
Functional clustering pEASE( FDR) value Temporal gene regulation after IONT and IONC
Unknown function
Gene Name GENE_SYMBOL IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACIDIC  NUCLEAR PHOSPHOPROTEIN 32 FAMILY, MEMBER A Anp32a 0.83 0.69 0.75 0.79 0.62
BARDET-BIEDL SYNDROME 7 Bbs7 0.74 0.91 0.50 0.70 0.76
BRIDGING INTEGRATOR 2 Bin2 1.17 1.99 3.18
COILED-COIL DOMAIN CONTAINING 2 Ccdc2 0.56 0.57 0.39 0.43 0.43 0.64 0.55
COMPONENT OF OLIGOMERIC GOLGI COMPLEX 6 Cog6 0.78 0.79 0.73 0.79 0.74 0.30
DAZ ASSOCIATED PROTEIN 2 Dazap2 1.78 1.08 1.80 1.23 1.24
DELETED IN POLYPOSIS 1-LIKE 1 Dp1l1 0.17 0.35 0.28 0.63 0.24 0.55 0.74
DYSTROBREVIN, BETA Dtnb 1.42 0.31
FOLLICULIN Flcn 0.87 0.84 0.73 0.95 0.69 1.31 0.60
FLN29 GENE PRODUCT Fln29 0.59 0.78 0.61 0.46
FERM DOMAIN CONTAINING 4B Frmd4b 0.27 0.61 0.18 0.58 0.18 1.40 0.14 0.25 0.16 0.43
FKBP-ASSOCIATED PROTEIN Glmn 1.22 0.34 0.95 0.47 0.35 0.46
LR8 PROTEIN Lr8 1.81 1.13 3.88 2.15 2.89 2.62 2.69 2.67
MAM DOMAIN CONTAINING 2 Mamdc2 1.74 1.55 1.66 1.63 1.84 1.36 1.81
MMS19-LIKE Mms19l 0.67 0.98 0.67 0.62
NGG1 INTERACTING FACTOR 3-LIKE 1 Nif3l1 0.52 0.50
NURIM Nrm 0.41 2.26
ORIGIN RECOGNITION COMPLEX, SUBUNIT 4 Orc4 0.86 0.74 0.77 0.76 0.70 1.22 0.52
AMPLIFIED IN OSTEOSARCOMA Os-9 1.62 1.21 1.20 1.83
RING FINGER PROTEIN 146 Rnf146 0.87 0.89 0.83 0.82 0.77 0.53
SPINAL CORD EXPRESSION PROTEIN 4 RSEP4 1.28 0.58 0.45
SEPTIN 8 Sept8_predicted 1.19 1.12 1.30 1.25 1.27 1.19 1.49 1.29 1.16 1.41
SERTA DOMAIN CONTAINING 1 Sertad1 2.46 2.35
SOLUTE CARRIER FAMILY 35, MEMBER B4 Slc35b4_predicted 1.76 1.57 1.17
SYNTROPHIN, GAMMA 2 Sntg2_predicted 0.62 0.46 0.33 0.58 0.55 0.25 0.33 0.43 0.59 0.48
START DOMAIN CONTAINING 7 Stard7_predicted 0.50 0.39 0.60 0.63 0.76 0.74
SULFATASE MODIFYING FACTOR 2 Sumf2 1.35 1.06 1.45 2.00 1.71
SUSHI DOMAIN CONTAINING 3 Susd3_predicted 0.28 0.46 0.29 0.53 1.15 0.65 0.31 0.44 0.59 0.95 0.66
TRANSFORMING ACIDIC COILED COIL 2 Tacc2 0.63 0.81 0.61
TUDOR DOMAIN CONTAINING 3 Tdrd3 1.28 1.11 1.01 1.01 1.08 1.37 0.66 0.62 0.62 0.71 0.64
TUDOR DOMAIN CONTAINING 7 Tdrd7 0.66 0.72 0.52
TESTIS EXPRESSED GENE 10 Tex10_predicted 0.47 0.49 0.60 0.57
THUMP DOMAIN CONTAINING 1 Thumpd1 0.77 0.84 0.75 0.54
TRIPARTITE MOTIF PROTEIN 2 Trim2 0.64 0.65
TUMOR-SUPPRESSING SUBCHROMOSOMAL TRANSFERABLE FRAGMENT 4 Tssc4 0.59 0.56 0.58
WD REPEAT DOMAIN 20 Wdr20 0.48 0.74 0.40 0.65 0.59 0.49 0.50 0.57 0.60 0.57
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
Nucleus
BROMODOMAIN CONTAINING 4 Brd4 1.55
PLEIOMORPHIC ADENOMA GENE 1 Plag1 3.09 1.22 3.36 1.25 3.47
ZINC FINGER AND BTB DOMAIN CONTAINING 1 Zbtb1 3.52
ZINC FINGER PROTEIN  276 Zfp276 1.41
ZINC FINGER PROTEIN 347 Zfp347 1.13 1.73
ZINC FINGER PROTEIN 423 Zfp423 0.71 0.97 0.89 1.34 1.18 1.33
ZINC FINGER PROTEIN 451 Zfp451 1.35 1.19 1.80
ZINC FINGER PROTEIN 513 Zfp513 1.78
ZINC FINGER PROTEIN 96 Zfp96 0.60
ZINC FINGER PROTEIN 219 Znf219 1.36 1.51 1.49 1.70 1.19 1.57
Mitochondrion
RIKEN CDNA 2010100O12 GENE 2010100O12Rik 1.33 1.10 1.36 0.73
TBC1 DOMAIN FAMILY, MEMBER 15 Tbc1d15 1.87 1.29 1.30 0.82 0.66 0.76
Cytoplasm
BRAIN AND ACUTE LEUKEMIA, CYTOPLASMIC Baalc 1.33 0.66 0.93 0.62
ESTERASE D/FORMYLGLUTATHIONE HYDROLASE Esd_mapped 1.40
KIDNEY-SPECIFIC MEMBRANE PROTEIN Tmem27 1.53 0.72 0.74 0.52 0.73 0.41
TESTIS SPECIFIC 10 Tsga10 0.78 4.65
ZINC BINDING ALCOHOL DEHYDROGENASE, DOMAIN CONTAINING 1 Zadh1 0.81 1.70 1.33 1.50 1.18 1.48
Intrinsic to membrane
KIDNEY PREDOMINANT PROTEIN NCU-G1 0610031j06rik 1.56 1.60 1.43 1.21
ANGIOMOTIN LIKE 2 Amotl2 1.93 1.19 1.31

Appendix 3: Time course gene regulation in axotomized adult rat retinas (IONT and IONC) and functional clustering. Data shown here are statistically significant net changes in gene  
expression (pvalue FDR limma and maSigpro <0,01 and  Bvalue>0). Below 1 down-regulation, above 1 up-regulation. Empty cells refer either to control level of expression which is one or to not 
statistically significant changes. Genes were clustered using DAVID (Dennis et al 2003) and pubmed reports. Clusters with a  pEASE value<1,00E-04 were considered significant. As population manager 
backgrounds Affymetrix rae230.2 and  Rattus norvergicus genome were used. To avoid repetitions each gene was ascribed to one biological process. IONT: intraorbital nerve transection. IONC: 
intraorbital nerve crush. FDR: false discovery rate. In red bold font are shown the main biological processes, in black bold  font their sub-clusters



CHROMOSOME 20 OPEN READING FRAME 52 C20orf52 1.33 1.10 1.36 0.73
COXSACKIE VIRUS AND ADENOVIRUS RECEPTOR-LIKE 1 Cxadrl1 0.74 0.77 0.83 1.38
INTEGRAL MEMBRANE PROTEIN 2C Itm2c 2.36
KATANIN P60 SUBUNIT A-LIKE 1 Katnal1 1.47
PROTEOLIPID PROTEIN 2 Plp2_mapped 2.38 1.64 1.82 1.50 1.29 0.54
TESTIS EXPRESSED GENE 264 HOMOLOG Tex264 1.90
TRANSMEMBRANE PROTEIN 24 Tmem24 0.52
ZONA PELLUCIDA GLYCOPROTEIN 2 Zp2 1.52 1.08 1.49
Unkown function, other
ALANINE AND ARGININE RICH DOMAIN CONTAINING PROTEIN Aard 1.50
ACROSIN BINDING PROTEIN Acrbp 1.35
AARF DOMAIN CONTAINING KINASE 4 Adck4 1.74 1.13 1.04 1.51 0.69
ALKALINE PHOSPHATASE, TISSUE-NONSPECIFIC Alpl 0.59 0.64 0.47 0.75 1.14 1.55
BRAIN AND REPRODUCTIVE ORGAN-EXPRESSED PROTEIN Bre 1.54
B-BOX AND SPRY DOMAIN CONTAINING Bspry 1.74
BWK1 LEUKEMIA-RELATED GENE Bwk1 0.73 1.10 1.19 1.19
CGI-119 PROTEIN Cgi119 1.31 1.13 1.31
CGI-12 PROTEIN Cgi12 1.23 1.22 1.18 1.19
COMM DOMAIN CONTAINING 10 Commd10 1.39
EPSIN 3 Epn3 1.64
ELLIS VAN CREVELD GENE HOMOLOG Evc 1.48
FILAMIN A INTERACTING PROTEIN 1 Filip1 1.27 1.10 1.86
FORMIN BINDING PROTEIN 4 Fnbp4 0.60
FAR UPSTREAM ELEMENT  BINDING PROTEIN 3 Fubp3 1.25 1.19 1.70
KARP-1 BINDING PROTEIN 1 Kab 1.29
LEM DOMAIN CONTAINING 2 Lemd2 0.52 2.10
LEUCINE-RICH REPEAT LGI FAMILY, MEMBER 4 Lgi4 0.48 1.76
NUCLEAR PRELAMIN A RECOGNITION FACTOR-LIKE Narfl 0.65 1.72
NISCHARIN Nisch 0.51 0.92 0.52
NEOPLASTIC PROGRESSION 3 Npn3 2.59 1.91 4.56 5.16 1.46
OPEN READING FRAME 19 ORF19 0.83 1.53 1.01 1.77
PDRP PROTEIN Pdrp 1.61 1.42 1.33 1.86
PE RESPONSIVE PROTEIN C64 Perc64 1.37 1.47
PMF32 PROTEIN Pmf31 2.38
PEPTIDYLPROLYL ISOMERASE -LIKE 3 Ppil3 1.35 1.03 1.48
PROSAPIP2 PROTEIN Prosapip2 1.92 1.29 2.19 0.48
PROLINE-RICH PROTEIN PRP-2 2.97 1.67 1.79
PUMILIO 2 Pum2 1.94
POLIOVIRUS RECEPTOR-RELATED 1 Pvrl1 2.02
QUAKING HOMOLOG, KH DOMAIN RNA BINDING Qki 1.37 1.26 1.45 1.35 1.51 0.87
ZUBR1 Rbaf600 0.48
RETINOBLASTOMA BINDING PROTEIN 6 Rbbp6 1.52
RING FINGER PROTEIN 149 Rnf149 1.21 0.84
RSB-11-77 PROTEIN RSB-11-77 1.31
RWD DOMAIN CONTAINING 4A Rwdd4a 1.22 1.55 1.14
SPERMINE BINDING PROTEIN Sbp 1.33 0.79
SCRAPIE RESPONSIVE GENE 1 Scrg1 1.41 1.16
SET AND MYND DOMAIN CONTAINING 2 Smyd2 1.49 1.03 1.54 0.79
SPEEDY HOMOLOG 1 Spdy1 2.95 1.18 1.64
START DOMAIN CONTAINING 10 Stard10 0.61 0.71 0.64 0.80 0.98 1.28
TESTIS SPECIFIC PROTEIN KINASE 1 Tesk1 2.26
TESTIS EXPRESSED GENE 27 Tex27 1.98
TRIPARTITE MOTIF PROTEIN 17 Trim17 1.53
TETRATRICOPEPTIDE REPEAT DOMAIN 13 Ttc13 0.75 0.97 0.69
UBX DOMAIN CONTAINING 2 Ubxd2 1.36 1.01 1.54 0.82
USHER SYNDROME 2A  HOMOLOG Ush2a 1.80 1.03 2.06
WAS PROTEIN FAMILY, MEMBER 1 Wasf1 1.32 0.69 1.25
WD REPEAT DOMAIN 34 Wdr34 1.47 1.43
WD REPEAT DOMAIN 7 Wdr7 0.33
ZINC FINGER, DHHC DOMAIN CONTAINING 18 Zdhhc18 1.42 1.00 1.61
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
AIP1 Aip1 0.63
DNA SEQUENCE AY228474 AY228474 0.65
BROMODOMAIN ADJACENT TO ZINC FINGER DOMAIN PROTEIN 1B Baz1b 0.58
MYG1 PROTEIN C12orf10 0.67
EWING SARCOMA BREAKPOINT REGION 1 Ewsr1 0.18
FK506 BINDING PROTEIN-LIKE Fkbpl 0.45
WDNM1 HOMOLOG LOC360228 0.25 0.27 0.25
HYPOTHETICAL GENE SUPPORTED BY NM_053804 LOC360318 1.29
MITOCHONDRIAL RIBOSOMAL PROTEIN L50 Mrpl50_predicted 0.62 0.63 0.59 0.62
NIBAN PROTEIN Niban 1.82
DELANGIN NIPBL 0.19



PROGESTIN AND ADIPOQ RECEPTOR FAMILY MEMBER IV Paqr4 2.07
SIMILAR TO HEF-LIKE PROTEIN RGD1310643_predicted 0.34
SIMILAR TO SEPIAPTERIN REDUCTASE RGD1560795_predicted 1.98 1.22 1.57 1.61
RHOMBOID, VEINLET-LIKE 6  Rhbdl6_predicted 1.42 1.97 1.44 1.42
RAP2 INTERACTING PROTEIN X Ripx 0.50
SCM-LIKE WITH FOUR MBT DOMAINS 1 Sfmbt1 0.36
SH2 DOMAIN BINDING PROTEIN 1  Sh2bp1 0.54
SOLUTE CARRIER FAMILY 25, MEMBER 26 Slc25a26_predicted 1.38 1.36 1.58 1.31
SOLUTE CARRIER FAMILY 2 , MEMBER 13 Slc2a13 0.60
TESTIS EXPRESSED GENE 2 Tex2 1.91
TUMOR PROTEIN P53 INDUCIBLE NUCLEAR PROTEIN 2 Trp53inp2 0.47
TETRATRICOPEPTIDE REPEAT DOMAIN 5 Ttc5 0.54
TUMOR SUPPRESSOR CANDIDATE 5 Tusc5 1.41
WD REPEAT DOMAIN 22 Wdr22 0.49
YIPPEE-LIKE 5 Ypel5 0.56
ZINC FINGER, DHHC DOMAIN CONTAINING 6 Zdhhc6 0.54
ZINC FINGER PROTEIN 365 Zfp365 0.34

Angiogenesis & coagulation pEASE value: IONC: 3,00E-07
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
VASCULAR ENDOTHELIAL GROWTH FACTOR RECEPTOR 1 Flt1, VEGFR1 1.68 1.68 1.70 2.12 1.14 1.48 2.07
PROTEIN S Pros1 4.46 1.84 2.99 2.01 1.88 1.57 3.08
THROMBOSPONDIN 2 Thbs2 12.70 1.34 4.89 1.15 0.26
EGF-CONTAINING FIBULIN-LIKE EXTRACELLULAR MATRIX PROTEIN 2 Efemp2 3.09 2.40 1.67 2.46 4.35 2.58 2.76
ENDOTHELIN 2 Edn2 25.48 11.46 16.48 10.40 2.77 9.74 21.33 10.78 14.68 3.53 14.34
VON WILLEBRAND FACTOR Vwf 1.18 2.13 2.30 3.33 1.32 2.00 2.81 2.55
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
A DISINTEGRIN-LIKE AND METALLOPROTEASE  WITH THROMBOSPONDIN TAdamts1 2.70 1.41 2.41 2.24 1.79
FXYD DOMAIN-CONTAINING ION TRANSPORT REGULATOR 6 Fxyd6 2.44
HAIRY/ENHANCER-OF-SPLIT RELATED WITH YRPW MOTIF 1 Hey1 0.65
INTEGRIN ALPHA 7 Itga7 0.65 0.90 0.83
PLATELET FACTOR 4 Pf4 3.29 1.09 1.43 0.77
PLACENTAL GROWTH FACTOR Pgf 1.22 1.02 1.10 0.64
COAGULATION FACTOR VIII F8 1.53 1.41 1.32 1.10 0.91 1.43
PLASMINOGEN ACTIVATOR, TISSUE Plat 2.48 1.37 2.09
VITAMIN K EPOXIDE REDUCTASE COMPLEX, SUBUNIT 1 Vkorc1 0.61 1.62 1.00 1.71
VITAMIN K EPOXIDE REDUCTASE COMPLEX, SUBUNIT 1-LIKE 1 Vkorc1l1 1.79 0.94 2.09
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
JAGGED 1 Jag1 0.53

Alpha-type channel activity/Voltage-gated ion channel activity pEASE value:IONT: 1,9E-24 IONC: 1,9E-22
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PUTATIVE CHLORIDE CHANNEL 4-2 Clcn4-2 0.78 2.54 0.62 1.67
HYPERPOLARIZATION-ACTIVATED CYCLIC NUCLEOTIDE-GATED POTASSIUHcn1 0.70 1.08 1.10 1.57 0.45
CALCIUM CHANNEL, VOLTAGE-DEPENDENT, BETA 2 SUBUNIT Cacnb2 0.70 0.83 0.57 0.75 0.75 0.98 0.39 0.65 0.46
KV CHANNEL-INTERACTING PROTEIN 2 Kchip2Kcnip2 0.45 0.57 0.28 0.44 0.33 0.40 0.36 0.47 0.35 0.37 0.34
POTASSIUM VOLTAGE GATED CHANNEL, SHAW-RELATED SUBFAMILY, MEKcnc2 0.56 0.80 0.42 0.51 0.64 0.49 0.56 0.53
POTASSIUM VOLTAGE GATED CHANNEL, SHAW-RELATED SUBFAMILY, MEKcnc3 1.92 2.17 1.75
POTASSIUM INWARDLY-RECTIFYING CHANNEL, SUBFAMILY J, MEMBER 14Kcnj14 0.66 0.60 0.37 0.32 0.41 0.78 0.83 0.67
CALCIUM CHANNEL, VOLTAGE-DEPENDENT, ALPHA 2/DELTA 3 SUBUNIT Cacna2d3 0.52 0.70 0.51 0.85 0.66 1.28 0.52
FXYD DOMAIN-CONTAINING ION TRANSPORT REGULATOR 7 Fxyd7 0.32 0.39 0.35 1.66 1.62 0.35 0.31 0.29
TRANSIENT RECEPTOR POTENTIAL CATION CHANNEL, SUBFAMILY C, MEMTrpc1 0.49 0.96 0.56 1.40 0.55 0.58 0.52 0.61
SOLUTE CARRIER FAMILY 14 , MEMBER 1 Slc14a1 4.26 2.11 4.37 2.99 3.34 2.74 3.62 3.77
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CHLORIDE CHANNEL CALCIUM ACTIVATED 2 Clca2 12.19
CHLORIDE INTRACELLULAR CHANNEL 1 Clic1 2.27 2.39 3.32 4.12 2.29 1.39
POTASSIUM VOLTAGE-GATED CHANNEL, SHAKER-RELATED SUBFAMILY, BKcnab2 1.97 1.24 1.21
POTASSIUM VOLTAGE-GATED CHANNEL, ISK-RELATED FAMILY, MEMBER Kcne2 1.18 1.82
POTASSIUM INWARDLY-RECTIFYING CHANNEL, SUBFAMILY J, MEMBER 3 Kcnj3 2.61
POTASSIUM INWARDLY-RECTIFYING CHANNEL, SUBFAMILY J, MEMBER 8 Kcnj8 1.80
POTASSIUM CHANNEL, SUBFAMILY K, MEMBER 3 Kcnk3 3.35
POTASSIUM CHANNEL, SUBFAMILY K, MEMBER 6 Kcnk6 1.63
POTASSIUM LARGE CONDUCTANCE CALCIUM-ACTIVATED CHANNEL, SUBFKcnma1 2.14 0.58 1.82
POTASSIUM CHANNEL TETRAMERIZATION DOMAIN CONTAINING 10 Kctd10 2.78 2.09 2.19 1.42 1.09 1.74
POTASSIUM CHANNEL TETRAMERISATION DOMAIN CONTAINING 3 Kctd3 0.82 0.97 0.66 1.36
SODIUM CHANNEL, VOLTAGE-GATED, TYPE I, BETA POLYPEPTIDE Scn1b 1.43 0.55 0.49 0.32
ANNEXIN A7 Anxa7 2.01 1.37 1.26 0.81
VOLTAGE-DEPENDENT ANION CHANNEL 2 Vdac2 1.27
FXYD DOMAIN-CONTAINING ION TRANSPORT REGULATOR 4 Fxyd4 1.30
RYANODINE RECEPTOR 2, CARDIAC Ryr2 1.41 1.02 1.24



TRANSIENT RECEPTOR POTENTIAL-RELATED PROTEIN, CHAK Trpm7 0.72 0.76 0.59 0.79
TRANSIENT RECEPTOR POTENTIAL CATION CHANNEL, SUBFAMILY V, MEMTrpv1 0.75
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
FXYD DOMAIN-CONTAINING ION TRANSPORT REGULATOR 5 Fxyd5 7.20
POTASSIUM VOLTAGE GATED CHANNEL, SHAB-RELATED SUBFAMILY, MEMKcnb1 0.59
POTASSIUM CHANNEL, SUBFAMILY K, MEMBER 4 Kcnk4 1.29
CALCIUM CHANNEL, VOLTAGE-DEPENDENT, GAMMA SUBUNIT 3 Cacng3 0.44
PANNEXIN 1 Panx1 1.59

