ENSMUSG00000043991/ENSMUSG00000023932/ENSMUSG00000024735/ENSMUSG00000028933/ENSMUSG00000007646/ENSMUSG00000001228/ENSMUSG00000041064/ENSMUSG00000070544/ENSMUSG00000032397Cdc45/Mcm10/Gins4/Pura/Cdc5l/Prpf19/Xrcc2/Rad51c/Uhrf1/Pif1/Top1/Tipin12 1 11


