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genesymbol gene name f°":lzg;;‘99 0S p-value
HDGFRP3 hepatoma-derived growth factor, related protein 3 8.75 0.0168 |
GFPT2 glutamine-fructose-6-phosphate transaminase 2 7.54 0.0181
CXCR7 chemokine (C-X-C motif) receptor 7 741 0.0127
GJAa1 Gap Junction Protein, Alpha 1 7.1 0.0404
GIMAPS GTPase, IMAP family member 5 6.06 0.00299 |
TRPC1 Transient Receptor Potential Cation Channel, Subfamily C, Member 1 .97 0.0071
PLOD2 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2 552 0.0002
DDR2 discoidin domain receptor tyrosine kinase 2 495 0.0099
FERMT2 fermitin family member 2 450 0.0311
SERPINEZ Serpin Peptidase Inhibitor, Clade E2 474 0.0005
CALD1 caldesmon 1 4.18 0.0008
FGFR1 fibroblast Growth Factor Receptor 1 4.03 0.0194
GLI1 GLI Family Zinc Finger 1 376 0.0480 |
MAP1A microtubule-Associated Protein 1A 3.30 0.0360
DZIP1 DAZ Interacting Zinc Finger Protein 1 324 0.0089 |
RGS4 regulator of G-protein signaling 4 3.09 0.0003
SPON2 Spondin 2 3.09 0.0191 |
PALLD Palladin, Cytoskeletal Associated Protein 284 0.00485
VCAN versican 271 00054 |
CNTNAP1 contactin Associated Protein 1 270 0.0478
LTBP1 latent Transforming Growth Factor Beta Binding Protein 1 2.64 0.0027 |
MYLS myosing 2.47 0.0019
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