Transport pEASE value: IONC: 2,40E-24 
Ion transport pEASE value: IONT: 1,1E-33. IONC: 3,7E-30
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 11 , MEMBER 2 Slc11a2 2.08 2.48 1.97 1.86 2.12 2.37 1.77 1.51 2.04
SOLUTE CARRIER FAMILY 25 , MEMBER 25 Slc25a25 0.68 0.70 0.94 1.22 0.43
SIGNAL RECOGNITION PARTICLE RECEPTOR, B SUBUNIT Srprb 1.34 1.18 1.24 1.11 1.43
MRS2-LIKE, MAGNESIUM HOMEOSTASIS FACTOR Mrs2l 0.44 0.54
SOLUTE CARRIER FAMILY 4, SODIUM BICARBONATE COTRANSPORTER, MESlc4a7 0.49 0.12 0.44 1.01 0.11 0.18 0.10
SOLUTE CARRIER FAMILY 30 , MEMBER 1 Slc30a1 0.85 0.78 0.79 0.91 0.69 1.32 0.28
TRANSCOBALAMIN 2 Tcn2 0.66 0.90 0.87 0.93 0.89 1.21 0.61
SOLUTE CARRIER FAMILY 39 , MEMBER 6 Slc39a6 1.65 1.39 1.64 1.46 1.45 1.44 1.42
SOLUTE CARRIER FAMILY 31, MEMBER 2 Slc31a2 0.51 0.92 0.25 0.88 0.28 0.59 0.76 1.19
SIDEROFLEXIN 2 Sfxn2 0.44 0.80 0.48 0.34 0.47
SOLUTE CARRIER FAMILY 24 , MEMBER 1 Slc24a1 0.53 0.55 0.53 0.51 1.35 0.39 0.67 0.69 1.16
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ACTIN-BINDING LIM PROTEIN 2 Ablim2 0.74 0.73 0.80 0.75 0.78
ANKYRIN 1, ERYTHROID Ank1 1.43 0.79 0.94 0.67
ANNEXIN A6 Anxa6 0.80 0.41 1.35 0.75 0.75 0.50
BETA-1,3-GLUCURONYLTRANSFERASE 1 B3gat1 0.63
CALBINDIN 2 Calb2 0.53 0.67 0.43
PROCOLLAGEN, TYPE XVI, ALPHA 1 Col16a1 2.39
FXYD DOMAIN-CONTAINING ION TRANSPORT REGULATOR 3 Fxyd3 2.47
NG3 PROTEIN Ng3 1.59
CONSERVED NUCLEAR PROTEIN NHN1 Nhn1 0.75
PEPTIDYL ARGININE DEIMINASE, TYPE I Padi1 1.43
SOLUTE CARRIER FAMILY 10 , MEMBER 4 Slc10a4 0.69
SOLUTE CARRIER FAMILY 13 , MEMBER 3 Slc13a3 0.29
SOLUTE CARRIER FAMILY 16 , MEMBER 10 Slc16a10 1.30 0.65 0.94 0.69
SOLUTE CARRIER FAMILY 16 , MEMBER 13 Slc16a13 1.58
MONOCARBOXYLATE TRANSPORTER Slc16a3 1.24 1.13 1.15 0.73
SOLUTE CARRIER FAMILY 22 , MEMBER 8 Slc22a8 0.20 1.08 0.43
SOLUTE CARRIER FAMILY 26, MEMBER 3 Slc26a3 1.26 1.03 1.13
SOLUTE CARRIER FAMILY 31 , MEMBER 1 Slc31a1 0.58 0.95 0.45 1.45
SOLUTE CARRIER FAMILY 39 , MEMBER 13 Slc39a13 0.73 0.82
SOLUTE CARRIER FAMILY 8 , MEMBER 3 Slc8a3 0.68 0.70 0.69 0.70 0.72 0.94
SOLUTE CARRIER ORGANIC ANION TRANSPORTER FAMILY, MEMBER 1A5 Slco1a5 0.32
SOLUTE CARRIER ORGANIC ANION TRANSPORTER FAMILY, MEMBER 1C1 Slco1c1 0.53 0.84
T-CELL, IMMUNE REGULATOR 1 Tcirg1 0.67
TRANSFERRIN RECEPTOR Tfrc 0.56 0.75 0.49 0.63 0.91 0.53
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CHLORIDE CHANNEL 3 Clcn3 0.62
HEPHAESTIN Heph 0.33
Ion transport- ATP mediated pEASE value: IONT: 4,70E-18
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ATPASE, NA+/K+ TRANSPORTING, BETA 2 POLYPEPTIDE Atp1b2 0.72 1.37
ATPASE, CA++ TRANSPORTING, PLASMA MEMBRANE 1 Atp2b1 1.82
ATPASE, CA++ TRANSPORTING, PLASMA MEMBRANE 2 Atp2b2 0.77 0.96 0.59 0.85 0.52 0.91
ATPASE, CA++ TRANSPORTING, PLASMA MEMBRANE 3 Atp2b3 0.74 0.87 0.67 0.84 0.62 0.91
ATP SYNTHASE, H+ TRANSPORTING, MITOCHONDRIAL F0 COMPLEX, SUBUNAtp5g2 1.83
ATP SYNTHASE, H+ TRANSPORTING, MITOCHONDRIAL F0 COMPLEX, SUBUNAtp5h 1.17 1.12 1.25
ATPASE, CU++ TRANSPORTING, BETA POLYPEPTIDE Atp7b 1.52 0.64
ATP-mediated transport  ABC TRANSPORTERS - GENERAL pEASE value: IONT: 2,5E-09
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ATP-BINDING CASSETTE, SUB-FAMILY B , MEMBER 1A Abcb1a 1.35 1.14 1.97
ATP-BINDING CASSETTE, SUB-FAMILY C , MEMBER 9 Abcc9 1.58 1.00 1.31 1.03 1.78
ATP-BINDING CASSETTE, SUB-FAMILY D , MEMBER 2 Abcd2 0.68 0.94 0.58
ATP-BINDING CASSETTE, SUB-FAMILY D , MEMBER 4 Abcd4 2.45
ATP-BINDING CASSETTE, SUB-FAMILY G , MEMBER 3 Abcg3 1.26
Aminoacid transport pEASE value: IONT: 7,26E-08 IONC: 5,20E-14
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 25  MEMBER 15 Slc25a15 1.50 2.05
TUMOR-ASSOCIATED PROTEIN 1 Slc7a5 1.38 0.44 0.92 0.64 0.44



SOLUTE CARRIER FAMILY 6 , MEMBER 6 Slc6a6 0.37 0.20 0.38 0.34 0.75
SOLUTE CARRIER FAMILY 7 , MEMBER 1 Slc7a1 0.63 0.32 0.36 0.47 0.04 1.28 0.15 0.19
SOLUTE CARRIER FAMILY 7 , MEMBER 3 Slc7a3 0.78 1.32 1.23 0.25
SOLUTE CARRIER FAMILY 38, MEMBER 2 Slc38a2 0.64 0.63 0.64 0.33 0.52 0.53 0.58 0.55
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
SOLUTE CARRIER FAMILY 38, MEMBER 1 Slc38a1 3.26
SOLUTE CARRIER FAMILY 38, MEMBER 3 Slc38a3 0.65 0.87 0.89 1.07 1.12 1.29
AMINO ACID TRANSPORT SYSTEM A3 Slc38a4 1.62
SOLUTE CARRIER FAMILY 1 , MEMBER 4 Slc1a4 0.67 0.63 0.61 0.61 0.65
Protein transport pEASE value: IONT: 4,00E-65 IONC 5,1E-34
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
RAB3A INTERACTING PROTEIN Rab3ip 1.45 0.49 0.84 0.82 0.63
SEC61 GAMMA SUBUNIT SEC61G 1.28 1.12 1.42 1.14 1.29 0.81 1.40
CGI-146 PROTEIN PNAS-4 0.86 0.50 0.85 0.59 0.29
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
FK506 BINDING PROTEIN 1A Fkbp1a 0.56 1.53 1.01 1.60
KARYOPHERIN  ALPHA 4 Kpna4 1.38 1.32
KARYOPHERIN  ALPHA 6 Kpna6 1.25 1.26 1.28 1.23 1.14 0.65
SEC61, GAMMA SUBUNIT Sec61g 1.28 1.12 1.42 1.14 1.29
MAX INTERACTING PROTEIN 1 Mxi1 1.18 1.16 1.17 1.25 1.20 1.68
NUCLEAR TRANSPORT FACTOR 2 NTF2 1.48 1.02 1.36
SEC15-LIKE 1 Sec15l1 1.79 1.60 1.38
SECRETORY GRANULE NEUROENDOCRINE PROTEIN 1 Sgne1 0.75
SORTING NEXIN 15 Snx15 0.85 0.60 0.94 0.53
TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 13 HOMOLOG Timm13 1.89
TRANSLOCATOR OF INNER MITOCHONDRIAL MEMBRANE 44 Timm44 2.03
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CLATHRIN, LIGHT POLYPEPTIDE Clta 0.75
DOWN SYNDROME CRITICAL REGION GENE 3 Dscr3 0.60
SEX HORMONE BINDING GLOBULIN Shbg 2.45
SOLUTE CARRIER FAMILY 1, MEMBER 7 Slc1a5 5.21
SYNTAXIN 11 Stx11 1.50
Mitochondrial carrier
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 25, MEMBER 30 Slc25a30 24.68 4.84 26.72 2.09 4.95 2.92 14.03 11.36 6.67 2.58 7.09
SOLUTE CARRIER FAMILY 25 , MEMBER 29 Slc25a29 0.50 0.41 0.61 0.78 0.29
Nucleoside transport
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 29 , MEMBER 1 Slc29a1 0.23 0.84 0.19 0.34 0.51 0.71 0.99 0.79
SOLUTE CARRIER FAMILY 29 , MEMBER 2 Slc29a2 2.08 1.90
Nucleocytoplasmic pEASE value: IONT: 3,40E-15 IONC: 1,50E-09
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
NUCLEOPORIN 98 Nup98 0.63 0.62 0.57 0.51 0.65 0.57 0.51 0.50 0.48 0.59 0.56
NUCLEOPORIN LIKE 1 Nupl1 0.78 0.52 0.64 0.36 0.47
KARYOPHERIN  ALPHA 3 Kpna3 0.64 0.79 0.53 0.87 0.43
PRICKLE-LIKE 1 Prickle1 1.37 0.43
Lipid transport pEASE value: IONT: 2,35E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADIPOSE DIFFERENTIATION-RELATED PROTEIN ADRP 5.83 1.48 4.66 4.24
ELECTRON-TRANSFER-FLAVOPROTEIN, BETA POLYPEPTIDE Etfb 0.85 1.37 1.18 1.41
SOLUTE CARRIER FAMILY 27 , MEMBER 1 Slc27a1 1.16 1.30 1.17 1.37
Carbohydrate transport
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 2, MEMBER 5 Slc2a5 3.72
Vitamin transport
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 19, MEMBER 1 Slc19a1 2.12
Transport, other 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ATP-BINDING CASSETTE, SUB-FAMILY G , MEMBER 4 Abcg4 0.55 0.87 0.62 0.72 0.65 1.24 0.26
DOWN SYNDROME CRITICAL REGION GENE 5 Dscr5_predicted 1.50 1.49 1.34 1.19 1.36
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
COENZYME Q6 HOMOLOG Coq6 1.35 1.05 1.52
DNAJ  HOMOLOG, SUBFAMILY C, MEMBER 10 Dnajc10 2.10
ENDOSULFINE ALPHA Ensa 1.68
ELECTRON TRANSFERRING FLAVOPROTEIN, ALPHA POLYPEPTIDE Etfa 1.17 1.53 1.07 1.85
FERREDOXIN 1 Fdx1 1.31 1.01 1.66
KINESIN LIGHT CHAIN 3 Klc3 1.26 1.23 1.19 1.70
MYELOID/LYMPHOID OR MIXED-LINEAGE LEUKEMIA Mll_mapped 1.61
MEMBRANE TARGETING  C2 DOMAIN CONTAINING 1 Mtac2d1 3.37
5-METHYLTETRAHYDROFOLATE-HOMOCYSTEINE METHYLTRANSFERASE Mtrr 2.01 1.21 1.44



NUCLEAR PORE MEMBRANE GLYCOPROTEIN 121 Pom121 1.40 1.12 1.36
SOLUTE CARRIER FAMILY 2 , MEMBER 1 Slc2a1 0.68 1.18 1.07 1.13
SOLUTE CARRIER FAMILY 33 , MEMBER 1 Slc33a1 1.42
STAUFEN, RNA BINDING PROTEIN, HOMOLOG 2 Stau2 0.45 0.65 0.51
SV2 RELATED PROTEIN Svop 1.46
TUFTELIN INTERACTING PROTEIN 11 Tfip11 0.70
THIOREDOXIN DOMAIN CONTAINING 9 Txndc9 1.53
X TRANSPORTER PROTEIN 3 Xtrp3 0.55 0.91 0.64 0.93 0.53
NUCLEOPORIN 188 Nup188 0.82 0.84 0.78 1.69

Vesicle mediated transport pEASE value: IONT: 1,70E-13 IONC: 1,60E-08
Endocytosis
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ADAPTOR PROTEIN COMPLEX AP-2, ALPHA 2 SUBUNIT Ap2a2 0.76 0.68 0.75 0.66 0.54
AP1 GAMMA SUBUNIT BINDING PROTEIN 1 Ap1gbp1 0.54 0.80 0.57 0.58
CD63 ANTIGEN Cd63 2.37 1.42 2.48 1.76 2.00 2.45 2.12 2.36
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADAPTOR PROTEIN COMPLEX AP-1, BETA 1 SUBUNIT Ap1b1 1.60
RHO GTPASE ACTIVATING PROTEIN 27 Arhgap27 1.23
CORTACTIN ISOFORM B Cttn 1.30 1.23 1.20
DISABLED HOMOLOG 2 Dab2 0.84 4.37 1.74 2.11
DYNAMIN 1-LIKE Dnm1l 0.51
EH-DOMAIN CONTAINING 4 Ehd4 1.86 1.45 1.61
RAB4A, MEMBER RAS ONCOGENE FAMILY Rab4a 0.61 0.61 0.81
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CD2-ASSOCIATED PROTEIN Cd2ap 0.47 0.62 0.42
LOW DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 3 Lrp3 1.50
PROTEIN KINASE C AND CASEIN KINASE SUBSTRATE IN NEURONS 3 Pacsin3 0.51
Exocytosis pEASE value: IONT 6,10E-13 IONC 4,40E-07
ADP-RIBOSYLATION FACTOR 2 Arf2 0.88 0.65 0.88 0.50 0.57
ADP-RIBOSYLATION FACTOR 4-LIKE Arf4l_predicted 0.43 0.79 0.27 0.28 0.50 0.54 0.69 0.59
TRIPARTITE MOTIF-CONTAINING 9 Trim9 1.59 1.74
SYNTAXIN BINDING PROTEIN 5 Stxbp5 0.65 0.65 0.59 0.67 0.65 0.40
PLECKSTRIN HOMOLOGY, SEC7 AND COILED/COIL DOMAINS 2 Pscd2 0.59 0.59 0.62 0.73 0.65
SYNAPTOSOMAL-ASSOCIATED PROTEIN 23 Snap23 1.78 0.38 1.26 0.42
VESICLE TRANSPORT THROUGH INTERACTION WITH T-SNARES HOMOLOG Vti1a 0.78 0.84 1.16 1.35 0.39
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMYLOID BETA  PRECURSOR PROTEIN-BINDING, FAMILY A, MEMBER 1 Apba1 0.43
CA2+-DEPENDENT SECRETION ACTIVATOR Cadps 1.85
DOUBLE C2, BETA Doc2b 0.35
VESICLE-ASSOCIATED MEMBRANE PROTEIN, ASSOCIATED PROTEIN A Vapa 2.30 0.90 2.87
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
REGULATING SYNAPTIC MEMBRANE EXOCYTOSIS 1 Rims1 0.21
COATOMER PROTEIN COMPLEX, SUBUNIT BETA 2 Copb2 0.56
SEC6-LIKE 1 Sec6l1 0.45
ER to Golgi secretory pathway pEASE value: IONT: 4,10E-07 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADP-RIBOSYLATION FACTOR 1 Arf1 0.33
ADP-RIBOSYLATION FACTOR 3 Arf3 1.30 1.01 1.51 1.05 1.32
GOLGI ASSOCIATED, GAMMA ADAPTIN EAR CONTAINING, ARF BINDING PRGga1 1.42 1.10 1.66 0.67
PHOSPHOFURIN ACIDIC CLUSTER SORTING PROTEIN 1 Pacs1 0.75 0.59 0.74 0.82 0.72 1.34
RAB6A, MEMBER RAS ONCOGENE FAMILY Rab6a 1.22
SAR1A GENE HOMOLOG 2 Sara2 1.25 1.06 1.26
SEC22 VESICLE TRAFFICKING PROTEIN-LIKE 1 Sec22l1 1.22
TRANSMEMBRANE TRAFFICKING PROTEIN 21 Tmp21 1.56 1.03 1.56
ER to Golgi secretory pathway pEASE value: IONT: 4,10E-07 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
LECTIN, MANNOSE-BINDING, 1 Lman1 1.59 1.22 1.49 1.10 1.63
Vesicle mediated transport, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ADAPTOR-RELATED PROTEIN COMPLEX 1, GAMMA 1 SUBUNIT Ap1g1 0.62 0.83 0.62 0.74 0.73 0.94 0.40
KINESIN FAMILY MEMBER 20A Kif20a_predicted 0.61 0.93 0.52 0.65 0.76 0.88 0.44 0.57 0.52
KINESIN FAMILY MEMBER 21B Kif21b_predicted 0.47 0.58 0.37 0.52 0.43 0.42 0.47 0.61
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
DOUBLE CORTIN AND CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINADcamkl1 1.24 1.34 1.45
EPIMORPHIN Epim 1.38
INOSITOL HEXAPHOSPHATE KINASE 1 Ihpk1 1.60
JUNCTOPHILIN 4 Jph4 0.57 0.90 0.43
MARCKS-LIKE PROTEIN Mlp 1.47 1.37 1.25
PEROXISOMAL MEMBRANE PROTEIN 4 Pxmp4 0.80 0.71 1.37 1.59 1.39 1.80
RAB26, MEMBER RAS ONCOGENE FAMILY Rab26 1.93 0.93 2.12



RAB5A, MEMBER RAS ONCOGENE FAMILY Rab5a 1.29 1.16 1.00 0.84 0.93 0.69
RAB8B, MEMBER RAS ONCOGENE FAMILY Rab8b 2.54
SECRETOGRANIN III Scg3 0.80 1.26
SEC11-LIKE 3 Sec11l3 1.18 1.89 1.19 1.67
VACUOLE MEMBRANE PROTEIN 1 Vmp1 0.89 3.45
VACUOLAR PROTEIN SORTING 39 Vps39 0.77 0.95 0.72
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
GOLGI SNAP RECEPTOR COMPLEX MEMBER 1 Gosr1 0.49
KINESIN FAMILY MEMBER 20A Kif20a_predicted 0.47

