Table S4a. GO term enrichment of MCODE 4

ONTOLOGY ID Description GeneRatio  BgRatio pvalue p.adjust gvalue Count
BP G0:0006936 muscle contraction 7/10 363/18670 1.13189E-10 3.59942E-08 1.91826E-08 7
BP G0:0003012 muscle system process 7/10 472/18670 7.09794E-10 1.12857E-07 6.01457E-08 7
BP G0:0031032 actomyosin structure organization 4/10 199/18670 2.50132E-06 2.65140E-04 1.41303E-04 4
BP G0:0070527 platelet aggregation 3/10 59/18670 3.54101E-06 2.81510E-04 1.50027E-04 3
BP G0:0034109 homotypic cell-cell adhesion 3/10 81/18670 9.23598E-06 5.87408E-04 3.13051E-04 3
BP G0:0030168 platelet activation 3/10 153/18670 6.20831E-05 3.29040E-03 1.75357E-03 3
BP G0:0006937 regulation of muscle contraction 3/10 171/18670 8.64143E-05 3.92568E-03 2.09214E-03 3
BP G0:0090257 regulation of muscle system process 3/10 259/18670 2.94647E-04 1.17122E-02 6.24186E-03 3
BP G0:0007596  blood coagulation 3/10 336/18670 6.31114E-04 1.76212E-02 9.39099E-03 3
BP G0:0007599 hemostasis 3/10 341/18670 6.58862E-04 1.76212E-02 9.39099E-03 3
BP G0:0050817 coagulation 3/10 342/18670 6.64504E-04 1.76212E-02 9.39099E-03 3
BP G0:0030239  myofibril assembly 2/10 73/18670 6.64952E-04 1.76212E-02  9.39099E-03 2
BP G0:0007015 actin filament organization 3/10 400/18670 1.04714E-03 2.56148E-02 1.36510E-02 3
BP G0:0006939 smooth muscle contraction 2/10 110/18670 1.50093E-03  3.40926E-02 1.81692E-02 2
cellular component assembly involved
BP G0:0010927 . . 2/10 115/18670 1.63879E-03  3.47424E-02  1.85155E-02 2
in morphogenesis
BP G0:0070252  actin-mediated cell contraction 2/10 121/18670 1.81194E-03 3.60122E-02 1.91922E-02 2
BP G0:0030048 actin filament-based movement 2/10 143/18670 2.51808E-03 4.71029E-02 2.51028E-02 2
cC G0:0043292  contractile fiber 6/10 234/19717 5.28974E-10 2.22169E-08 1.00227E-08 6
cC G0:0030016  myofibril 5/10 224/19717 4.35460E-08  9.14467E-07 4.12541E-07 5
cC G0:0030017 sarcomere 4/10 204/19717 2.22557E-06  3.11580E-05 1.40562E-05 4
CC G0:0005859 muscle myosin complex 2/10 15/19717 2.42239E-05 2.01537E-04 9.09191E-05 2
cC G0:0005925 focal adhesion 4/10 405/19717 3.33943E-05 2.01537E-04 9.09191E-05 4
cC G0:0030018 Zdisc 3/10 132/19717 3.40071E-05 2.01537E-04 9.09191E-05 3
CcC GO0:0030055 cell-substrate junction 4/10 412/19717 3.57109E-05 2.01537E-04 9.09191E-05 4
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GO: Gene Ontology.



Table S4b. KEGG pathway enrichment of MCODE 4

ID Description GeneRatio  BgRatio pvalue p.adjust gvalue Count
hsa04270  Vascular smooth muscle contraction 2/5 135/8049 2.70142E-03 2.80270E-02 1.96681E-02 2
hsa04530  Tight junction 2/5 162/8049  3.86859E-03 2.80270E-02 1.96681E-02 2
hsa04510  Focal adhesion 2/5 201/8049  5.90447E-03 2.80270E-02 1.96681E-02 2
hsa05132  Salmonella infection 2/5 213/8049  6.61239E-03 2.80270E-02 1.96681E-02 2
hsa04810 Regulation of actin cytoskeleton 2/5 214/8049 6.67309E-03 2.80270E-02 1.96681E-02 2

KEGG: Kyoto Encyclopedia of Genes and Genomes.



