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Gene information Expression level (FPKM)
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ENSG00000000005.5 | ENSG00000000005.5 TNMD 0.004 | 0.000 & 0.000 | 0.000 | 0.023 ER | l—ﬁ
ENSG00000000938.8 | ENSG0O0000000938.8 FGR 0.000 | 0.000 | 0.017 | 0.004 | 0.000 . [ ‘ ’J_‘ ; 4‘—’_|_‘ y_|_|
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Ontology information Ratio Test statistics Details
Description GeneRatio BgRatio  pvalue p.adjust qvalue gene ID Ontology
G0:1990266  neutrophil migration 9/132 | 34/9712 | 4.73E-10 | 1.236-06 | 8.40E-07 | COARL/CCL26/CD74/ILIRL 4:;;‘;'3 /1008 / 510049/ TGFB2 / BP
" ) AKR1B1 / AKR1C2 / AKR1C3 / AQP1 / BMP6 / BTC / C5AR1 / CCL26 /
GO:0008284  POsitive "‘:.i”'at'," nofcell | 5c/132 465/9712 2.656-09 | 2.10E-06 | 1.43E-06  CD74/EDNL/EGRL/HEY2/1D2/ILLL/ LIF / MEF2C/ MYOCD / BP
proliferation NFATC2 / NR4A3 / PBX1 / PLAC8 / PTGS2 / SHC4 / SOX4 / TGFB2
s . ANGPT1/ C5AR1 / CCL26 / CD74 / DEFB1 / EDN1/ICAM1/IL1R1/
GO:2000147  Positive 'eg”!ﬁtm" ofcell ' 1g/132 | 242/9712 | 4.006-09 | 2.10E-06  1.43E-06  CEMIP /LGRS / LRRCLS / NOXA / P2RY6 / PTGS2 / SEMAGC / SNAIL / BP
motility TGFB2 / TNFAIP6
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