Synapsis pEASE value: IONT: 7,40E-05 IONC: 3,30E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
BENZODIAZEPINE RECEPTOR, PERIPHERAL Bzrp 4.25 2.87 4.46 3.78 2.25 1.76 4.93 3.71 4.34 3.05
CHOLINERGIC RECEPTOR, NICOTINIC, ALPHA POLYPEPTIDE 3 Chrna3 0.45 0.48 0.46
CASK-INTERACTING PROTEIN CIP98 Cip98 0.40 0.23 0.61 0.33 0.66 0.36 0.62
CYCLIC NUCLEOTIDE PHOSPHODIESTERASE 1 Cnp1 1.23 1.60 2.54 1.40 1.29 2.83 1.91 2.74
DISCS, LARGE HOMOLOG 1 Dlgh1 3.64 4.79 4.91 3.52 2.10 3.10 3.59 3.98
CYSTEINE STRING PROTEIN Dnajc5 0.43 0.53
FARNESYLTRANSFERASE, CAAX BOX, ALPHA Fnta 0.79 0.83 0.64 0.90 0.77 0.71 0.69
GLYCINE RECEPTOR, BETA SUBUNIT Glrb 0.67 0.60 0.56 0.48 0.74 0.48 0.44
GLUTAMATE-AMMONIA LIGASE Glul 0.48 0.48 0.66 0.85 0.48 1.00 1.00 1.00 0.60
5-HYDROXYTRYPTAMINE  RECEPTOR 1F Htr1f 0.58 0.92 0.31 0.99 0.54 2.02 0.37 0.37
POTASSIUM VOLTAGE GATED CHANNEL, SHAL-RELATED FAMILY, MEMBE Kcnd2 0.68 1.75 0.65 1.02 0.63 0.62 0.62 0.60
NEURONAL PENTRAXIN 1 Nptx1 0.47 0.51 0.71 0.50 0.69 0.43
PROTOCADHERIN 8 Pcdh8 0.60 0.83 0.66 0.66
RAB15, MEMBER RAS ONOCOGENE FAMILY Rab15 1.16 2.67 1.55
REGULATING SYNAPTIC MEMBRANE EXOCYTOSIS 2 Rims2 0.70 0.68 0.71 1.20 0.54
SODIUM CHANNEL, VOLTAGE-GATED, TYPE 1, ALPHA POLYPEPTIDE Scn1a 1.25 0.44 0.66 0.29 0.41
SOLUTE CARRIER FAMILY 17 , MEMBER 6 Slc17a6 0.74 0.91 0.78 0.42 0.06 0.15
CHOLINE TRANSPORTER Slc6a8 1.94 2.00
SYNAPTIC RAS GTPASE ACTIVATING PROTEIN 1 HOMOLOG Syngap1 0.64 0.49
VESICLE-ASSOCIATED MEMBRANE PROTEIN 1 Vamp1 1.28 0.51 0.87 0.21 0.46
VESICLE AMINE TRANSPORT PROTEIN 1 HOMOLOG Vat1 0.75 0.98 0.76 0.98 0.77 0.75 0.77 0.77
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
GLYCOLIPID-ANCHORED FORM OF ACETYLCHOLINESTERASE Ache 1.79 1.05 2.13 1.16
ALDEHYDE DEHYDROGENASE FAMILY 5, SUBFAMILY A1 Aldh5a1 1.20 1.16 1.42
ACTIVITY REGULATED CYTOSKELETAL-ASSOCIATED PROTEIN Arc 0.85
ATPASE, NA+/K+ TRANSPORTING, ALPHA 2 POLYPEPTIDE Atp1a2 0.55 1.03 1.22 1.24
CALCIUM BINDING PROTEIN 1 Cabp1 2.43
COCAINE AND AMPHETAMINE REGULATED TRANSCRIPT Cart 1.59 1.02 0.82 0.76
CHOLINERGIC RECEPTOR, NICOTINIC, ALPHA POLYPEPTIDE 6 Chrna6 0.51 0.61 0.39 0.50
CHOLINERGIC RECEPTOR, NICOTINIC, BETA POLYPEPTIDE 4 Chrnb4 1.33 2.32 1.26 1.74
COMPLEXIN 1 Cplx1 0.89 0.42 0.55
DISCS, LARGE  HOMOLOG-ASSOCIATED PROTEIN 1 Dlgap1 1.19 0.71
DOPAMINE RECEPTOR 4 Drd4 0.58 0.59 0.93 0.82 3.53
GAMMA-AMINOBUTYRIC ACID  B RECEPTOR 1 Gabbr1 0.62
GAMMA-AMINOBUTYRIC ACID A RECEPTOR, ALPHA 1 Gabra1 1.54 1.48 1.39
GAMMA-AMINOBUTYRIC ACID A RECEPTOR, DELTA Gabrd 2.87
GLUTAMATE DECARBOXYLASE 1 Gad1 0.77 1.24
GUANINE NUCLEOTIDE BINDING PROTEIN, ALPHA INHIBITING 1 Gnai1 1.19 0.37 0.92 0.41
G PROTEIN-COUPLED RECEPTOR 51 Gpr51 0.57 0.85 0.37 0.84
GLUTAMATE RECEPTOR, IONOTROPIC, KAINATE 5 Grik5 1.64 1.41 1.09 1.50
GLUTAMATE RECEPTOR, IONOTROPIC, N-METHYL D-ASPARTATE 1 Grin1 2.49
GLUTAMATE RECEPTOR, IONOTROPIC, NMDA2C Grin2c 1.52
GLUTAMATE RECEPTOR, METABOTROPIC 1 Grm1 0.71 1.27
GLUTAMATE RECEPTOR, METABOTROPIC 2 Grm2 3.09
GLUTAMATE RECEPTOR, METABOTROPIC 4 Grm4 0.64 0.88 0.64
HOMER HOMOLOG 1 Homer1 1.25 1.54 1.08 1.27
HISTAMINE RECEPTOR H3 Hrh3 2.21
NEURAL CELL ADHESION MOLECULE 1 Ncam1 0.72
NEUROCHONDRIN Ncdn 0.72 0.99 0.69 0.70
N-ETHYLMALEIMIDE SENSITIVE FUSION PROTEIN Nsf 1.26 2.53 1.30 2.62
PURINERGIC RECEPTOR P2X, LIGAND-GATED ION CHANNEL, 2 P2rx2 1.56
PRODYNORPHIN Pdyn 1.45 1.34 2.46
RAS PROTEIN-SPECIFIC GUANINE NUCLEOTIDE-RELEASING FACTOR 1 Rasgrf1 0.75 0.97 0.74 0.82
SYNAPTONEMAL COMPLEX PROTEIN SC65 Sc65 1.36
SEC10-LIKE 1 Sec10l1 2.03 1.40 2.35
SIGNAL-INDUCED PROLIFERATION-ASSOCIATED 1 LIKE 2 Sipa1l2 0.72 0.98 0.65
COLONIC SYSTEM B0+ AMINO ACID TRANSPORTER Slc6a14 4.94
SOLUTE CARRIER FAMILY 6 , MEMBER 9 Slc6a9 0.62 0.90 0.67 0.84
SYNTAXIN 3 Stx3 1.66



SYNTAXIN 4A Stx4a 1.33 1.46
SYNTAXIN BINDING PROTEIN 1 Stxbp1 0.54 0.97 0.59 0.62
SYNAPSIN II Syn2 0.57 1.34
SYNAPSIN III Syn3 0.40 0.88 0.64
SYNAPTOTAGMIN 1 Syt1 0.65 1.06 0.58
SYNAPTOTAGMIN 4 Syt4 1.40 1.30
TYROSINE HYDROXYLASE Th 0.58
VOLTAGE-DEPENDENT ANION CHANNEL 1 Vdac1 1.45
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
SEC1 FAMILY DOMAIN CONTAINING 1 Scfd1 0.68
SYNAPTOSOMAL-ASSOCIATED PROTEIN 25 Snap25 0.66
SYNTAXIN BINDING PROTEIN 3 Stxbp3 0.58
BREAST CARCINOMA AMPLIFIED SEQUENCE 1 Bcas1 1.88
CHOLINE DEHYDROGENASE Chdh 1.98
GLUTAMATE RECEPTOR, IONOTROPIC, 2 Gria2 0.46
IMMUNOGLOBULIN SUPERFAMILY, MEMBER 4A Igsf4a 0.49
NEUREXIN 1 Nrxn1 0.37
KINESIN FAMILY MEMBER 14 Kif14_predicted 1.41 1.19 1.17
KINESIN FAMILY MEMBER 1B Kif1b 0.57
GAMMA-AMINOBUTYRIC ACID RECEPTOR, SUBUNIT BETA 2 Gabrb2 0.33

Binding
Calcium binding
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PARVALBUMIN Pvalb 0.48 0.45
CALBINDIN 3, Calb3 0.08 0.08 0.08
NEURAL VISININ-LIKE CA2+-BINDING PROTEIN TYPE 3 Hpcal1 0.61 0.75 0.54 0.68 0.40 0.62 0.76 0.61 0.69 0.62
Binding, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
RAD9 HOMOLOG B Rad9b 7.46 2.63 5.73 3.23 2.00 2.76 6.25 2.35 5.12 1.64 3.32
BRAIN PROTEIN 16 Brp16 0.74 0.91 0.67 1.01 0.63 0.67 0.65 0.62 0.63 0.63
KELCH-LIKE 12 Klhl12 0.50 0.32 0.51
POLYHOMEOTIC-LIKE 2 Phc2 2.59 1.64
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
DDHD DOMAIN CONTAINING 1 Ddhd1 0.51
NUCLEAR VCP-LIKE Nvl_predicted 0.54 0.55
PAP ASSOCIATED DOMAIN CONTAINING 4 Papd4 0.39
Protein binding
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
POLIOVIRUS RECEPTOR-RELATED 2 Pvrl2 2.18
FORMIN BINDING PROTEIN 3 Fnbp3_predicted 0.71 0.43 0.82 0.81
INNER MEMBRANE PROTEIN, MITOCHONDRIAL Immt 0.45 0.57 0.47
LAMINA-ASSOCIATED POLYPEPTIDE 1B Lap1b 0.54

Cell death pEASE value: IONT: 5.60E-08 IONC: 2,20E-07
Angiogénesis
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
COLLAGEN, TYPE XVIII, ALPHA 1 Col18a1 0.57 1.63 1.31 1.34 2.20
RETICULON 4 Rtn4 0.75 0.54
TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY, MEMBER 12A Tnfrsf12a 5.79 3.94 11.76 8.91 3.29 1.62 4.77 2.36 10.61 4.68 4.15
VASCULAR ENDOTHELIAL GROWTH FACTOR A Vegfa 0.82 0.78 0.70 0.81 0.48 1.51 0.41 0.38 0.46
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ANGIOTENSINOGEN Agt 0.45
ANGIOPOIETIN-LIKE PROTEIN 4 Angptl4 2.58
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
B-CELL TRANSLOCATION GENE 1, ANTI-PROLIFERATIVE Btg1 0.67
HYPOXIA INDUCIBLE FACTOR 1, ALPHA SUBUNIT Hif1a 0.70
Antiapoptosis pEASE value: IONT: 2,7E-07 IONC: 3,5E-05 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
FAS APOPTOTIC INHIBITORY MOLECULE Faim 0.55 0.52 0.40 0.73 0.79 0.31 0.42 0.47 0.67 0.57
INSULIN-LIKE GROWTH FACTOR 1 RECEPTOR Igf1r 1.73 0.92 1.86 1.89 1.58 1.64
PHOSPHATIDYLINOSITOL 3-KINASE, CATALYTIC, ALPHA POLYPEPTIDE Pik3ca 0.48 0.74 0.41 0.53 0.62 0.62 0.54 0.64 0.72
SON CELL PROLIFERATION PROTEIN Son 1.82 0.63 0.90 0.48 0.22
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMPHOTERIN INDUCED GENE 2 Amigo2 1.45 1.07 1.39
ANNEXIN A5 Anxa5 2.31 1.30 1.82 0.80
RHO GDP DISSOCIATION INHIBITOR  ALPHA Arhgdia 1.49 1.23 2.00 1.81
ACTIVATING TRANSCRIPTION FACTOR 5 Atf5 1.66 1.97 1.56 1.90 0.70
BREAST CANCER ANTI-ESTROGEN RESISTANCE 1 Bcar1 1.56 1.33 1.39 1.87 0.76
BCL2-LIKE 10 Bcl2l10 2.97



BACULOVIRAL IAP REPEAT-CONTAINING 2 Birc2 0.72 0.75 0.69 0.78
DNAJ  HOMOLOG, SUBFAMILY B, MEMBER 9 Dnajb9 1.22 0.93 0.93 0.83 0.87 0.70
EUKARYOTIC TRANSLATION ELONGATION FACTOR 1 ALPHA 2 Eef1a2 2.47 1.45 1.39
HEAT SHOCK 70KDA PROTEIN 5 BINDING PROTEIN 1 Hspa5bp1 1.31 1.40 1.57 1.65
HEAT SHOCK 27KDA PROTEIN 1 Hspb1 4.19 1.74 3.69 2.22 3.27 0.56
MITOGEN ACTIVATED PROTEIN KINASE 8 INTERACTING PROTEIN Mapk8ip 1.37 1.13 1.59
OPTIC ATROPHY 1 HOMOLOG Opa1 0.44 0.99 0.53
GLUTAMINYL-TRNA SYNTHETASE Qars 1.36 1.23 1.17
ZINC FINGER PROTEIN 91 Zfp91 0.83 0.79 0.75
ER overload/response to unfolded protein
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ARYL HYDROCARBON RECEPTOR-INTERACTING PROTEIN-LIKE 1 Aipl1 0.68 0.71 0.65 0.59
DNA-DAMAGE INDUCIBLE TRANSCRIPT 3 Ddit3/gadd153 0.71 0.60 0.69 0.71 0.53 0.87 0.53 0.57 0.66 0.62
HOMOCYSTEINE-INDUCIBLE, ENDOPLASMIC RETICULUM STRESS-INDUCIBHerpud1 0.83 0.59 0.51 0.60 0.31 0.93 0.47 0.45
HEAT SHOCK PROTEIN 2 Hspa2 5.06 1.47 4.78 1.34 4.60 2.88 2.78
HEAT SHOCK 70KD PROTEIN 5 Hspa5 1.28 1.56 1.39 1.20 1.30 0.79 1.85
THIOREDOXIN DOMAIN CONTAINING 4 Txndc4 0.51 0.84 0.52 0.43
HEAT SHOCK 22KDA PROTEIN 8 Hspb8 1.16 1.13 1.35 4.27 2.11
Autophagy-related
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
APG4  AUTOPHAGY-RELATED HOMOLOG B Apg4b 0.61 0.81 0.61 0.83 0.69 0.31
AUTOPHAGY 12-LIKE Apg12l 0.70 0.99 0.82 0.59 0.70 0.63
EUKARYOTIC ELONGATION FACTOR-2 KINASE Eef2k 1.12 1.53 1.03 2.34 2.56
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AUTOPHAGY 7-LIKE Apg7l 1.56 0.90 1.88
Response to DNA damage
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
DNA-DAMAGE-INDUCIBLE TRANSCRIPT 4 Ddit4 0.41 0.79 0.36 0.43 0.57 0.66 0.66
GROWTH ARREST AND DNA-DAMAGE-INDUCIBLE 45 ALPHA Gadd45a 2.38 1.23 3.77 2.40 3.43 1.15 2.14 2.18
GROWTH ARREST AND DNA-DAMAGE-INDUCIBLE 45 GAMMA Gadd45g 5.10 1.11 5.83 2.85 1.88 1.98 4.66
POLYNUCLEOTIDE KINASE 3'-PHOSPHATASE Pnkp 0.69 0.60
PROTEIN PHOSPHATASE 2 , REGULATORY SUBUNIT A , BETA ISOFORM Ppp2r1b 0.59 0.55 0.61 0.60 0.72 0.80 0.56
SERUM/GLUCOCORTICOID REGULATED KINASE Sgk 0.60 0.35 0.66 0.51
WD REPEAT DOMAIN 33 Wdr33_predicted 0.27 0.19 0.47 0.37
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
BREAST CANCER 1 Brca1 0.53 0.55 0.48
EXCISION REPAIR CROSS-COMPLEMENTING RODENT REPAIR DEFICIENCY, Ercc3 2.52 0.91 3.16
HEME OXYGENASE  1 Hmox1 3.25 2.36
NUCLEOPHOSMIN 1 Npm1 1.10 1.36 1.16
TUMOR PROTEIN P53 Tp53 0.64 1.25 0.84
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
MYELOCYTOMATOSIS VIRAL ONCOGENE HOMOLOG Myc 3.21
PROGRAMMED CELL DEATH 8 Pdcd8 0.49
POLYMERASE , BETA Polb 0.68
SERINE/THREONINE KINASE 2 Slk 0.77 0.44
5'-3' EXORIBONUCLEASE 2 Xrn2_predicted 0.62 0.49 0.71 0.83
CYTOPLASMIC CAR RETENTION PROTEIN CCRP 0.54
Immune inflammatory response linked to cell death
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CASPASE 11 Casp11 1.19 1.44 1.65 3.90 1.34 1.40 1.15 1.49 1.37 1.27
CHEMOKINE  LIGAND 2 Ccl2 75.29 1.51 55.59 6.97 49.76 64.73 29.55
CD74 ANTIGEN Cd74 3.53 3.44 6.61 10.70 11.49 12.30 7.57
CCAAT/ENHANCER BINDING PROTEIN , GAMMA Cebpg 1.58 1.10 1.25 0.22
CARDIOTROPHIN-LIKE CYTOKINE Clc 1.71 1.10 1.47 0.81 5.74 1.27 1.26 1.47 1.47
GALANIN Gal 1.40 1.05 4.50 4.72 10.54
LYSOZYME Lyz 2.97 2.73 7.29 7.43 2.43 2.97 7.99 11.69
THYMUS CELL ANTIGEN 1, THETA Thy1 0.85 0.83 0.78 0.10 0.14 0.06 0.70 0.89 0.31 0.24 0.13
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CCAAT/ENHANCER BINDING PROTEIN , BETA Cebpb 5.26 1.41 5.50 1.84
CATHEPSIN B Ctsb 1.33 1.71 1.37 1.16
INTERLEUKIN 1 ALPHA Il1a 2.84
INHIBIN ALPHA Inha 1.85 1.03 1.49
INHIBIN BETA-A Inhba 1.72
INTERLEUKIN-1 RECEPTOR-ASSOCIATED KINASE 2 Irak2 2.99
LYMPHOCYTE SPECIFIC 1 Lsp1 2.21 1.21 1.74 0.66
PROTEIN DISULFIDE ISOMERASE ASSOCIATED 3 Pdia3 1.13 1.52 1.32 1.43 1.53
S100 PROTEIN, BETA POLYPEPTIDE S100b 1.12 1.82 1.40 1.98
PROTEIN PHOSPHATASE 3, CATALYTIC SUBUNIT, ALPHA ISOFORM Ppp3ca 1.14 9.29 1.26 3.82
PROTEIN PHOSPHATASE 3, CATALYTIC SUBUNIT, BETA ISOFORM Ppp3cb 0.65 0.79 0.59
SECRETED PHOSPHOPROTEIN 1 Spp1 3.70 3.25 7.00 7.42 1.46
Caspase recruitment pEASE value: IONT: 6,40E-07



Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CASPASE 11 Casp11 1.19 1.44 1.65 3.90 1.34 1.40 1.15 1.49 1.37 1.27
APOPTOSIS-ASSOCIATED SPECK-LIKE PROTEIN CONTAINING A CARD Pycard 2.03 1.54 1.63 0.59 1.45 1.35 1.21
B-CELL CLL/LYMPHOMA 10 Bcl10 1.48 1.13 1.44 0.83
MAPK pathway
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
MITOGEN ACTIVATED PROTEIN KINASE 1 Mapk1 0.60 0.82 0.54 0.60 0.67 0.75 0.38 0.60 0.61 0.81 0.57
CASPASE 2 Casp2 0.20 0.97 0.21 0.50
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
HEAT SHOCK 27KDA PROTEIN 1 Hspb1 4.19 1.74 3.69 2.22 3.27 0.56
MITOGEN ACTIVATED PROTEIN KINASE 8 INTERACTING PROTEIN Mapk8ip 1.37 1.13 1.59
NUCLEAR RECEPTOR SUBFAMILY 4, GROUP A, MEMBER 1 Nr4a1 1.35 2.49 1.41
SERINE/THREONINE KINASE 3 Stk3 1.92 2.02 1.76 1.52 1.37 1.29
JAK/STAT signalling  pathway
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PROVIRAL INTEGRATION SITE 1 Pim1 2.43 2.13 2.59 3.35 2.87 2.51
SUPPRESSOR OF CYTOKINE SIGNALING 3 Socs3 10.42 9.59
SIGNAL TRANSDUCER AND ACTIVATOR OF TRANSCRIPTION 1 Stat1 6.52 1.69 7.33 1.65 6.56 4.48 6.51
Apoptosis pathway pEASE value: IONT: 2,40E-19 IONC: 4,80E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
BACULOVIRAL IAP REPEAT-CONTAINING 4 Birc4 0.44 0.91 0.44 2.22 0.16 0.59 0.24
CALPAIN 3 Capn3 1.19 0.44 0.76 0.39 0.31
CALPAIN 7 Capn7 0.59 0.84 0.63 0.71 0.88
CASPASE 3, APOPTOSIS RELATED CYSTEINE PROTEASE Casp3 6.47 1.62 7.83 1.23 3.02 1.25 1.32
INTERLEUKIN 1 RECEPTOR ACCESSORY PROTEIN Il1rap 1.10 2.18 1.75 1.14 2.54
SCOTIN MGC94600, Scotin 1.76 1.22 2.50 1.65 1.67 1.22 2.63
MYELOID DIFFERENTIATION PRIMARY RESPONSE GENE 88 Myd88 3.46 1.84 3.11 1.83 1.49 1.55 3.74 2.24 2.43
PROTEIN KINASE, CAMP-DEPENDENT, REGULATORY, TYPE 2, ALPHA Prkar2a 0.57 0.99 0.54 1.16 0.71
TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY, MEMBER 1A Tnfrsf1a 7.15 2.46 6.22 3.70 1.80 1.90 8.88 5.24 5.90 4.81 3.38
AMYLOID BETA PRECURSOR PROTEIN BINDING PROTEIN 1 Appbp1 1.26 0.86 0.93 0.59
CALRETICULIN Calr 1.83 1.41 1.96 1.71
CLUSTERIN Clu 1.70 1.54 2.27 2.07 1.94 1.54 2.08 1.92 1.96
CULLIN 5 Cul5 0.50 0.65 0.41 0.82 0.41 0.42 0.41
DEAD  BOX POLYPEPTIDE 3, X-LINKED Ddx3x 0.48 0.73
DEAH  BOX POLYPEPTIDE 30 Dhx30 0.88 0.74 0.84 0.81 0.68 1.21 0.55
GULP, ENGULFMENT ADAPTOR PTB DOMAIN CONTAINING 1 Gulp1 0.73 0.64 0.60 0.63 0.98 0.67 0.67 0.63 1.01 0.83
LIPOCALIN 2 Lcn2 16.98 4.35 27.18 7.96 6.74 2.12 17.09 20.77 16.66 7.02 7.27
SCF APOPTOSIS RESPONSE PROTEIN 1 LOC499941 0.58 0.43
MAP-KINASE ACTIVATING DEATH DOMAIN Madd 0.80 0.55 0.82 0.52 0.45
PHOSPHATIDYLINOSITOL GLYCAN, CLASS L Pigl 1.52 1.60 1.55 1.52 1.30 1.52
PHOSPHATIDYLSERINE RECEPTOR Ptdsr 0.51 0.57 0.64 0.52
FRING Rffl 0.57 0.90 0.55 0.33
SODIUM CHANNEL, VOLTAGE-GATED, TYPE 2, ALPHA 1 POLYPEPTIDE Scn2a1 0.49 0.67 0.30 0.37 0.30 0.45 0.25
SEVEN IN ABSENTIA 2 Siah2 0.55 0.71 0.36 0.70 0.21 1.42 0.40 0.37 0.35 0.39 0.42
TRIBBLES HOMOLOG 3 Trib3 0.40 0.28 0.36 0.37 0.15 0.88 0.14 0.15 0.15 0.48 0.22
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMILORIDE-SENSITIVE CATION CHANNEL 1, NEURONAL Accn1 0.49 0.92 0.45
BCL2 MODIFYING FACTOR Bmf 0.43
CALPAIN 1 Capn1 1.72 4.06 1.32
DEATH-ASSOCIATED PROTEIN Dap 0.54 1.55 1.18 1.56
DELETED IN BLADDER CANCER CHROMOSOME REGION CANDIDATE 1 Dbccr1 0.56
DELETED IN COLORECTAL CARCINOMA Dcc 2.02
DEAD  BOX POLYPEPTIDE 19 Ddx19 1.29
DEAD  BOX POLYPEPTIDE 21A Ddx21a 1.45
DEAD/H  BOX POLYPEPTIDE 26 Ddx26 1.21 0.97 1.27 1.46 1.25 1.44
DEAD  BOX POLYPEPTIDE 50 Ddx50 2.13
DEAD  BOX POLYPEPTIDE 6 Ddx6_mapped 1.13 1.57 0.79
DEAH  BOX POLYPEPTIDE 8 Dhx8 1.67 1.00 1.81
ENGULFMENT AND CELL MOTILITY 2, CED-12 HOMOLOG Elmo2 2.28
ENGULFMENT AND CELL MOTILITY 3, CED-12 HOMOLOG Elmo3 4.99
EPITHELIAL MEMBRANE PROTEIN 3 Emp3 2.32 1.06 1.49 0.70
GLIOMA TUMOR SUPPRESSOR CANDIDATE REGION GENE 2 Gltscr2 1.35 1.14 1.27
GLUTATHIONE PEROXIDASE 1 Gpx1 2.04 1.80 1.55
GRANZYME M Gzmm 0.22 0.97 0.66 2.54
JANUS KINASE 2 Jak2 0.64 1.39 0.59
POTASSIUM CHANNEL MODULATORY FACTOR 1 Kcmf1 1.37 0.91 0.98 0.65
MELANOMA ANTIGEN, FAMILY H, 1 Mageh1 1.45
MYELOID CELL LEUKEMIA SEQUENCE 1 Mcl1 1.84 1.52 1.82 1.78 1.09 1.60
MYC INDUCED NUCLEAR ANTIGEN Mina 1.16 1.16 1.22 1.07 1.34 0.92
MICROPHTHALMIA-ASSOCIATED TRANSCRIPTION FACTOR Mitf 0.78
NUCLEAR RECEPTOR SUBFAMILY 4, GROUP A, MEMBER 1 Nr4a1 1.35 2.49 1.41



NEUROTROPHIN RECEPTOR ASSOCIATED DEATH DOMAIN Nradd 1.80 1.00 1.22
POU DOMAIN, CLASS 4, TRANSCRIPTION FACTOR 1 Pou4f1, Brna3A 0.39 0.99 0.37 1.00 0.35
V-RAF-1 MURINE LEUKEMIA VIRAL ONCOGENE HOMOLOG 1 Raf1 2.60 0.83 0.86 0.79
RING FINGER PROTEIN 34 Rnf34 0.79 0.81 0.81 0.94 0.85 0.97
SERINE/THREONINE KINASE 3 Stk3 1.92 2.02 1.76 1.52 1.37 1.29
TRANSFORMING GROWTH FACTOR BETA REGULATED GENE 4 Tbrg4 2.07
TGFB INDUCIBLE EARLY GROWTH RESPONSE Tieg 3.12 1.53 3.75 1.99 1.74
UNC-13 HOMOLOG B Unc13b 0.58 0.81 0.55 0.55 0.51 1.48
UNC-5 HOMOLOG B Unc5b 1.56
YES-ASSOCIATED PROTEIN Yap 1.26 1.32 1.15 1.42 1.49 2.43
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
APOPTOTIC CHROMATIN CONDENSATION INDUCER 1 Acin1 0.52
BCL2/ADENOVIRUS E1B 19KDA-INTERACTING PROTEIN 1 Bnip1 0.54
BTB  DOMAIN CONTAINING 14B Btbd14b 1.73
ANDROGEN RECEPTOR-RELATED APOPTOSIS-ASSOCIATED PROTEIN CBL27Cbl27 0.54
CELL DIVISION CYCLE 42 HOMOLOG Cdc42 0.47
FAS DEATH DOMAIN-ASSOCIATED PROTEIN Daxx 0.40
DELTA SLEEP INDUCING PEPTIDE, IMMUNOREACTOR Dsipi 0.63
FRAGILE X MENTAL RETARDATION GENE 1, AUTOSOMAL HOMOLOG Fxr1h 0.27
HUNTINGTON DISEASE GENE HOMOLOG Hdh 0.40
TRANSFORMED MOUSE 3T3 CELL DOUBLE MINUTE 4 Mdm4 0.45
EXPRESSED IN NON-METASTATIC CELLS 1 Nme1 0.65
NUCLEOPORIN 62 Nup62 0.39
PROGRAMMED CELL DEATH 2 Pdcd2 0.65
PROTEIN KINASE C, ALPHA Prkca 0.41
RABAPTIN 5 Rabep1 0.54
RETINOIC ACID RECEPTOR, ALPHA Rara 1.46
RECEPTOR INTERACTING PROTEIN KINASE 5 Ripk5 0.64
SEVEN IN ABSENTIA 1A Siah1a 0.52
SURVIVAL MOTOR NEURON DOMAIN CONTAINING 1 Smndc1 0.67 0.48 0.60 0.67
SPHINGOSINE KINASE 2 Sphk2 1.36
SIGNAL TRANSDUCER AND ACTIVATOR OF TRANSCRIPTION 5B Stat5b 0.29
Transcription linked to cell death
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ARYL HYDROCARBON RECEPTOR Ahr 9.12 1.98 8.37 1.58 6.65 3.16 1.74
BCL2-ASSOCIATED TRANSCRIPTION FACTOR 1 Bclaf1 1.52 1.18 1.32 0.65 0.88 0.74 0.82 0.88
GENERAL TRANSCRIPTION FACTOR II H, POLYPEPTIDE 1 Gtf2h1_predicted 0.44 0.43 0.47 0.31 0.40
LPS-INDUCED TN FACTOR Litaf 8.31 5.20 9.14 3.77 2.44 3.06 6.12 4.90 5.07 2.75 4.45
FOS-LIKE ANTIGEN 1 Fosl1Fra-1 9.78 1.16 11.09 12.67
Neurodegenerative disorders
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMYLOID BETA  PRECURSOR PROTEIN-BINDING, FAMILY B, MEMBER 3 Apbb3 1.36 1.28 1.43 0.82
LEUCINE-RICH REPEAT PROTEIN INDUCED BY BETA-AMYLOID Lrrc15 3.48 1.24 7.05 1.53
APOLIPOPROTEIN E Apoe 1.98 1.12 2.68
BCL2-ASSOCIATED X PROTEIN Bax 1.62 1.25 1.19
SYNUCLEIN, ALPHA Snca 1.41 1.02 1.49 0.80
Apoptosis linked lipid metabolism 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
PEROXISOME PROLIFERATOR ACTIVATED RECEPTOR DELTA Ppard 2.07
SPHINGOSINE PHOSPHATE LYASE 1 Sgpl1 2.18 1.37 2.24 1.22
TYROSINE 3-MONOOXYGENASE/TRYPTOPHAN 5-MONOOXYGENASE ACTIVYwhah 0.85 0.88 0.56
TNF
TUMOR NECROSIS FACTOR ALPHA INDUCED PROTEIN 6 Tnfaip6 1.37 1.36 1.68 1.15
TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY, MEMBER 14 Tnfrsf14 1.43
TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY, MEMBER 6 Tnfrsf6 1.53
TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 12 Tnfsf12 0.83 2.37 1.19 1.58
TUMOR NECROSIS FACTOR  SUPERFAMILY, MEMBER 13 Tnfsf13 1.54 1.48

Cell-cycle/cell proliferation pEASE value: IONT: 5,70E-09 IONC: 1,20E-05
Gene name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE II, DELTA Camk2d 0.51 0.87 0.48 0.63
CYCLIN G1 Ccng1 1.72 1.59 1.49 1.46
CDC23 Cdc23 0.61 0.93 0.52 0.65 0.76 0.88 0.44 0.57 0.52
CELL DIVISION CYCLE 5-LIKE Cdc5l 0.76 0.76 0.75 0.68
CDC-LIKE KINASE 3 Clk3 0.57 0.71 0.78 0.66 0.72
CYSTEINE-RICH PROTEIN 2 Crip2 2.08 1.43 1.60 1.72
D123 GENE PRODUCT D123 0.86 0.88 0.77 0.66
LYSOSOMAL-ASSOCIATED MEMBRANE PROTEIN 3 Lamp3 0.61 0.18 0.82 0.63 0.17 0.24
GROWTH AND TRANSFORMATION-DEPENDENT PROTEIN LOC360721 0.21 0.46



KARYOPHERIN  ALPHA 2 Kpna2 0.59 0.49
SPERM ASSOCIATED ANTIGEN 5 Spag5 0.40 0.40 0.47 1.80 0.25 0.24
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ARRESTIN DOMAIN CONTAINING 3 Arrdc3 0.55 0.80 0.53
B-CELL TRANSLOCATION GENE 4 Btg4 3.34
CYCLIN A2 Ccna2 4.72 1.18
CYCLIN D1 Ccnd1 1.54 2.67 1.54 2.36
CYCLIN D2 Ccnd2 5.68 1.37 3.24 1.52
CELL CYCLE RELATED KINASE Ccrk 0.79 0.99 0.61 1.53
CDC16 CELL DIVISION CYCLE 16 HOMOLOG Cdc16 1.70
CELL DIVISION CYCLE 25 HOMOLOG A Cdc25a 1.55
CELL DIVISION CYCLE 26 Cdc26 1.52 1.08 1.19 1.20
CELL DIVISION CYCLE 27 HOMOLOG Cdc27 0.32 0.93 0.41 1.46
CELL DIVISION CYCLE ASSOCIATED 7 Cdca7 1.62
CDK5 REGULATORY SUBUNIT ASSOCIATED PROTEIN 3 Cdk5rap3 1.54
CYCLIN-DEPENDENT KINASE INHIBITOR 1B Cdkn1b 1.37 1.14 1.16 1.10
CENTRIN 3 Cetn3 1.22 1.25 1.26 1.18 1.09 1.31
CELL GROWTH REGULATOR WITH EF HAND DOMAIN 1 Cgref1 1.79
CLIP ASSOCIATING PROTEIN 2 Clasp2 0.67 0.90 0.76
INTEGRIN BETA 1 Itgb1 1.42 1.12 1.46 0.63
LIGASE I, DNA, ATP-DEPENDENT Lig1 1.61 1.75 1.71 1.59
MITOGEN ACTIVATED PROTEIN KINASE KINASE 2 Map2k2 1.29 1.22 1.02 1.62
MITOGEN ACTIVATED PROTEIN KINASE 14 Mapk14,p38 1.69
MITOGEN ACTIVATED PROTEIN KINASE 3 Mapk3 0.73 1.66 1.12 1.43
NIBRIN Nbn 1.27 1.27
NUCLEOTIDE BINDING PROTEIN 1 Nubp1 1.37 1.13 1.20
PROLIFERATION-ASSOCIATED 2G4 Pa2g4 1.58 1.11 1.22
PEANUT-LIKE 2 Pnutl2 1.55
PROTEIN PHOSPHATASE 1G , MAGNESIUM-DEPENDENT, GAMMA ISOFORM Ppm1g 1.29 1.06
PROTEIN PHOSPHATASE 1, CATALYTIC SUBUNIT, BETA ISOFORM Ppp1cb 0.49
PROTEIN PHOSPHATASE 1, REGULATORY SUBUNIT 9B Ppp1r9b 1.53 1.45 1.05 1.33
PROTEIN KINASE, CAMP DEPENDENT REGULATORY, TYPE I, ALPHA Prkar1a 0.64
PROTEIN KINASE, CAMP DEPENDENT REGULATORY, TYPE I, BETA Prkar1b 1.16 0.74
QUIESCIN Q6 Qscn6 2.52 1.67 1.65
RESPONSE GENE TO COMPLEMENT 32 Rgc32 1.48
SEPTIN 7 Sept7 0.75
SOLUTE CARRIER FAMILY 12, MEMBER 6 Slc12a6 1.59 1.66 1.38 1.20 1.74 1.55
SPERMATOGENESIS ASSOCIATED 6 Spata6 2.50 1.34 1.60 0.76
TRANSFORMING, ACIDIC COILED-COIL CONTAINING PROTEIN 1A Tacc1a 0.67 0.92 0.92 0.98 0.63 1.37
VON HIPPEL-LINDAU SYNDROME HOMOLOG Vhl 0.79
ZINC FINGER PROTEIN 36, C3H TYPE-LIKE 2 Zfp36l2 1.55 2.18 1.81 1.75 1.03 1.65
S100 CALCIUM BINDING PROTEIN A10 S100a10 2.15 1.63 1.81 0.72
GROWTH FACTOR, ERV1 HOMOLOG Gfer 1.55 1.64 1.37 1.60 1.03 1.67
CCA2 PROTEIN Hsd3b7 1.76 1.36 1.59 0.86
KIT LIGAND Kitl 1.60
LEUKEMIA INHIBITORY FACTOR RECEPTOR Lifr 1.32
SWI/SNF RELATED, MATRIX ASSOCIATED, ACTIN DEPENDENT REGULATORSmarca2 1.34
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ADENYLATE CYCLASE ACTIVATING POLYPEPTIDE 1 Adcyap1 1.63
A KINASE  ANCHOR PROTEIN 8 Akap8 0.49
INTEGRIN-LINKED KINASE-ASSOCIATED SERINE/THREONINE PHOSPHATASIlkap 0.60
MITOGEN-ACTIVATED PROTEIN KINASE KINASE 6 Map2k6 0.63
SRC HOMOLOGY 2 DOMAIN-CONTAINING TRANSFORMING PROTEIN C1 Shc1 2.40
STATHMIN 1 Stmn1 0.67
ADENYLATE CYCLASE ACTIVATING POLYPEPTIDE 1 Adcyap1 1.63
A KINASE  ANCHOR PROTEIN 8 Akap8 0.49
CELL DIVISION CYCLE 2-LIKE 5 Cdc2l5 0.81 0.54 0.72 0.72
CELL DIVISION CYCLE 37 HOMOLOG -LIKE Cdc37l 0.34
CYCLIN-DEPENDENT KINASE-LIKE 1  Cdkl1_predicted 0.47
CELL GROWTH REGULATOR WITH RING FINGER DOMAIN 1 Cgrrf1 0.57
CITRON Cit 0.36
CDC-LIKE KINASE 1 Clk1 0.58 0.63
CCCTC-BINDING FACTOR Ctcf 0.60
INHIBITOR OF DNA BINDING 2, DOMINANT NEGATIVE HELIX-LOOP-HELIX PId2 0.44
INTEGRIN-LINKED KINASE-ASSOCIATED SERINE/THREONINE PHOSPHATASIlkap 0.60
PERICENTRIOLAR MATERIAL 1 Pcm1 0.35
PROTEIN KINASE, CGMP-DEPENDENT, TYPE II Prkg2 1.83
SRC HOMOLOGY 2 DOMAIN-CONTAINING TRANSFORMING PROTEIN C1 Shc1 2.40
STRIATIN, CALMODULIN BINDING PROTEIN 3 Strn3 0.55
CELL DIVISION CYCLE 42 HOMOLOG Cdc42 0.47



DNA metabolism pEASE value: IONT: 8,30E-29 IONC: 3,20E-16 
Packaging pEASE value: IONT: 9,30E-13 IONC: 2,50E-09
Gene name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
H2A HISTONE FAMILY, MEMBER Z H2afz 0.71 0.72
H3 HISTONE, FAMILY 3B H3f3b 0.58 0.68 0.83 0.67
HISTONE DEACETYLASE 5 Hdac5 0.42 0.42
HIRA INTERACTING PROTEIN 3 Hirip3 0.60 0.97 0.58 0.49 0.64 0.63 0.64 0.66
METASTASIS-ASSOCIATED GENE FAMILY, MEMBER 2 Mta2 0.52 0.63 0.56 0.45
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
HISTONE DEACETYLASE 10 Hdac10 1.85
HIGH MOBILITY GROUP NUCLEOSOMAL BINDING DOMAIN 2 Hmgn2 0.73
P300/CBP-ASSOCIATED FACTOR Pcaf 1.16 0.35 0.98 0.58
BROMODOMAIN, TESTIS-SPECIFIC Brdt 0.76
MYST HISTONE ACETYLTRANSFERASE  3 Myst3 2.51
PROTEASE, SERINE, 23 Prss23 2.01 1.67 1.80 1.70 1.68 0.88
SET DOMAIN AND MARINER TRANSPOSASE FUSION GENE Setmar 1.33 1.25 1.06 1.31 0.56
SWI/SNF RELATED, MATRIX ASSOCIATED, ACTIN DEPENDENT REGULATORSmarca4 2.54
Repair pEASE value: IONT: 1,50E-09 IONC: 2,40E-03
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADP-RIBOSYLTRANSFERASE 1 Adprt 0.73
FANCONI ANEMIA, COMPLEMENTATION GROUP C Fancc 2.32
RAD23A HOMOLOG Rad23a 1.66
TYROSYL-DNA PHOSPHODIESTERASE 1 Tdp1 1.68
WERNER HELICASE INTERACTING PROTEIN 1 Wrnip1 0.73 0.91
X-RAY REPAIR COMPLEMENTING DEFECTIVE REPAIR IN CHINESE HAMSTE Xrcc1 1.83 1.06 1.88
DNA metabolism, other
Gene name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
5 NUCLEOTIDASE Nt5 0.47 0.86 0.76 0.52 0.78 0.88 0.77
ORIGIN RECOGNITION COMPLEX, SUBUNIT 3-LIKE Orc3l 1.77 1.00 1.93 0.25
ORIGIN RECOGNITION COMPLEX, SUBUNIT 4-LIKE Orc4l 0.68 0.69 0.85 0.67 0.42 0.58 0.45
SEPTIN 9 sept9 0.66 1.54 1.14 1.19 1.82 1.66 2.03
ALPHA THALASSEMIA/MENTAL RETARDATION SYNDROME X-LINKED HOMAtrx 0.50 1.05 0.40 0.39
DNA METHYLTRANSFERASE 2 Dnmt2 0.78 0.77 0.69 0.70 0.65 0.99 0.29
POLYMERASE , DELTA 4 Pold4 4.85 1.95 2.92 2.37 1.69 1.91 3.08
SNO, STRAWBERRY NOTCH HOMOLOG 1 Sbno1 0.77 0.91 0.73 0.49 0.52 0.46 0.45 0.49
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AT RICH INTERACTIVE DOMAIN 5A Arid5a 1.84
DEK ONCOGENE Dek 1.92
DNAJ  HOMOLOG, SUBFAMILY C, MEMBER 2 Dnajc2 0.75 0.82 0.62 1.24
LEUCINE RICH PROTEIN, B7 GENE Lrpb7 0.58
LEUCINE-RICH PPR-MOTIF CONTAINING Lrpprc 0.52 1.47 0.38
LEUCINE-RICH REPEAT-CONTAINING 5 Lrrc5 1.27
NUCLEOSIDE PHOSPHORYLASE Np_mapped 1.22 1.05 1.70 1.44
POLYMERASE , ALPHA 1 Pola1 1.73 2.07 1.06 1.39 1.03 1.91
SWI/SNF RELATED, MATRIX ASSOCIATED, ACTIN DEPENDENT REGULATORSmarcb1 2.23 1.04 1.73
TELOMERASE ASSOCIATED PROTEIN 1 Tep1 1.55 1.25 2.41 1.25
DNA TOPOISOMERASE I, MITOCHONDRIAL Top1mt 0.77 0.84 0.80 1.39

Transcription pEASE value: IONT: 2,70E-137 IONC: 1,20E-100
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACTIVATING SIGNAL COINTEGRATOR 1 COMPLEX SUBUNIT 1 Ascc1 1.32 1.40
ACTIVATING TRANSCRIPTION FACTOR 3 Atf3 0.21 0.25 0.33 0.47
ACTIVATING TRANSCRIPTION FACTOR 4 Atf4 0.65 0.76 0.63 0.63 0.45 0.65 0.54 0.81
BASIC HELIX-LOOP-HELIX DOMAIN CONTAINING, CLASS B3 Bhlhb3 0.55 0.46 0.71 0.59 0.77 0.71
CCAAT/ENHANCER BINDING PROTEIN , DELTA Cebpd 48.31 1.55 49.04 4.64 51.14 30.38 24.57 8.65 15.59
CBP/P300-INTERACTING TRANSACTIVATOR, WITH GLU/ASP-RICH CARBOXYCited2 0.79 0.64 0.64 0.73 0.85 0.57 0.68 0.66
CAMELLO-LIKE 3 Cml3 0.12 0.66 0.31 0.09
CELLULAR NUCLEIC ACID BINDING PROTEIN 1 Cnbp1 1.18 1.05 1.29 0.78
CCR4-NOT TRANSCRIPTION COMPLEX, SUBUNIT 8 Cnot8 0.84 0.61 0.82 0.48
DNA METHYLTRANSFERASE 3A Dnmt3a_predicted 0.71 0.80 0.53 0.65 0.51 0.86 0.60 0.55 0.49 0.61
E1A BINDING PROTEIN P300 Ep300 0.56 0.89 0.64 0.72 0.52 0.77 0.61 0.63 0.79
FBJ MURINE OSTEOSARCOMA VIRAL ONCOGENE HOMOLOG Fos 5.79 2.22 5.73 2.61 5.88 0.81 3.89 3.08
FORKHEAD BOX P1 Foxp1 0.58 2.42 1.12 2.04 1.31
GENERAL TRANSCRIPTION FACTOR II H, POLYPEPTIDE 4 Gtf2h4 0.56 0.57
GENERAL TRANSCRIPTION FACTOR II I REPEAT DOMAIN-CONTAINING 1 Gtf2ird1 0.65 0.98 0.61 0.50
HIGH MOBILITY GROUP BOX TRANSCRIPTION FACTOR 1 Hbp1 1.49 1.08 1.58 1.45
HOST CELL FACTOR C2 Hcfc2 0.56 0.97 0.63 0.30
HAIRY AND ENHANCER OF SPLIT 5 Hes5 0.65 0.99 0.65 0.66 0.66
INHIBITOR OF DNA BINDING 4 Idb4 0.68 0.79 0.83 0.66 0.61 0.65 0.60 0.72 0.64
IROQUOIS RELATED HOMEOBOX 4  Irx4_predicted 0.32 0.28 0.15 0.15 0.15 0.13 0.21 0.17 0.18 0.17



JANUS KINASE 3 Jak3 4.08 3.10 6.18 1.93 1.79 1.59 5.95 4.33 3.56
JUMONJI DOMAIN CONTAINING 2C Jmjd2c_predicted 0.39 0.62 0.40 0.41 0.48 0.49 0.85
JUN ONCOGENE Jun 2.41 1.16 1.13 1.28 0.38 0.39 0.35 0.34 0.36
JUN-B ONCOGENE Junb 16.30 1.15 16.55 2.05 7.89 5.49
KRUPPEL-LIKE FACTOR 3  Klf3_mapped 1.52 1.62 1.83 1.28 1.62 1.26 1.54
METHYL CPG BINDING PROTEIN 2 Mecp2 0.52 0.81 0.51 0.46 0.50 0.60 0.55
MYELOID/LYMPHOID OR MIXED-LINEAGE LEUKEMIA 5 Mll5 0.32 0.35 1.00 1.00 0.36 0.35
METADHERIN Mtdh 0.73 0.84 0.58 0.76 0.72 0.50 0.58
MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR 1 Mterf 0.70 0.93 0.70 0.53
MYELIN TRANSCRIPTION FACTOR 1-LIKE Myt1l 0.49 0.57 0.36 0.46
NUCLEAR RECEPTOR COACTIVATOR 3 Ncoa3 0.65 0.84 0.58 0.69 0.54
NUCLEAR RECEPTOR CO-REPRESSOR 1 Ncor1 0.79 0.84 0.79 0.41
NEOGENIN Neo1 0.36 1.39 0.37
NUCLEAR TRANSCRIPTION FACTOR-Y BETA Nfyb 0.54 0.87 0.36 0.75 0.53 0.56 0.67 0.58
NUCLEAR RECEPTOR BINDING FACTOR 2 Nrbf2 1.71 0.57
NUCLEAR PROTEIN 1 Nupr1 9.94 8.82 1.92 10.36
PAIRED BOX GENE 4 Pax4 0.43 0.57 0.38 1.43 0.27
PERIOD HOMOLOG 1 Per1 0.39 0.79 0.39 0.41 0.73
PROTEIN INHIBITOR OF ACTIVATED STAT 3 Pias3 0.79 0.85 0.69 0.90 0.74 1.37 0.41
POU DOMAIN, CLASS 6, TRANSCRIPTION FACTOR 1 Pou6f1, Brn5 0.61 0.61 0.58 0.61 0.59
REGUCALCIN GENE PROMOTOR REGION RELATED PROTEIN Rgpr 5.50 6.60 5.75 3.61 1.34 3.54 4.01
RIO KINASE 2 Riok2 1.48 0.70 0.90 0.73 0.60 0.67 0.66 0.78 0.72
RNA-BINDING REGION  CONTAINING 2 Rnpc2 0.77 0.97 0.72 0.59 0.72 0.66
SRY-BOX CONTAINING GENE 11 Sox11 1.78 2.90 3.61 4.20 5.11 2.65 2.12 3.53 3.84 4.67
SP3 TRANSCRIPTION FACTOR Sp3 0.48 0.60 0.44 0.63 0.24
TAF11 RNA POLYMERASE II, TATA BOX BINDING PROTEIN -ASSOCIATED FATaf11 0.76 1.36 1.00 1.64 0.53
TAF9 RNA POLYMERASE II, TATA BOX BINDING PROTEIN -ASSOCIATED FACTaf9 0.67 0.66
THYMOPOIETIN Tmpo 0.75 0.82 0.59 0.75 0.69 0.42
UPSTREAM BINDING TRANSCRIPTION FACTOR, RNA POLYMERASE I Ubtf 1.90 0.64 0.65
ZINC FINGER PROTEIN 110 Zfp110 0.73 0.86 0.65 0.52 0.76 0.64 0.64
ZINC FINGER PROTEIN 111 Zfp111 0.53 0.66 0.51 0.51 0.64 0.50 0.47
ZINC FINGER PROTEIN 143 Zfp143 0.83 0.42 0.53 0.45 0.39 0.40 0.59
ZINC FINGER PROTEIN 238 Zfp238 0.70 0.11 0.66 0.13 0.84 0.41 0.27 0.50 0.48
ZINC FINGER PROTEIN 281 Zfp281 0.75 0.93 0.79 0.56
ZINC FINGER PROTEIN 94 Zfp94 0.52 1.00 1.00 0.53 0.56
ZINC FINGER PROTEIN 292 Znf292 0.65 0.93 0.55 0.38
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
NUCLEAR NF-KAPPAB ACTIVATING PROTEIN 2610020o08rik 1.84
CORE BINDING FACTOR BETA Cbfb 2.00 1.58 1.76 1.60 1.36 1.28
CAMP RESPONSIVE ELEMENT BINDING PROTEIN 3 Creb3 1.62 1.43 0.94
GENERAL TRANSCRIPTION FACTOR II I Gtf2i 2.47
PHD FINGER PROTEIN 7 Phf7 1.42 1.05 1.65
PR DOMAIN CONTAINING 2, WITH ZNF DOMAIN Prdm2_mapped 1.53
TRANSCRIPTION FACTOR PUR-BETA pur-beta 2.03
TRANSCRIPTION FACTOR CP2-LIKE 2 Tcfcp2l2 2.15 1.19
TEKTIN 1 Tekt1 1.23
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CULLIN ASSOCIATED AND NEDDYLATION DISASSOCIATED 1 Cand1 0.60
CHROMOBOX HOMOLOG 8 Cbx8 0.62 0.60 0.65 0.65
DEAD/H  BOX POLYPEPTIDE 20, 103KD Ddx20 0.38
GERM CELL-LESS PROTEIN Gcl 0.41 0.50 0.40
HEPATITIS B VIRUS X ASSOCIATED PROTEIN Hbxap_predicted 0.41 0.63 0.54
IMMEDIATE EARLY RESPONSE 5-LIKE Ier5l 1.28
LEUCINE ZIPPER TRANSCRIPTION FACTOR-LIKE 1 Lztfl1 0.56
MYELOID/LYMPHOID OR MIXED-LINEAGE LEUKEMIA,TRANSLOCATED TO, Mllt3 0.40
PEROXISOME PROLIFERATIVE ACTIVATED RECEPTOR, GAMMA, COACTIVAPpargc1a 0.25 0.45 0.26
RING FINGER PROTEIN 1 Ring1 1.75
ZINC FINGER PROTEIN 426 Zfp426 0.62
ZINC FINGER PROTEIN 622 Zfp622 0.45
ZINC FINGER PROTEIN 354C Znf354c 0.35 0.57 0.26
DNA dependent pEASE value: IONT: 7.2E-127 IONC: 3.5E-90
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
BRAIN ABUNDANT, MEMBRANE ATTACHED SIGNAL PROTEIN 1 Basp1 0.68
CAMP RESPONSIVE ELEMENT MODULATOR Crem 1.73 1.71 1.96 1.64 1.29
CUT-LIKE 1 Cutl1 0.79 0.95 1.05 1.15 1.15 1.13
ELAV -LIKE 2 Elavl2 0.76 0.98 0.50 0.67
GTPASE ACTIVATING RANGAP DOMAIN-LIKE 1 Garnl1 2.07
GONADOTROPIN INDUCIBLE OVARIAN TRANSCRIPTION FACTOR 1 Giot1 0.56
HAIRY AND ENHANCER OF SPLIT 6 Hes6 1.31 0.73 1.62
ZINC FINGER PROTEIN HIT-39 Hit39 1.57
GLI-KRUPPEL FAMILY MEMBER HKR3 Hkr3 0.92 0.35 2.03
KINASE D-INTERACTING SUBSTANCE 220 Kidins220 0.77 0.47 0.97 0.45



KRAB BOX CONTAINING ZINC FINGER PROTEIN Krim1 1.86
MYOCARDIAL ISCHEMIC PRECONDITIONING UPREGULATED 1 Mip1 1.33
METASTASIS ASSOCIATED 1 Mta1 1.39
NUCLEAR FACTOR, ERYTHROID DERIVED 2, LIKE 2 Nfe2l2 2.73 1.82 2.55 1.54 1.22 1.57
NUCLEAR FACTOR I/A Nfia 1.41 1.07 1.42
NUCLEAR RECEPTOR SUBFAMILY 1, GROUP D, MEMBER 1 Nr1d1 1.11 1.39 1.05 0.77
NUCLEAR RECEPTOR SUBFAMILY 1, GROUP D, MEMBER 2 Nr1d2 0.77 0.95 0.60
SRF-DEPENDENT TRANSCRIPTION REGULATION ASSOCIATED PROTEIN p49/STRAP 1.19 0.74 0.99 0.75
PROTEIN KINASE C BINDING PROTEIN 1 Prkcbp1 2.00 1.09 2.45 1.14
STAPHYLOCOCCAL NUCLEASE DOMAIN CONTAINING 1 Snd1 1.10 1.34 1.06 1.20
SP4 TRANSCRIPTION FACTOR Sp4 0.57 0.84 0.35 1.22
TAR  RNA BINDING PROTEIN 2 Tarbp2 1.68
LIPOGENIC PROTEIN S14 Thrsp 1.58 1.40
ZINC FINGER PROTEIN 367 Zfp367 1.56 3.10 2.47 1.30
ZINC FINGER PROTEIN 535 Zfp535 0.51
ZINC FINGER PROTEIN 14 Znf14 1.32 0.66 0.90 0.61
RNA polymerase II transcription factor activity pEASE value: IONT: 1.5E-56 IONC: 2.5E-47
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
COLD SHOCK DOMAIN PROTEIN A Csda 0.74 0.80 0.65
MSX-INTERACTING-ZINC FINGER Miz1 0.65 1.21 0.66
NUCLEAR TRANSCRIPTION FACTOR-Y GAMMA Nfyc 0.72 0.97 0.76
PEROXISOME PROLIFERATOR ACTIVATED RECEPTOR ALPHA Ppara 2.41
SP4 TRANSCRIPTION FACTOR Sp4 0.57 0.84 0.35 1.22
BASIC LEUCINE ZIPPER AND W2 DOMAINS 1 Bzw1 0.77 1.51 0.77
TRANSCRIPTION FACTOR 4 Tcf4 2.21 1.63 2.08 1.79 3.78 1.13
Regulation of transcription pEASE value: IONT: 3.9E-134 IONC: 2.9E-95
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
BASIC TRANSCRIPTION ELEMENT BINDING PROTEIN 1 Bteb1 1.42 1.42
CALCIUM/CALMODULIN-DEPENDENT SERINE PROTEIN KINASE Cask 0.74 0.90 0.70
WD40 PROTEIN CIAO1 Ciao1 0.79 0.50 0.87 0.46
CBP/P300-INTERACTING TRANSACTIVATOR WITH GLU/ASP-RICH CARBOXYCited1 1.53 1.35 1.59 1.28 1.43 1.15
DDX5 GENE Ddx5 1.47
V-ETS ERYTHROBLASTOSIS VIRUS E26 ONCOGENE HOMOLOG 2  Ets2_mapped 1.74 1.83 2.18 2.48 1.32 1.89
FUMARYLACETOACETATE HYDROLASE Fah 1.60
FUSION  IN MALIGNANT LIPOSARCOMA) Fus 1.55
HIGH MOBILITY GROUP BOX 1 Hmgb1 1.57 1.16 1.57 0.86
KIAA1536 PROTEIN KIAA1536 0.74 0.78 0.86
KRUPPEL-LIKE FACTOR Klf2 0.71
KRUPPEL-LIKE FACTOR 4 Klf4 4.32
MYB BINDING PROTEIN  1A Mybbp1a 1.29 1.22 1.21 1.32 1.24 1.37
NUCLEAR FACTOR I/A Nfia 1.41 1.07 1.42
PRE-B-CELL LEUKEMIA TRANSCRIPTION FACTOR INTERACTING PROTEIN 1Pbxip1 0.77 1.72 1.31 1.49
PHD FINGER PROTEIN 12 Phf12 1.17 0.81 0.95 0.69
TRANSCRIPTION FACTOR INI Phf5a 1.82
PROTEIN INHIBITOR OF ACTIVATED STAT, 4 Pias4 1.95
PEROXISOME PROLIFERATIVE ACTIVATED RECEPTOR, GAMMA, COACTIVAPpargc1b 2.35
PEPTIDYLPROLYL ISOMERASE E Ppie 1.66 1.08 1.54
PROTEIN PHOSPHATASE 5, CATALYTIC SUBUNIT Ppp5c 1.99
S100 CALCIUM BINDING PROTEIN A1 S100a1 0.75 1.76 1.04 1.86
TG INTERACTING FACTOR Tgif 2.72 1.38 2.01 0.71
TIMELESS HOMOLOG Timeless 1.91
TBP-INTERACTING PROTEIN 120B Tip120B 1.34
UPSTREAM TRANSCRIPTION FACTOR 1 Usf1 2.31
ZINC FINGER HOMEOBOX 1B ZFHX1B 1.44 1.59
ZINC FINGER PROTEIN 57 Zfp57 1.60
Transcription, cell cycle related
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CCCTC-BINDING FACTOR Ctcf 0.60
MENAGE A TROIS 1 Mnat1 0.34
PROTEIN KINASE, CGMP-DEPENDENT, TYPE II Prkg2 1.83
Trasncription DNA dependent
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ACTIVATING TRANSCRIPTION FACTOR 2 Atf2 0.45
BASIC HELIX-LOOP-HELIX DOMAIN CONTAINING, CLASS B2 Bhlhb2 2.26
CCCTC-BINDING FACTOR Ctcf 0.60
FRIEND LEUKEMIA INTEGRATION 1 Fli1 0.38 0.73 0.31
GENERAL TRANSCRIPTION FACTOR IIB Gtf2b 0.72
GENERAL TRANSCRIPTION FACTOR IIF, POLYPEPTIDE 2 Gtf2f2 0.54
HISTONE 2A H2a 0.79 0.71
V-MAF MUSCULOAPONEUROTIC FIBROSARCOMA ONCOGENE FAMILY, PROMafk 1.61
MYOCYTE ENHANCER FACTOR 2D Mef2d 0.44



ORIGIN RECOGNITION COMPLEX, SUBUNIT 2-LIKE Orc2l 0.48
PHD FINGER PROTEIN 10 Phf10 0.29
PHD FINGER PROTEIN 10 Phf10 0.61 0.77 0.55 0.59
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR-TYPE, F INTERACTING PROTPpfibp2 1.48
RETINOID X RECEPTOR ALPHA Rxra 0.67
SP1 TRANSCRIPTION FACTOR Sp1 0.67 0.61
TRANSCRIPTION ELONGATION FACTOR B , POLYPEPTIDE 3 Tceb3 0.39
TEA DOMAIN FAMILY MEMBER 3 Tead3 1.52
ZINC FINGER AND BTB DOMAIN CONTAINING 10 Zbtb10 0.41
ZINC FINGER PROTEIN 131 Zfp131 0.54
ZINC FINGER PROTEIN 212 Zfp212 0.56
ZINC FINGER PROTEIN 297 Zfp297 0.56
ZINC FINGER PROTEIN 422 Zfp422 0.29
ZINC FINGER PROLIFERATION 1 Zipro1 0.51
ZINC FINGER PROTEIN 187 Znf187 0.49
GUANYLATE NUCLEOTIDE BINDING PROTEIN 2 Gbp2 11.59

Protein pEASE value: IONT: 1,9E-118. IONC: 1,8E-29
Biosynthesis pEASE value: IONT: 3,4E-44. IONC: 1,3E-27
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
EUKARYOTIC TRANSLATION INITIATION FACTOR 2B, SUBUNIT 3 GAMMA Eif2b3 0.75 0.83 0.85 0.37
EUKARYOTIC TRANSLATION INITIATION FACTOR 2C, 1 Eif2c1_predicted 0.54 0.99 0.45 0.46 0.65 0.55 0.75
EUKARYOTIC TRANSLATION INITIATION FACTOR 2, SUBUNIT 2 Eif2s2 0.75 0.78 0.75 0.47 0.56 0.53 0.56
UDP-N-ACETYL-ALPHA-D-GALACTOSAMINE:POLYPEPTIDE N-ACETYLGALAGalnt7 0.27 0.62 0.13 0.59 0.59 0.29 0.53
LEUCYL-TRNA SYNTHETASE Lars 1.94 0.64 0.63 0.55
SERYL-AMINOACYL-TRNA SYNTHETASE 1 Sars1 1.26 1.05 1.20 1.26 0.69 0.39
ALPHA-N-ACETYLGALACTOSAMINIDE ALPHA-2,6-SIALYLTRANSFERASE II Siat7b 1.91 1.02 2.70 1.48 1.97 1.23 1.50
THREONYL-TRNA SYNTHETASE Tars 1.37 0.44 0.69 0.62 0.26 1.22 0.41 0.37 0.40
TYROSYL-TRNA SYNTHETASE Yars 0.60 0.64 0.81 0.26 1.28 0.45 0.49
BASIC LEUCINE ZIPPER AND W2 DOMAINS 2 Bzw2 1.18 0.73 0.66 0.69 1.17 0.94 0.39
GLUTAMYL-PROLYL-TRNA SYNTHETASE Eprs 0.71 0.96 0.88 0.54 0.34 0.48 0.37
RAB GERANYLGERANYL TRANSFERASE, A SUBUNIT Rabggta 1.73 1.21 1.42 1.80 1.10 2.62 1.77
RIBOSOMAL PROTEIN L23A Rpl23a 1.44 1.25 1.16
RIBOSOMAL PROTEIN L13 Rpl13 1.34 1.02 1.39 1.41
RIBOSOMAL PROTEIN L17 Rpl17 1.43 1.23 1.49 1.29 1.07 1.19 1.21
MITOCHONDRIAL RIBOSOMAL PROTEIN L49 Mrpl49 0.73 0.86 0.65 0.31
MITOCHONDRIAL RIBOSOMAL PROTEIN S9 Mrps9 1.62 0.75
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ANAPLASTIC LYMPHOMA KINASE Alk 1.95
CALCIUM CHANNEL, VOLTAGE-DEPENDENT, BETA 4 SUBUNIT Cacnb4 2.30
EUKARYOTIC TRANSLATION ELONGATION FACTOR 1 ALPHA 1 Eef1a1 1.23
EUKARYOTIC TRANSLATION ELONGATION FACTOR 1 DELTA Eef1d 1.33
EUKARYOTIC TRANSLATION INITIATION FACTOR 1A Eif1a 1.48 1.05 1.09 1.23
EUKARYOTIC TRANSLATION INITIATION FACTOR 2B, SUBUNIT 5 EPSILON Eif2b5 0.76 0.80 0.61 1.32
GERP95 Eif2c2 2.87 1.08 3.24
EUKARYOTIC TRANSLATION INITIATION FACTOR 3, SUBUNIT 6 Eif3s6 1.32 1.29 1.32
EUKARYOTIC TRANSLATION INITIATION FACTOR 3, SUBUNIT 8, 110KDA Eif3s8 1.33 1.22
UDP-N-ACETYL-ALPHA-D-GALACTOSAMINE: POLYPEPTIDE N-ACETYLGALAGalnt10 1.60
UDP-N-ACETYL-ALPHA-D-GALACTOSAMINE:POLYPEPTIDE N-ACETYLGALAGalnt13 0.75 1.78 1.34 1.31
PHOSPHATIDYLINOSITOL GLYCAN, CLASS C Pigc 1.47
PHOSPHOLIPASE A2, GROUP IVA Pla2g4a 1.13 1.84 1.70
PROSTAGLANDIN F2 RECEPTOR NEGATIVE REGULATOR Ptgfrn 0.64 0.59 0.70
GLUTAMINYL-TRNA SYNTHASE -LIKE 1 Qrsl1 0.61
RIBOPHORIN II Rpn2 1.38 1.14 1.38
SIALYLTRANSFERASE 7 -N-ACETYL GALACTOSAMINDE ALPHA-2,6-SIALYL Siat7A 0.71 1.38 1.15 1.40
ALPHA-2,8-SIALYLTRANSFERASE SIAT8E 1.53
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
EUKARYOTIC TRANSLATION INITIATION FACTOR 2, SUBUNIT 3, STRUCTUREif2s3x 0.66
MITOCHONDRIAL RIBOSOMAL PROTEIN L14 Mrpl14_predicted 1.46 1.26
MITOCHONDRIAL RIBOSOMAL PROTEIN L47 Mrpl47 0.47
MITOCHONDRIAL TRANSLATIONAL INITIATION FACTOR 2 Mtif2 0.39
N-MYRISTOYLTRANSFERASE 2 Nmt2 0.38
RIBOSOMAL PROTEIN L7 Rpl7 0.34
Metabolism pEASE value: IONT: 2,90E-05 IONC: 1,80E-4
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PRESENILIN STABILIZATION FACTOR-LIKE Aph1b 1.41 1.94
ASPARAGINE SYNTHETASE Asns 0.58 0.65 0.94 0.13 0.36 0.37
CYSTEINYL-TRNA SYNTHETASE Cars_predicted 0.54 0.39 0.44 0.45 0.43 0.56 0.52 0.55 0.55 0.64
FK506 BINDING PROTEIN 1B Fkbp1b 0.52 0.49 0.54 0.55 0.54
FUSED TOES Fts 0.54 1.00 0.49 0.51
ISOPRENYLCYSTEINE CARBOXYL METHYLTRANSFERASE Icmt 0.58 0.37 0.37 0.59 0.85 0.28 0.38 0.54 0.95 0.66



LEUCINE AMINOPEPTIDASE 3 Lap3 1.67 2.01 1.50 2.14 1.64
METHIONINE SULFOXIDE REDUCTASE B Mrsb 1.78 1.30 2.37 1.88 1.86 1.90
SMALL GLUTAMINE RICH PROTEIN WITH TETRATRICOPEPTIDE REPEATS 2 Sgtb 0.41 0.41 0.47 0.33
TRANSMEMBRANE 4 SUPERFAMILY MEMBER 7 Tm4sf7 2.63 4.49 2.39
ADRENAL MITOCHONDRIAL PROTEASE Tmprss5 0.20 0.24
BCS1-LIKE Bcs1l 0.69 0.95 0.50 0.40
TRIPARTITE MOTIF PROTEIN 25 Trim25_mapped 2.69 1.83 2.37 2.06 1.22 1.62 0.35 0.59 0.55
Proteolysis/protein catabolism pEASE value: IONT: 2,6E-32. IONC: 1,4E-19
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
AXOTROPHIN Axot 0.70 0.90 0.79 0.45
ARGINYL AMINOPEPTIDASE Rnpep 2.12 1.65 1.00 1.00 1.61
ARIADNE UBIQUITIN-CONJUGATING ENZYME E2 BINDING PROTEIN HOMOLArih1 1.66 0.72 0.96 0.46 0.43
BETA-TRANSDUCIN REPEAT CONTAINING Btrc 0.88 0.40 0.84 0.53 0.56
CHECKPOINT WITH FORKHEAD AND RING FINGER DOMAINS Chfr 1.67 0.85 1.25 0.65
CEREBLON Crbn 0.54
CATHEPSIN C Ctsc 3.89 1.52 3.10 1.94 2.61 1.31 3.09
CATHEPSIN Z Ctsz 2.86 1.91 6.06 4.43 4.40
MITOCHONDRIAL INTERMEDIATE PEPTIDASE Mipep 1.21 1.17 1.35 1.29 1.17 1.28 1.67
PROPROTEIN CONVERTASE SUBTILISIN/KEXIN TYPE 4 Pcsk4 0.21 0.58 0.25 0.91 0.61 2.28 0.39 0.34 1.00 1.00 0.47
POLYMERIC IMMUNOGLOBULIN RECEPTOR Pigr 0.29 0.93 0.30 0.32 0.30 0.34 0.36 0.33
PROTEASE, SERINE, 8 Prss8 0.44 0.85 0.49 0.53 0.61 0.52
PROTEASE  28 SUBUNIT, ALPHA Psme1 2.07 1.24 1.79 2.13
SECRETOGRANIN 2 Scg2 2.40 1.37 2.01 1.17 1.30 0.91 1.58 1.34 1.14 1.87
SECERNIN 1 Scrn1 0.62 0.42 0.51 0.82 0.25 1.49 0.27 0.28 0.32 0.44
UBIQUITIN SPECIFIC PROTEASE 15 Usp15 1.28 0.72 0.88 0.66 0.56
WD REPEAT DOMAIN 31 Wdr31 0.36 0.22 0.29 0.30 0.49 0.37
RING FINGER PROTEIN 138 Rnf138 0.60 0.96 0.71 0.34
RING FINGER PROTEIN 25 Rnf25 0.60 0.63 0.62 0.66 0.66 0.67
ZINC FINGER, DHHC DOMAIN CONTAINING 2 Zdhhc2 0.70 0.80 1.28 0.53
PROTEASOME  26S SUBUNIT, NON-ATPASE, 9 Psmd9 0.67 0.66 0.74 0.67
PROTECTIVE PROTEIN FOR BETA-GALACTOSIDASE Ppgb 1.11 1.54 1.57 1.37 1.61 1.61
PREGNANCY SPECIFIC BETA-1-GLYCOPROTEIN 4 Psg4 0.44 0.74 0.71 1.74 0.17 1.00 1.00 1.00 0.46
F-BOX ONLY PROTEIN 2 Fbxo2 0.48 0.49 0.88 0.58 0.61
PROTEIN TYROSINE PHOSPHATASE 2E Ptpn21 0.72 0.55 0.77 0.57 0.40
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AQUAPORIN 11 Aqp11 1.56
COMPLEMENT COMPONENT 1, R SUBCOMPONENT C1r 1.75 1.04 3.41 2.17 1.99 1.56
CALPASTATIN Cast 1.69 1.04 1.58 0.56
CNDP DIPEPTIDASE 2 Cndp2 0.70
CATHEPSIN H Ctsh 1.62 1.71 1.49
CATHEPSIN L Ctsl 1.56 1.36 1.50
CATHEPSIN S Ctss 1.19 1.22 1.39 2.64 2.25
DIPEPTIDYLPEPTIDASE 10 Dpp10 0.69
DIPEPTIDYLPEPTIDASE 6 Dpp6 0.34 0.99 0.46
ECTODERMAL-NEURAL CORTEX 1 Enc1 1.76 1.44 1.17 1.40
LYSOSOMAL-ASSOCIATED PROTEIN TRANSMEMBRANE 5 Laptm5 4.47 2.70 3.80
AMINOPEPTIDASE VP165 Lnpep 2.16 1.41 1.40 1.13 1.16
MARAPSIN Mpn 5.24
NEUROLYSIN Nln 1.29 0.99 1.96 1.03 2.32
O-SIALOGLYCOPROTEIN ENDOPEPTIDASE Osgep 1.24
PEPTIDASE D Pepd_mapped 1.61 1.59 1.26 1.34
PROTEASOME  SUBUNIT, ALPHA TYPE, 7 PSMA7 1.84
PROTEOSOME  SUBUNIT, BETA TYPE 8 Psmb8 2.52 0.74
PROTEOSOME  SUBUNIT, BETA TYPE 9 Psmb9 0.83 3.60 2.36 2.90
PROTEASOME  26S SUBUNIT, ATPASE, 6 Psmc6 1.27 1.11 1.02 0.75 1.03 0.47
PROTEASOME  26S SUBUNIT, NON-ATPASE, 4 Psmd4 2.80
PROTEASOME  28 SUBUNIT, BETA Psme2 1.45 1.31 1.34
CD36 ANTIGEN -LIKE 2 Scarb2 1.83 2.13 2.15 1.19 1.56
SUMO/SENTRIN SPECIFIC PROTEASE 3 Senp3 0.44
THIMET OLIGOPEPTIDASE 1 Thop1 2.42
TRIPEPTIDYL PEPTIDASE II Tpp2 1.19 0.83 0.96 0.77
UBIQUITIN SPECIFIC PROTEASE 40 Usp40 1.40
X-PROLYL AMINOPEPTIDASE  1, SOLUBLE Xpnpep1 1.23
YME1-LIKE 1 Yme1l1 0.57
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
BIOGENESIS OF LYSOSOME-RELATED ORGANELLES COMPLEX-1, SUBUNIT Bloc1s2 0.50
OXIDATIVE STRESS RESPONSIVE 1 osr1 0.49
PROCOLLAGEN C-PROTEINASE ENHANCER PROTEIN Pcolce 3.89
PROPROTEIN CONVERTASE SUBTILISIN/KEXIN TYPE 5 Pcsk5 1.21
BETA-SITE APP CLEAVING ENZYME Bace 0.35
BLEOMYCIN HYDROLASE Blmh 0.56
TAF2 RNA POLYMERASE II, TATA BOX BINDING PROTEIN -ASSOCIATED FACTaf2 0.58



Protein modification pEASE value: IONT: 7,70E-18 IONC: 6,00E-12 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PROTEIN TYROSINE PHOSPHATASE, NON-RECEPTOR TYPE 1 Ptpn1 3.17 3.40 2.29 2.60 1.01 3.00 2.07
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, R Ptprr 0.61 0.47
SNF RELATED KINASE Snrk 0.70 0.87 0.83 0.84 0.64
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CDC2-RELATED KINASE 7 Crk7 1.21 0.75
F-BOX AND LEUCINE-RICH REPEAT PROTEIN 6 Fbxl6 1.91
F-BOX ONLY PROTEIN 17 Fbxo17LOC499115 2.05
F-BOX AND WD-40 DOMAIN PROTEIN 5 Fbxw5 1.34 1.19 1.37
POTENTIAL UBIQUITIN LIGASE Herc6 1.23 2.62 1.60
NIMA -RELATED EXPRESSED KINASE 4 Nek4 2.02
NIMA -RELATED EXPRESSED KINASE 6 Nek6 1.88 1.40 1.82 1.68 1.30 1.27
PEPTIDASE  BETA Pmpcb 1.99
RING FINGER PROTEIN 2 Rnf2 0.85 0.94 0.71
RING FINGER PROTEIN 32 Rnf32 1.29
RING FINGER PROTEIN 44 Rnf44 1.76 1.25 1.57
SIGNAL PEPTIDASE COMPLEX 18KD Spc18 1.17 1.21 1.11
PROTEIN-TYROSINE SULFOTRANSFERASE 2 Tpst2 1.30 1.15 1.26
POLYUBIQUITIN Ubb 1.22 1.07 1.25
UBIQUITIN-ACTIVATING ENZYME E1-DOMAIN CONTAINING 1 Ube1dc1 1.28 0.93 1.00 0.73
UBIQUITIN-CONJUGATING ENZYME E2D 3 Ube2d3 1.42
UBIQUITIN SPECIFIC PROTEASE 11 Usp11 0.77 1.24 1.12 1.20
WD SOCS-BOX PROTEIN 2 Wsb2 0.72 0.79
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
AMYLOID BETA PRECURSOR PROTEIN  BINDING PROTEIN 2 Appbp2 0.52 0.74 0.51
LIM MOTIF-CONTAINING PROTEIN KINASE 2 Limk2 0.34
ZINC FINGER PROTEIN 313 Zfp313 1.54
F-BOX ONLY PROTEIN 9 Fbxo9 0.64
PROTEIN TYROSINE PHOSPHATASE, NON-RECEPTOR TYPE 13 LOC498331 1.72 1.40 1.60
LYSYL OXIDASE-LIKE 1 Loxl1 0.53
SULFATASE 1 Sulf1 1.93 1.88
Protein folding pEASE value: IONT: 1,30E-09 IONC: 4,3E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CHAPERONIN SUBUNIT 5 Cct5 1.27 1.26 1.27 1.17
CHAPERONIN SUBUNIT 6A Cct6a 0.80
DNAJ  HOMOLOG, SUBFAMILY B, MEMBER 6 Dnajb6 1.25 1.00 1.52
FK506 BINDING PROTEIN 14 Fkbp14 1.37 0.74 1.73
FK506 BINDING PROTEIN 5 Fkbp5 0.19
ENDOPLASMIC RETICULUM CHAPERONE SIL1 HOMOLOG Sil1 1.85
Protein complex assembly
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
COX15 HOMOLOG, CYTOCHROME C OXIDASE ASSEMBLY PROTEIN Cox15 2.35
DIVALENT CATION TOLERANT PROTEIN CUTA Cuta 1.43
THIOPURINE METHYLTRANSFERASE Tpmt 1.42 1.08 1.31
VESICLE-ASSOCIATED MEMBRANE PROTEIN, ASSOCIATED PROTEIN B ANDVapb 1.82

Primary metabolism pEASE value: IONT: 8,0E-19 IONC: 7,80E-14 
Lipid Transport pEASE value: IONT: 2,35E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ATP-BINDING CASSETTE, SUB-FAMILY G , MEMBER 1 Abcg1 0.75 0.79 0.62 0.90 0.70 2.08 0.51
LOW-DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 10 Lrp10 1.32 0.81 1.93
LOW DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN ASSOCIATED P Lrpap1 1.38 1.40 1.51
VERY LOW DENSITY LIPOPROTEIN RECEPTOR Vldlr 0.64 0.71 0.71 0.54 0.68 0.65 0.65
LOW DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 4 Lrp4 0.46 0.74 0.47 0.36
OXYSTEROL BINDING PROTEIN-LIKE 2 Osbpl2 0.49 0.64
OXYSTEROL BINDING PROTEIN 2 Osbp2_predicted 0.46 0.33 0.52 0.42 0.70
Lipid Biosynthesis pEASE value: IONT: 4,70E-05
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACETYL-COENZYME A CARBOXYLASE ALPHA Acaca 0.35 0.30
ACYL-COA SYNTHETASE LONG-CHAIN FAMILY MEMBER 1 Acsl1 0.59 0.31
DEHYDROGENASE/REDUCTASE  MEMBER 8 Dhrs8 0.66 0.97 0.73 1.30 0.59
PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE, TYPE II, GAMMA Pip5k2c 0.66 0.63 0.56 0.76 0.87 1.25 0.36
2-HYDROXYPHYTANOYL-COENZYME A LYASE Hpcl2 0.64 0.79 0.77 0.72 0.86 0.62 0.72
NAD DEPENDENT STEROID DEHYDROGENASE-LIKE Nsdhl 1.36 0.68 0.60
PHOSPHOLIPASE A2, ACTIVATING PROTEIN Plaa 0.78 0.64 0.69 0.72 0.33
ACETYL-COENZYME A SYNTHETASE 2  Acas2_predicted 2.05 2.09 1.97 1.70 1.24 1.63 2.14 1.96 1.33
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ACETOACETYL-COA SYNTHETASE Aacs 0.70 0.94 0.75
CDP-DIACYLGLYCEROL SYNTHASE  2 Cds2 1.57
CHOLINE/ETHANOLAMINE PHOSPHOTRANSFERASE 1 Cept1 0.68



PHENYLALKYLAMINE CA2+ ANTAGONIST  BINDING PROTEIN Ebp 2.31
FARNESYL DIPHOSPHATE FARNESYL TRANSFERASE 1 Fdft1 0.67 0.66 0.58 0.86
3-HYDROXY-3-METHYLGLUTARYL-COENZYME A SYNTHASE 1 Hmgcs1 0.54
MEVALONATE  DECARBOXYLASE Mvd 0.43
PHOSPHATIDIC ACID PHOSPHATASE 2A Ppap2a 1.81 1.48 2.17 1.56 1.54 1.46
SEC14-LIKE 2 Sec14l2 0.39 1.76 0.64
STEROIDOGENIC ACUTE REGULATORY PROTEIN Star 1.48
STAR-RELATED LIPID TRANSFER  DOMAIN CONTAINING PROTEIN 6 Stard6 1.10 2.02 1.26 1.50 1.16 1.56
Lipid Catabolism
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SPHINGOSINE KINASE 1 Sphk1 2.50 3.01 1.77 4.93 2.80 3.60
LIPOPROTEIN LIPASE Lpl 0.46 0.27
PHOSPHOLIPASE A2, GROUP V Pla2g5 0.64 0.79 0.63 0.90 0.99 1.21 0.35
PHOSPHATIDIC ACID PHOSPHATASE TYPE 2C Ppap2c 0.20 0.27 0.22 0.59 0.97 0.70 0.18 0.28 0.52
STEROID SULFATASE Sts 2.02 2.03 1.87 0.82 2.16
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
GM2 GANGLIOSIDE ACTIVATOR PROTEIN Gm2a 2.24
LIPASE, ENDOTHELIAL Lipg 0.65
ALDO-KETO REDUCTASE FAMILY 1, MEMBER E1 Akr1e1 1.53 0.79 1.30
Lipid metabolism pEASE value: IONT: 1,40E-17
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
APOLIPOPROTEIN C-I Apoc1 1.62 1.06 4.27
CHOLESTEROL 25-HYDROXYLASE Ch25h 2.61
CEROID-LIPOFUSCINOSIS, NEURONAL 2 Cln2 0.74 1.33 1.05 1.25
DOLICHYL-PHOSPHATE  N-ACETYLGLUCOSAMINEPHOSPHOTRANSFERASE H2afx 1.13 1.40 1.30 1.16
L-3-HYDROXYACYL-COENZYME A DEHYDROGENASE, SHORT CHAIN Hadhsc 1.21 2.01
HIGH DENSITY LIPOPROTEIN BINDING PROTEIN Hdlbp 0.67 1.06 0.69
3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE Hmgcr 0.54 0.95 0.52
MYOTUBULARIN RELATED PROTEIN 9 Mtmr9 1.86 1.11 2.31
NEUROPATHY TARGET ESTERASE LIKE 1 Ntel1 2.91 1.07 1.17
OXYSTEROL BINDING PROTEIN-LIKE 1A Osbpl1a 0.84 0.82 0.83 0.78
PHOSPHATE CYTIDYLYLTRANSFERASE 1, CHOLINE, ALPHA ISOFORM Pcyt1a 1.21 0.67
PARAOXONASE 1 Pon1 2.89
PARAOXONASE 2 Pon2 1.40 1.32 1.35
SULFOTRANSFERASE FAMILY 4A, MEMBER 1 Sult4a1 0.52 0.51 0.36
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
FATTY ACID SYNTHASE Fasn 0.86 0.78 0.74
STERILE ALPHA MOTIF DOMAIN CONTAINING 8 Samd8 0.23
UDP GALACTOSYLTRANSFERASE 8 Ugt8 1.52
Generation of precursor metabolites and energy pEASE value: IONT: 2,40E-09 IONC: 1,50E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CARNITINE O-OCTANOYLTRANSFERASE Crot 2.10 2.34 1.77 1.45 1.16 1.25 1.56 1.29 1.21
XYLULOKINASE HOMOLOG Xylb 2.20 2.26 1.77 1.92
DIHYDROLIPOAMIDE DEHYDROGENASE Dld 0.80 0.80 0.53 0.58
GLUTAREDOXIN 2 Glrx2 0.60 0.80 0.79 0.37 0.73 0.63 0.96
S100 CALCIUM BINDING PROTEIN A3 S100a3 15.04 2.64 1.39 0.95 6.26
CYTOCHROME P450, FAMILY 2, SUBFAMILY U, POLYPEPTIDE 1 Cyp2u1 0.39 0.48
CYTOCHROME P450, 4A12 Cyp4a12 0.66 0.83 0.67 0.82 0.71 0.68 0.67 0.67 0.68 0.69
5-OXOPROLINASE Oplah 1.21 1.28 1.63 2.55 1.94 1.70 2.00
ATPASE, CLASS I, TYPE 8B, MEMBER 2 Atp8b2 1.74 1.92 1.50 1.90
UBIQUITIN-LIKE 1  ACTIVATING ENZYME E1B Uble1b 1.23 1.01 1.07 0.61 0.63
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
PYRUVATE CARBOXYLASE Pc 1.79
PROTEIN DISULFIDE ISOMERASE ASSOCIATED 6 Pdia6 1.16 1.37 1.64 1.17 1.30
PROTEIN PHOSPHATASE 1, REGULATORY  SUBUNIT 2 Ppp1r2 0.70
ATPASE, H+ TRANSPORTING, V0 SUBUNIT E ISOFORM 1 Atp6v0e1 0.81 1.34 1.12 1.50
ATPASE, H+ TRANSPORTING, V1 SUBUNIT C, ISOFORM 2 Atp6v1c2 1.19 1.01 1.21 1.03 2.66
ATPASE, H+ TRANSPORTING, V1 SUBUNIT E ISOFORM 1 Atp6v1e1 1.61 1.01 2.81
PHYTN_DEHYDRO AND PYR_REDOX DOMAIN CONTAINING PROTEIN RGD1 RGD1303232 2.45
ACONITASE 2, MITOCHONDRIAL Aco2 2.63
ALDOLASE A Aldoa 1.25 1.21
HEXOKINASE 1 Hk1 0.70 0.88 0.90 1.07 1.01 1.21
HEXOKINASE 3 Hk3 2.34
LIPASE, HORMONE SENSITIVE Lipe 1.34
MONOAMINE OXIDASE B Maob 1.54 1.40 1.65 0.84
MALIC ENZYME 1 Me1 1.86 1.16 0.56 0.93
CYTOCHROME P450, FAMILY 27, SUBFAMILY A, POLYPEPTIDE 1 Cyp27a1 1.17 2.20 1.01 1.90
CYTOCHROME P450, FAMILY 2, SUBFAMILY D, POLYPEPTIDE 22 Cyp2d22 1.90
MALATE DEHYDROGENASE 1, NAD Mdh1 1.36
LACTATE DEHYDROGENASE A Ldha 0.79 0.83 0.90 1.22
LACTATE DEHYDROGENASE D Ldhd 0.52



CYTOCHROME P450, FAMILY 4, SUBFAMILY F, POLYPEPTIDE 2 Cyp4f2 0.73 0.88 1.01 1.40 1.34 2.49
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
3-HYDROXY-3-METHYLGLUTARYL-COENZYME A LYASE Hmgcl 0.58
SURFEIT 1 Surf1 0.62
Glycolysis/gluconeogenesis pEASE value: IONT: 1,30E-10
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
HEXOKINASE 2 Hk2 0.12 0.30 0.21 2.00 0.26 0.33 0.67 0.78 0.39
PHOSPHOFRUCTOKINASE, LIVER, B-TYPE Pfkl 5.14 3.89 5.14 3.64 2.43 3.80 4.98 5.88 9.16 3.12 4.80
PHOSPHOGLUCOMUTASE 1 Pgm1 0.76 1.22 1.08 1.15 1.19 1.39 1.19 1.28
PROMININ 1 Prom1 1.59 1.22 1.64 0.87 1.43 1.65
PYRUVATE DEHYDROGENASE PHOSPHATASE ISOENZYME 2 Pdp2 0.47 0.44
Fructose/mannose metabolism
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
6-PHOSPHOFRUCTO-2-KINASE/FRUCTOSE-2,6-BIPHOSPHATASE 2 Pfkfb2 0.33 0.34 0.29 0.38 0.49 0.74 0.24 0.26 0.26 0.39 0.30
MANNOSE PHOSPHATE ISOMERASE Mpi_mapped 0.68 0.49 0.57 0.59 0.86 0.90 0.37
Carboxylic acid pEASE value: IONT: 2,00E-10 IONC: 6,60E-05
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACETYL-COENZYME A CARBOXYLASE ALPHA Acaca 0.35 0.30
ACYL-COA SYNTHETASE LONG-CHAIN FAMILY MEMBER 1 Acsl1 0.59 0.31
ARGINASE 2 Arg2 0.31 0.28 0.29 0.33
THREONINE SYNTHASE-LIKE 1 Thnsl1 1.33 0.57 0.52
ACYL-COA SYNTHETASE LONG-CHAIN FAMILY MEMBER 6 Acsl6 0.71 0.90 0.90 1.21 0.61
NUCLEAR RECEPTOR BINDING FACTOR 1 Nrbf1 0.38 0.88 0.72 1.56 0.29
PHOSPHOSERINE AMINOTRANSFERASE 1 Psat1 0.79 0.53 0.70 0.90 0.41
PHOSPHOSERINE PHOSPHATASE Psph 0.71 0.73 0.68 0.88 0.60 0.56
PYRROLINE-5-CARBOXYLATE SYNTHETASE  Pycs_predicted 0.43 1.00 1.00 0.27 0.42 0.50 0.40
GLUTATHIONE S-TRANSFERASE OMEGA 1 Gsto1 1.79 1.77 2.47 1.79 1.37 1.45 1.70 2.04 1.77 1.48 1.87
SOLUTE CARRIER FAMILY 16 , MEMBER 1 Slc16a1 0.69 0.61 0.59 0.60 1.23 0.43
CARNITINE PALMITOYLTRANSFERASE 1, LIVER Cpt1a 0.44 0.49
FATTY ACID AMIDE HYDROLASE Faah 0.70 0.64 0.45
SOLUTE CARRIER FAMILY 16 , MEMBER 6 Slc16a6 0.30 0.34
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADIPONECTIN RECEPTOR 2 Adipor2 4.06 1.01 3.49
ALDO-KETO REDUCTASE FAMILY 1, MEMBER D1 Akr1d1 1.59
N-ACYLSPHINGOSINE AMIDOHYDROLASE 1 Asah1 1.63
GLYCERONEPHOSPHATE O-ACYLTRANSFERASE Gnpat 1.31
TUMOR DIFFERENTIALLY EXPRESSED 1, LIKE Tde2 0.56
LIPOIC ACID SYNTHETASE Lias 0.50
PROTEIN KINASE, AMP-ACTIVATED, GAMMA 2 NON-CATALYTIC SUBUNIT Prkag2 1.35
STEROL-C4-METHYL OXIDASE-LIKE Sc4mol 1.24 0.82 0.94
STEAROYL-COENZYME A DESATURASE 2 Scd2 0.39
STEROL CARRIER PROTEIN 2 Scp2 1.37
SIDEROFLEXIN 5 Sfxn5 1.90
UDP GLYCOSYLTRANSFERASE 1 FAMILY POLYPEPTIDE A11 Ugt1a11 1.52 2.59 1.23 1.20 4.10
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
BRANCHED CHAIN AMINOTRANSFERASE 1, CYTOSOLIC Bcat1 1.35
CARNITINE ACETYLTRANSFERASE Crat 2.09
HISTIDINE DECARBOXYLASE Hdc 1.22
PROTEIN KINASE, AMP-ACTIVATED, ALPHA 2 CATALYTIC SUBUNIT Prkaa2 0.20
SELENOCYSTEINE LYASE Scly 0.28
Carbohydrate metabolism pEASE value: IONT: 5,90E-13
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CARBOHYDRATE SULFOTRANSFERASE 10 Chst10 1.40 1.30 1.30 1.39 1.06 1.28
CHITOBIASE, DI-N-ACETYL- Ctbs 1.88 2.96 1.21 1.97 1.51 1.55
GALACTOSE-4-EPIMERASE, UDP Gale 0.42 0.72 0.36 0.43 0.39 1.00 1.00 0.50
HYALURONIDASE 3 Hyal3 0.44
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMYLASE 1, SALIVARY Amy1 1.25
BETA-1,3-GLUCURONYLTRANSFERASE 2 B3gat2 0.74 0.80 0.73 0.72 0.74 0.96
UDP-GAL:BETAGLCNAC BETA 1,4- GALACTOSYLTRANSFERASE, POLYPEPTIB4galt1_mapped 1.22
XYLOSYLPROTEIN BETA1,4-GALACTOSYLTRANSFERASE, POLYPEPTIDE 7 B4galt7 1.40
CARBOHYDRATE KINASE-LIKE Carkl 1.90
FUCOSIDASE, ALPHA-L- 2, PLASMA Fuca2 1.50 1.13 1.36
GLUCOSE 6 PHOSPHATASE, CATALYTIC, 3 G6pc3 0.71 0.86 1.12 1.31 1.28 1.50
GLUCOSIDASE BETA 2 Gba2 0.72
GLUTAMINE-FRUCTOSE-6-PHOSPHATE TRANSAMINASE 2 Gfpt2 1.89 1.41 1.30
GLYOXYLASE 1 Glo1 1.29 0.89 1.22
GLUCOSAMINE -6-SULFATASE Gns 1.27
INOSITOL 1,4,5-TRISPHOSPHATE 3-KINASE A Itpka 0.77 0.79 0.76 0.80 0.81 2.15
MANNOSIDASE, ALPHA, CLASS 2C, MEMBER 1 Man2c1 0.56
O-LINKED MANNOSE BETA1,2-N-ACETYLGLUCOSAMINYLTRANSFERASE MGC94463 1.40 1.06 1.42



PYRUVATE DEHYDROGENASE KINASE, ISOENZYME 2 Pdk2 0.77 1.37 1.20 1.05
UDP-GLUCOSE PYROPHOSPHORYLASE 2 Ugp2 1.63 1.39 1.43
Carbohydrate biosynthesis
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PHOSPHOMANNOMUTASE 1 Pmm1 0.73 0.86 0.89 1.54 0.63
PHOSPHORYLASE KINASE ALPHA 1 Phka1 0.51 0.47 0.45 0.47 0.49 0.94 0.56 0.56 0.53 0.54 0.57
Carbohydrate transport
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SOLUTE CARRIER FAMILY 37 , MEMBER 4 Slc37a4 0.56 0.81 0.60 0.89 0.73 1.22 0.35
SOLUTE CARRIER FAMILY 2 , MEMBER 3 Slc2a3 0.71 0.94 0.62 0.64 0.46 0.51
Aminoacid metabolism pEASE value: IONT: 2,00E-21 IONC: 8,20E-20
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
GLUTAMINASE Gls 0.72 0.56 0.87 0.76 1.79 0.25
GLUTAMATE OXALOACETATE TRANSAMINASE 1 Got1 0.53 0.88 0.47 0.55
SERINE RACEMASE Srr 0.80 0.84 0.65 0.53
CREATINE KINASE, MITOCHONDRIAL 1, UBIQUITOUS Ckmt1 0.51 0.44
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ACI-REDUCTONE DIOXYGENASE -LIKE PROTEIN 1 Alp1 1.77 1.20
ARGININOSUCCINATE LYASE Asl 1.59 1.35 1.38 1.42 1.10 1.39
BRANCHED CHAIN KETOACID DEHYDROGENASE E1, ALPHA POLYPEPTIDE Bckdha 2.15
CDC LIKE KINASE 4 Clk4 1.61 0.68
C-TERMINAL BINDING PROTEIN 2 Ctbp2 1.45
GUANIDINOACETATE METHYLTRANSFERASE Gamt 0.72 0.56 0.87 1.13 1.70 1.28
GLYCINE C-ACETYLTRANSFERASE Gcat 1.27
GLUTAMINE-FRUCTOSE-6-PHOSPHATE TRANSAMINASE 2 Gfpt2 1.89 1.41 1.30
GUANINE MONPHOSPHATE SYNTHETASE Gmps 1.75 1.12 1.42
METHYLCROTONOYL-COENZYME A CARBOXYLASE 1 Mccc1 0.64
ORNITHINE DECARBOXYLASE ANTIZYME INHIBITOR Oazin 1.36
ORNITHINE DECARBOXYLASE 1 Odc1 1.68 1.12 1.53
PROLYL 4-HYDROXYLASE, BETA POLYPEPTIDE P4hb 1.29 1.07 1.25
6-PYRUVOYL-TETRAHYDROPTERIN SYNTHASE Pts 1.96
SERINE HYDROXYMETHYL TRANSFERASE 2 Shmt2 1.78
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CREATINE KINASE, MITOCHONDRIAL 2, SARCOMERIC Ckmt2 1.40
HISTIDINE DECARBOXYLASE Hdc 1.22
SELENOCYSTEINE LYASE Scly 0.28
Biopolymer metabolism
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE KINASE 1, ALPHA Camkk1 0.74 0.92 0.80 1.26
NERVOUS SYSTEM POLYCOMB 1 Nspc1 0.57 0.77 0.72
PROTEIN PHOSPHATASE 1J Ppm1j 0.61 1.00 1.03 2.19
PALMITOYL-PROTEIN THIOESTERASE 2 Ppt2 1.97
PROTEIN KINASE C, ETA Prkch 0.36 0.74 0.38
PROTEIN TYROSINE PHOSPHATASE 4A2 Ptp4a2 1.39 1.13 1.30
PROTEIN TYROSINE PHOSPHATASE, NON-RECEPTOR TYPE 18 Ptpn18 3.32
PROTEIN TYROSINE PHOSPHATASE, NON-RECEPTOR TYPE 23 Ptpn23 3.10
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, D Ptprd 1.52
SELENOPHOSPHATE SYNTHETASE 1 Sephs1 0.76
SERINE/THREONINE KINASE 10 Stk10 1.39 1.18 2.18
SERINE/THREONINE KINASE 23 Stk23 15.81
SERINE/THREONINE KINASE 6 Stk6 1.50
Oxidoreductase activity pEASE value: IONT: 9,50E-08 IONC: 1,20E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CYTOCHROME B-245, BETA POLYPEPTIDE Cybb 1.31 1.05 4.73
CYTOCHROME P450, FAMILY 2, SUBFAMILY F, POLYPEPTIDE 2 Cyp2f2 1.35
2-4-DIENOYL-COENZYME A REDUCTASE 2, PEROXISOMAL Decr2 2.41 0.94 1.68
DUAL OXIDASE 2 Duox2 1.64
HYDROXYSTEROID  DEHYDROGENASE 8 Hsd17b8 1.42 1.51 1.46 1.76 1.06 1.75
SHORT-CHAIN DEHYDROGENASE/REDUCTASE 9 MGC108860 2.86 1.22 2.45
NADH DEHYDROGENASE  1 ALPHA SUBCOMPLEX, 4 Ndufa4 1.40
Primary metabolism, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
AMINOADIPATE AMINOTRANSFERASE Aadat 4.61 2.50 4.07 3.90 2.68 3.88 3.62 1.00 1.00 1.00 3.26
ACYL-COENZYME A BINDING DOMAIN CONTAINING 5 Acbd5 1.18 1.08 0.78 0.80 0.74 0.83 0.62
PANTOTHENATE KINASE 4 Pank4 0.86 0.60 0.84 0.82 0.50
SERINE/THREONINE KINASE 22 SUBSTRATE 1 Stk22s1 0.43 0.79 0.81 1.55 0.40
1-ACYLGLYCEROL-3-PHOSPHATE O-ACYLTRANSFERASE 3 Agpat3_predicted 0.45 0.33 0.46 0.60
3'-PHOSPHOADENOSINE 5'-PHOSPHOSULFATE SYNTHASE 2 Papss2_predicted 0.52 0.56 0.54 0.81 0.55 0.52 0.51 0.51 0.52 0.51
CARBONIC ANHYDRASE 14 Car14_predicted 0.39 0.68 0.28 0.20 0.40 0.43 0.65
F-BOX ONLY PROTEIN 36 Fbxo36_predicted 3.75 1.61 2.16 1.02 3.04
GLUTAMIC PYRUVATE TRANSAMINASE  2 Gpt2_predicted 0.43 0.60 0.36 0.73 0.26 1.70 0.30 0.27 0.30 0.30 0.33



KIN OF IRRE LIKE 1 Kirrel1 0.43 0.47 0.48 0.48 0.62 0.65 0.38 0.34 0.47 0.52 0.39
BIOTINIDASE Btd 0.84 0.81 0.86 0.88 1.01 1.64 0.49
COPROPORPHYRINOGEN OXIDASE Cpox 1.44 0.64 0.99 0.71 0.41
UDP GLYCOSYLTRANSFERASE 1 FAMILY, POLYPEPTIDE A1 Ugt1a1Ugt1a6Ugt1a8 2.09 4.10 1.15
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ACYL-COENZYME A BINDING DOMAIN CONTAINING 4 Acbd4 0.87 1.23 1.01 1.40
ACIDIC  NUCLEAR PHOSPHOPROTEIN 32 FAMILY, MEMBER E Anp32e 0.85 1.35
ARMADILLO REPEAT CONTAINING 5 Armc5 1.75
CAMELLO-LIKE 1 Cml1 1.35 2.59 1.07 1.68
CARNITINE PALMITOYLTRANSFERASE 1C Cpt1c 1.62 1.06 1.69
CYTIDINE TRIPHOSPHATE SYNTHASE II Ctps2 0.52 0.86 0.65
DRE1 PROTEIN Dre1 1.59 1.09 1.03 0.89 0.79 0.73
DUAL SPECIFICITY PHOSPHATASE 5 Dusp5 2.05 1.80 2.66 1.78 1.07 1.58
GRANULIN Grn 1.82 1.79 1.74 0.94
3-HYDROXYISOBUTYRYL-COENZYME A HYDROLASE Hibch 1.22
HIGH MOBILITY GROUP AT-HOOK 1 Hmga1 0.81 1.69 1.34
ALPHA-1,3-MANNOSYL-GLYCOPROTEIN 2-BETA-N-ACETYLGLUCOSAMINYLMgat1 0.73 0.93 0.79 1.36
MYELOID/LYMPHOID OR MIXED-LINEAGE LEUKEMIA ; TRANSLOCATED TOMllt10 1.71 1.21 1.02 1.07 1.06 1.55
MOLYBDOPTERIN SYNTHASE Mocs2 2.25
NAD SYNTHETASE 1 Nadsyn1 2.69 1.10 2.70
NITRILASE 1 Nit1 1.29 1.07 1.48
O-ACYLTRANSFERASE  DOMAIN CONTAINING 2 Oact2 1.14 1.26 1.25
PROTEIN PHOSPHATASE 2C, MAGNESIUM DEPENDENT, CATALYTIC SUBUN Ppm2c 1.56
SULFATASE 2 Sulf2 1.46 1.69 1.85 1.83 1.14 1.86
THYROTROPH EMBRYONIC FACTOR Tef 0.75 4.74
FASTING-INDUCIBLE INTEGRAL MEMBRANE PROTEIN TM6P1 Tm6p1 2.43
XYLOSYLTRANSFERASE II Xylt2 1.34 1.08 1.58
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
DISCS, LARGE HOMOLOG-ASSOCIATED PROTEIN 4 Dlgap4 0.54
GUANYLATE KINASE 1 Guk1 0.65
SEPIAPTERIN REDUCTASE Spr 1.98 1.22 1.57 1.61
PANTOTHENATE KINASE 2  Pank2_predicted 0.36 0.41 0.39

Cytoskeleton pEASE value: IONT: 2,70E-11 IONC: 8,20E-13
Actin/actin binding pEASE value: IONT: 2,40E-20 IONC: 4,90E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACTIN RELATED PROTEIN 2/3 COMPLEX, SUBUNIT 5-LIKE Arpc5l 1.54 0.58
PDZ AND LIM DOMAIN 3 Pdlim3 1.38 1.39 1.51 1.43 1.88 1.33 1.55 1.52 1.61 1.47 1.53
TROPOMODULIN 1 Tmod1 4.98 4.41 5.11 4.24 1.22 2.98 5.02 4.76 7.94 3.43 7.18
LYMPHOCYTE CYTOSOLIC PROTEIN 1 Lcp1 2.67 2.65 1.40 1.59 4.34
PROTEIN KINASE C AND CASEIN KINASE SUBSTRATE IN NEURONS 2 Pacsin2 0.46 0.64 0.46 0.77 0.31 0.53
TALIN Tln 0.75 1.52 1.27 1.27 1.90
MICROTUBULE-ASSOCIATED PROTEIN 1B Map1b 1.65 1.34 1.25
CPG2 PROTEIN CPG2 0.64 0.69 0.40 0.72 0.60 0.32 0.52 0.51 0.62 0.50
ADDUCIN 1 Add1 0.59 0.96 0.75 0.87 0.67
MYOSIN, HEAVY POLYPEPTIDE 9 Myh9 4.74 4.78 2.23 4.86
ACTIN RELATED PROTEIN 2/3 COMPLEX, SUBUNIT 1B Arpc1b 2.97 2.29 3.69 2.90 2.07 1.19 4.90
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
A KINASE  ANCHOR PROTEIN 2 Akap2 2.50
ADVILLIN Avil 3.70 1.85 6.47
CYSTEINE AND GLYCINE-RICH PROTEIN 1 Csrp1 2.02 1.46 1.32
ERYTHROCYTE PROTEIN BAND 4.1-LIKE 1 Epb4.1l1 0.54
ESPIN Espn 0.81 1.53 1.03 1.97
MYOSIN PHOSPHATASE-RHO INTERACTING PROTEIN Mrip 1.25
MYOSIN IB Myo1b 1.36 1.10 1.48 0.75
PLASTIN 3 Pls3 0.42
RADIXIN Rdx 0.61
REVERSION INDUCED LIM GENE Ril 3.31 1.43 2.38
USHER SYNDROME 1C HOMOLOG Ush1c 1.43
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ACTIN ALPHA CARDIAC 1 Actc1 1.78
GLIA MATURATION FACTOR, GAMMA Gmfg 6.34
SPECTRIN BETA 2 Spnb2 0.62
Intermediate filament pEASE value: IONT: 1,2E-22 IONC: 9,40E-14
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
GLIAL FIBRILLARY ACIDIC PROTEIN Gfap 10.58 5.80 17.85 7.56 9.01 3.92 19.11 17.63 17.50 8.25 17.97
INTERNEXIN, ALPHA Inexa 0.39 0.50
NEUROFILAMENT 3, MEDIUM Nef3 0.76 0.80 0.47 0.54 0.22 0.06 0.48 0.60 0.35 0.40 0.20
NEUROFILAMENT, HEAVY POLYPEPTIDE Nefh 0.29 0.21 0.04 0.05 0.70 0.95 0.28 0.20 0.08
NEUROFILAMENT, LIGHT POLYPEPTIDE Nfl 0.60 0.65 0.17 0.12 0.06 0.39 0.43 0.18
PERIPHERIN 1 Prph1 1.38 1.03 0.25 0.07 0.03 1.80 0.93 0.61 0.16



Microtubule pEASE value: IONT: 9,70E-23 IONC: 3,30E-08
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
HOOK HOMOLOG 3 Hook3 0.32 0.37
MICROTUBULE ASSOCIATED SERINE/THREONINE KINASE 1 MAST1 0.42
MID1 INTERACTING G12-LIKE PROTEIN Mig12 0.40
MICROTUBULE-ASSOCIATED PROTEIN 2 Mtap2 0.23 0.67 0.27
SPASTIC PARAPLEGIA 7 HOMOLOG Spg7 1.52
TRINUCLEOTIDE REPEAT CONTAINING 6 Tnrc6_predicted 0.75 0.44 0.66
Cell-cycle cytoskeleton
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
PROTEIN REGULATOR OF CYTOKINESIS 1 Prc1_predicted 0.19 0.44 0.38 0.13 0.29 0.39 0.57 0.38
KINESIN HEAVY CHAIN FAMILY, MEMBER 2 Kif2 0.70 0.86 0.71 0.75 0.81 0.56
KINESIN-RELATED PROTEIN 2 Kif2c 1.67 0.62 0.88 0.56 0.28
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
KINESIN FAMILY MEMBER 22 Kif22 1.19 3.28 2.21 1.91
KINESIN FAMILY MEMBER 3C Kif3c 0.48
KINESIN FAMILY MEMBER 5A Kif5a 0.35
Contraction
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
TROPOMYOSIN 3, GAMMA Tpm3 1.21 1.18 1.22 1.16 2.96
MYOMESIN 2 Myom2 0.32 0.59 0.30 0.69 0.69 0.13
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CALPONIN 3, ACIDIC Cnn3 2.27
MYOSIN HEAVY CHAIN, POLYPEPTIDE 6 Myh6 2.08 0.30 1.23
TROPOMYOSIN 4 Tpm4 1.65 1.51 1.33 0.84
PROTEIN PHOSPHATASE 1, REGULATORY  SUBUNIT 12A Ppp1r12a 0.68
Intracellular transport pEASE value: IONT: 1,70E-24 IONC: 1,10E-38
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ARP10 ACTIN-RELATED PROTEIN 10 HOMOLOG Actr10 1.85
A KINASE  ANCHOR PROTEIN 6 Akap6 2.97
DYNEIN, CYTOPLASMIC, INTERMEDIATE CHAIN 2 Dncic2 0.75
KINESIN 2 Kns2 1.51 1.38 1.40
MICROTUBULE-ASSOCIATED PROTEIN, RP/EB FAMILY, MEMBER 3 Mapre3 0.58 0.65 0.59 0.73 0.65 1.20
MYOSIN, HEAVY POLYPEPTIDE 14 Myh14 0.77 1.44 1.06 1.54 1.26 1.39
MYOSIN VIIA AND RAB INTERACTING PROTEIN Myrip 1.58
TUBULIN, BETA, 2 Tubb2 0.71
TUBULIN, BETA 4 Tubb4 0.67 0.47 0.99 0.50
TUBULIN, BETA 5 Tubb5 0.52 0.99 0.64
Cytoskeleton, Cell motility
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ARP2 ACTIN-RELATED PROTEIN 2 HOMOLOG Actr2 1.25 1.41 2.41
ACTIN RELATED PROTEIN 2/3 COMPLEX, SUBUNIT 5 Arpc5 1.20 1.16 1.35 1.10 1.30 0.81
HYALURONAN MEDIATED MOTILITY RECEPTOR Hmmr 2.25 1.05 1.40 0.60
TROPOMYOSIN 1, ALPHA Tpm1 3.65 1.07 4.84
Cytoskeleton, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
BARDET-BIEDL SYNDROME 4 Bbs4_predicted 0.38 0.47 0.38 0.71 0.47
LEUCINE RICH REPEAT AND FIBRONECTIN TYPE III DOMAIN CONTAINING 5Lrfn5_predicted 0.30 0.49 0.29 0.43 0.39 0.38
ECHINODERM MICROTUBULE ASSOCIATED PROTEIN LIKE 1 Eml1 0.52 0.42
DELETED IN LIVER CANCER 1 Dlc1 0.43 0.74 0.47 0.72 0.71 0.42
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
DYNACTIN 4 Dctn4 1.15 0.62
DYNEIN, AXONEMAL, HEAVY POLYPEPTIDE 7 Dnah7 1.54
ECHINODERM MICROTUBULE ASSOCIATED PROTEIN LIKE 2 Eml2 3.09
ECTONUCLEOSIDE TRIPHOSPHATE DIPHOSPHOHYDROLASE 5 Entpd5 2.26 1.16 2.25
GALECTIN-RELATED INTER-FIBER PROTEIN Grifin 0.15
TYPE II KERATIN KB1 Kb1 0.63 0.86 0.58
KINESIN FAMILY MEMBER 1A Kif1a 2.47
LAMIN A Lmna 2.93 1.26 3.54 2.28
MICROTUBULE-ASSOCIATED PROTEIN 1 A Mtap1a 0.70 0.81 0.88 0.62 0.51 0.35
MYELIN BASIC PROTEIN EXPRESSION FACTOR 2, REPRESSOR Myef2 1.30
NEXILIN Nexn 0.31
PLECTIN 1 Plec1 2.11 1.72 1.44 1.20
PLECKSTRIN HOMOLOGY DOMAIN CONTAINING, FAMILY C  MEMBER 1 Plekhc1 2.66
THYMOSIN BETA-LIKE PROTEIN 1 Tmsbl1 2.02 1.37 2.29 1.73 1.62 0.66
PAXILLIN Pxn 0.55 0.64 0.62 0.86 0.81 0.99

Extra Cellular Matrix pEASE value: IONT: 8,2E-08 IONC: 4,10E-07
Structural
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CHITINASE 3-LIKE 1 Chi3l1 2.37 2.93 5.77 5.13 3.97 2.90 5.86 5.60 6.80 3.68 5.28



PROCOLLAGEN, TYPE XXVII, ALPHA 1 Col27a1 2.24 2.05
PROCOLLAGEN, TYPE IV, ALPHA 1 Col4a1 0.39 0.47
COLLAGEN, TYPE V, ALPHA 3 Col5a3 2.79 2.46
PROCOLLAGEN, TYPE X, ALPHA 1 Col10a1 1.28 0.67 0.42
PROCOLLAGEN, TYPE II, ALPHA 1 Col2a1 0.44 0.79 0.80 0.86 0.76 1.26 0.42
INTERPHOTORECEPTOR MATRIX PROTEOGLYCAN 2 Impg2 0.82 3.05 0.49 2.44
MATRIX GLA PROTEIN Mgp 3.68 2.63 5.46 3.45 1.38 1.93 8.49 3.09 5.27
PROCOLLAGEN, TYPE IX, ALPHA 1 Col9a1 0.60 0.70 1.02 1.20 1.22 1.19 0.48
ECM, Cell Adhesion pEASE value: IONT: 4,10E-07 IONC: 1,40E-07 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CADHERIN 13 Cdh13 2.68 2.90
MEMBRANE PROTEIN, PALMITOYLATED 4 Mpp4 0.50 0.91 0.38 0.86 0.36 0.53 0.60 0.75 0.56
CD96 ANTIGEN Cd96 1.19 0.60 0.82 0.82 0.46
PLAKOPHILIN 2 Pkp2 1.11 0.82 0.67 0.58 0.75 0.35
GLYCOPROTEIN 38 Gp38 7.09 2.32 6.38 2.95 3.12 1.58 7.02 6.27 5.22 2.91 4.30
CD47 ANTIGEN Cd47 3.07 1.13 1.74 2.24 2.05
TIGHT JUNCTION PROTEIN 2 Tjp2 0.67 1.27 0.70
TRANSMEMBRANE PROTEIN VEZATIN MGC94969 0.54 0.61 0.59 0.46 0.65 0.65 0.88 0.66
LAMININ CHAIN LOC305078 0.23 0.43 0.21 0.34 0.21 0.15
MICROFIBRILLAR-ASSOCIATED PROTEIN 4 Mfap4 0.18 1.49 0.24
JUNCTION ADHESION MOLECULE 2 Jam2 0.61 0.80 0.73 0.75 0.49
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
GPI-ANCHORED METASTASIS-ASSOCIATED PROTEIN HOMOLOG C4.4a 3.41
CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE II INHIBITOR 1 Camk2n1 0.78 0.76 0.80 0.62 0.66 0.60
T-CELL IMMUNOMODULATORY PROTEIN Cda08 1.67 1.05 1.67
CADHERIN 11 Cdh11 2.18
CADHERIN 6 Cdh6 1.32
CLAUDIN 19 Cldn19 2.06 0.83
NEUROTRIMIN Hnt 1.93 1.21 2.13
MELANOMA CELL ADHESION MOLECULE Mcam 2.96 1.04 1.27
NEUROFASCIN Nfasc 1.61
NEUREXIN 2 Nrxn2 1.92
OPIOID-BINDING PROTEIN/CELL ADHESION MOLECULE-LIKE Opcml 1.80 1.29 1.90 0.77
PROTOCADHERIN 7 Pcdh7 0.50 1.00 0.34
SYNDECAN 1 Sdc1 1.92
SYNDECAN 4 Sdc4 1.56 0.79
TESTICULAR CELL ADHESION MOLECULE 1 Tcam1 1.83
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
TENASCIN R Tnr 0.31 0.37 0.33
COLLAGEN, TYPE III, ALPHA 1 Col3a1 9.07
PLATELET/ENDOTHELIAL CELL ADHESION MOLECULE Pecam 1.28
NEUROLIGIN 3 Nlgn3 1.90
ECM Metabolism
TISSUE INHIBITOR OF METALLOPROTEINASE 1 Timp1 18.44 2.24 16.58 4.38 6.24 1.81 20.29 14.76 15.99 8.84 7.78
MATRIX METALLOPEPTIDASE 3 Mmp3 258.44 2.82 22.25 2.00 1.12 1.66 51.31
SECRETED ACIDIC CYSTEINE RICH GLYCOPROTEIN Sparc 0.47 2.14 1.05 1.80 2.97
ECM, Cell Motility
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
KELCH REPEAT AND BTB  DOMAIN CONTAINING 10 Kbtbd10 2.44 1.05 1.59
MOESIN Msn 0.77 4.02 1.51 3.23
SYNDECAN BINDING PROTEIN Sdcbp 1.31 1.29 1.43 1.43 1.17
WD REPEAT DOMAIN 44 Wdr44 0.38
ECM, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ANKYRIN REPEAT DOMAIN 15 Ankrd15 0.67 0.80 0.73
ANKYRIN REPEAT DOMAIN 16 Ankrd16 2.55
GLYCOPROTEIN 49B Gp49b 1.45 1.18 1.48 1.25 1.35 0.85
LECTIN, GALACTOSIDE-BINDING, SOLUBLE 2 Lgals2 1.84
LECTIN, GALACTOSE BINDING, SOLUBLE 3 Lgals3 5.33 1.60 4.31 4.16 2.79 0.88
NIEMANN PICK TYPE C2 Npc2 1.44 1.48 1.70
PROTEOGLYCAN PEPTIDE CORE PROTEIN Pgsg 1.81 1.58
POPEYE DOMAIN CONTAINING 2 Popdc2 1.50 0.98 1.72

Development
Nervous system pEASE value: IONT: 7,80E-17 IONC: 2,10E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CONTACTIN 3 Cntn3 0.69 1.00 0.69 0.69 0.70
MUSASHI HOMOLOG 1 Msi1h 0.59 0.59 0.62 0.84 0.86 0.50
SODIUM CHANNEL ASSOCIATED PROTEIN 1 Sap1 1.23 0.61 0.93 0.58 0.34
SH3 DOMAIN PROTEIN 2A Sh3gl2 0.67
NEL-LIKE 1 Nell1 0.33 0.46 0.25 0.36 0.33 0.24



NEURITIN Nrn1 0.22 0.05 0.03 0.01 0.65 0.19 0.17 0.04
OLFACTOMEDIN 1 Olfm1 0.42 0.71 0.90 0.55 0.58 0.54
SERINE  PEPTIDASE INHIBITOR, CLADE I, MEMBER 1 Serpini1 1.50 0.64 0.85 0.66 0.62
SYNUCLEIN, GAMMA Sncg 0.92 0.72 0.45 0.27 0.24 0.06 0.67 0.81 0.34 0.30 0.24
NEURAL PRECURSOR CELL EXPRESSED, DEVELOPMENTALLY DOWN-REGUNedd9 0.48 0.51 0.47 0.55 0.67 0.76 0.76
NEUREXIN 3 Nrxn3 0.49 0.70 0.43 0.39
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
BONE MORPHOGENETIC PROTEIN 4 Bmp4 0.33
CADHERIN 22 Cdh22 2.68 1.15 2.00
CREATINE KINASE, BRAIN Ckb 1.64
CYTOCHROME C OXIDASE, SUBUNIT XVII ASSEMBLY PROTEIN HOMOLOG Cox17 1.42 1.03 1.50
DIGEORGE SYNDROME CRITICAL REGION GENE 14 Dgcr14 2.48
DIHYDROPYRIMIDINASE-LIKE 3 Dpysl3 0.55 0.96 0.40
DIHYDROPYRIMIDINASE-LIKE 4 Dpysl4 1.18 1.09 1.32 1.56
DIHYDROPYRIMIDINASE-LIKE 5 Dpysl5 0.62 0.71 0.56 0.88 1.93 1.24
DEVELOPMENTALLY REGULATED RNA-BINDING PROTEIN 1 Drb1 1.37 1.02 1.34
DOWN SYNDROME CELL ADHESION MOLECULE Dscam 0.67 0.93 0.73 1.24
GLYPICAN 2 Gpc2 1.21
MEGF10 PROTEIN Megf10 1.49 1.55 1.62
NOTCH GENE HOMOLOG 1 Notch1 1.75 1.22 2.83
NUMB GENE HOMOLOG Numb 0.51 0.96 0.52 0.87
NEURONAL GROWTH REGULATOR 1 Negr1 0.55
NOTCH GENE HOMOLOG 2 Notch2 1.47 1.18 1.47
NEURAL PROLIFERATION, DIFFERENTIATION AND CONTROL, 1 Npdc1 1.13 1.79 1.62
NUMB-LIKE Numbl 0.55
ORTHODENTICLE HOMOLOG 1 Otx1 1.48
PROGESTERONE RECEPTOR MEMBRANE COMPONENT 1 Pgrmc1 1.49 1.01 1.58 1.08 1.35
PLASTICITY RELATED GENE 1 Prg1 1.43 1.41 1.38 1.17 1.16
PLECKSTRIN AND SEC7 DOMAIN CONTAINING Psd 4.28
RADICAL FRINGE GENE HOMOLOG Rfng 2.00
ROUNDABOUT HOMOLOG 2 Robo2 0.58 0.53 0.48 0.55
MAD HOMOLOG 1 Smad1 1.39 1.02 3.10
LENS INTRINSIC MEMBRANE PROTEIN 2, 19KDA Lim2 0.06
STATHMIN-LIKE 2 Stmn2 0.76 0.91 0.59
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CHARGED AMINO ACID RICH LEUCINE ZIPPER 1 Crlz1 0.65
FORKHEAD BOX G1 Foxg1 1.42
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, U Ptpru 0.59 0.78
RETINA AND ANTERIOR NEURAL FOLD HOMEOBOX Rax 0.48
MYELIN-ASSOCIATED OLIGODENDROCYTIC BASIC PROTEIN Mobp 2.80
OLFACTOMEDIN 3 Olfm3 0.51
Development, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ERYTHROCYTE PROTEIN BAND 4.1-LIKE 5 Epb4.1l5 0.78 0.41
KINESIN FAMILY MEMBER 3A Kif3a 0.86 0.59 0.62 0.64 0.58 0.53
LAMININ RECEPTOR 1 Lamr1 1.75 1.32
LUC7-LIKE Luc7l 0.49 0.47 0.42 0.66 0.29 0.30 0.32 0.47 0.44
GLYCOPROTEIN  NMB Gpnmb 4.61 2.64 14.66 14.67 4.79 1.53 21.78
KERATIN COMPLEX 1, ACIDIC, GENE 19 Krt1-19 0.42 0.82 0.43 0.47
ORTHODENTICLE HOMOLOG 2 Otx2 1.25 0.68 1.00 0.82 0.53
SELECTIVE LIM BINDING FACTOR, RAT HOMOLOG Slb 1.21 0.59 0.95 0.56 0.46
TRANSGELIN 2 Tagln2 4.99 1.36 6.15 2.50 3.10 0.91 4.08 3.77 5.27
HERMANSKY-PUDLAK SYNDROME 1 HOMOLOG Hps1 0.75 1.63 1.69 2.19 1.79
PROGRESSIVE ANKYLOSIS HOMOLOG Ank 1.79 1.25 1.95 2.35 2.24 2.11 1.32 1.91
HAIRY AND ENHANCER OF SPLIT 5 Hes5 0.65 0.99 0.65 0.66 0.66
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ARYLSULFATASE E Arse 2.54 1.03 2.13
BONE MORPHOGENETIC PROTEIN 1 Bmp1 1.60
BONE MORPHOGENETIC PROTEIN 15 Bmp15 3.24
BONE MORPHOGENETIC PROTEIN 2 Bmp2 0.25
COLLAGEN, TYPE 1, ALPHA 1 Col1a1 2.13
CYSTEINE-RICH SECRETORY PROTEIN LCCL DOMAIN CONTAINING 2 Crispld2 0.51 1.00 0.50 1.63
COLONY STIMULATING FACTOR 1 Csf1 0.73
CYSTEINE-RICH PROTEIN 3 Csrp3 1.83
ESTROGEN RELATED RECEPTOR, ALPHA Esrra 1.58 1.08 3.42
FLOTILLIN 1 Flot1 1.60
FLOTILLIN 2 Flot2 2.16 1.58 2.90 1.54 1.32 1.34
GEPHYRIN Gphn 1.28
HEXOSAMINIDASE B Hexb 1.36 1.30 1.58
KERATIN 10 Krt10 1.50 1.09 1.27 0.75
KERATIN COMPLEX 1, ACIDIC, GENE 18 Krt1-18 3.92 1.65 1.87
KERATINOCYTE DIFFERENTIATION ASSOCIATED PROTEIN Krtdap 2.08



LAMININ, ALPHA 5 Lama5 0.52
LAMININ, GAMMA 1 Lamc1 1.64
LAMIMIN, GAMMA 2 Lamc2 3.58
LINKER OF T-CELL RECEPTOR PATHWAYS Lnk 0.74 1.29 1.33 1.61 1.24 1.45
LEUCINE ZIPPER AND CTNNBIP1 DOMAIN CONTAINING Lzic 1.85
MESODERM DEVELOPMENT CANDIDATE 1 Mesdc1 1.72
MOTILE SPERM DOMAIN CONTAINING 3 Mospd3 0.45
V-MYC MYELOCYTOMATOSIS VIRAL RELATED ONCOGENE, NEUROBLASTOMycn_mapped 0.76 0.74
PROTEIN PHOSPHATASE 2 , REGULATORY SUBUNIT B , BETA ISOFORM Ppp2r2b 1.39 1.20 1.24 1.10 0.60
PROLINE ARGININE-RICH END LEUCINE-RICH REPEAT PROTEIN Prelp 0.70 1.02 1.16 1.89 1.10 2.68
MAD HOMOLOG 3 Smad3 1.36 1.26 1.34
MITOFUSIN 1 Mfn1 0.71 0.94 0.74 1.28
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
DYSTROPHIN Dmd 0.34 0.55 0.32
PROTEIN PHOSPHATASE 3, REGULATORY SUBUNIT B, ALPHA ISOFORM Ppp3r1 0.55
UBINUCLEIN 1 Ubn1_predicted 0.42 0.62 0.64

Immune response & Inflammation pEASE value: IONT: 1,20E-06 IONC: 4,80E-11
Humoral response pEASE value: IONT: 2,40E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
B-FACTOR, PROPERDIN Bf 0.68 3.05 1.70 3.48 3.68
COMPLEMENT COMPONENT 1, Q SUBCOMPONENT, ALPHA POLYPEPTIDE C1qa 2.75 1.27 3.12 6.43 3.92 5.51
COMPLEMENT COMPONENT 1, Q SUBCOMPONENT, BETA POLYPEPTIDE C1qb 18.16 2.62 6.67 7.56 2.08 4.62 3.73 3.59
COMPLEMENT COMPONENT 1, Q SUBCOMPONENT, GAMMA POLYPEPTIDE C1qg 0.84 6.03 4.61 4.41 5.40 2.52 6.86 5.37
COMPLEMENT COMPONENT 1, S SUBCOMPONENT C1s 2.96 2.81 5.14 4.79 3.18 3.31 5.67
COMPLEMENT COMPONENT 2 C2 3.60 4.66
COLONY STIMULATING FACTOR 1 RECEPTOR Csf1r 4.01 3.52 2.27 5.50 4.57 4.17
MAJOR HISTOCOMPATIBILITY COMPLEX, CLASS II, DM ALPHA Hla-dma 2.33 2.38 1.65 3.38
PEROXISOMAL ACYL-COA THIOESTERASE 1 Pte1 0.58 0.60
SERINE  PEPTIDASE INHIBITOR, CLADE G, MEMBER 1 Serping1 2.65 1.64 4.94 3.49 3.33 2.47 3.67 2.88 5.13 3.65 3.48
YY1 TRANSCRIPTION FACTOR Yy1 0.78 0.83 0.80 0.97 0.69 0.74 0.76 0.69 0.68 0.74
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ACTIVATED LEUKOCYTE CELL ADHESION MOLECULE Alcam 1.51 1.21 2.45 1.25
CHEMOKINE  LIGAND 9 Ccl9LOC497971 3.70
CD24 ANTIGEN Cd24 0.25
CD53 ANTIGEN Cd53 1.85 1.19 4.20 4.45 2.08 3.19
CD59 ANTIGEN Cd59 1.39
COMPLEMENT RECEPTOR RELATED PROTEIN Crry 1.36 1.51 1.63 1.56 1.24 1.26
ECTONUCLEOSIDE TRIPHOSPHATE DIPHOSPHOHYDROLASE 1 Entpd1 1.96
Antigen presentation pEASE value: IONT: 1,00E-17 IONC: 2,10E-16
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
TYPE 1 TUMOR NECROSIS FACTOR RECEPTOR SHEDDING AMINOPEPTIDASEArts1 1.50 1.90 1.90 1.65 1.99 2.09
BETA-2 MICROGLOBULIN B2m 1.34 1.04 1.94 1.80 2.55
HEMOCHROMATOSIS Hfe 1.21 0.25 0.57 0.25 0.28 0.29 0.25 0.31 0.29
MAJOR HISTOCOMPATIBILITY COMPLEX, CLASS II, DM ALPHA Hla-dma 2.33 2.38 1.65 3.38
MAJOR HISTOCOMPATIBILITY COMPLEX, CLASS II, DM BETA Hla-dmb 1.93 1.64 4.40 4.56 2.40 1.28 4.30 2.66 3.79
RT1 CLASS IB, LOCUS AW2 RT1-A1RT1-A2, RT1-Aw2, RT1-CE1, RT1- 4.37 0.69 3.67 3.37 3.25 3.18 3.03
BUTYROPHILIN-LIKE 2 RT1-Ba 3.15 2.28 16.43 13.37
RT1 CLASS II, LOCUS DA RT1-Da 4.02 1.67 7.06 4.12 13.90 14.06 17.65 24.35 11.59
RT1 CLASS II, LOCUS DB1 RT1-Db1 0.76 1.78 1.22 2.17 6.06
TAP BINDING PROTEIN Tapbp 2.56 1.31 2.07 3.50 1.77 2.72
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
INTERFERON GAMMA INDUCIBLE PROTEIN 30 Ifi30 2.88 1.87 1.45
RT1 CLASS I, CE12 RT1-CE12 2.48 1.05 2.57
RT1 CLASS IB, LOCUS BM1 RT1-S3 1.49
TRANSPORTER 1, ATP-BINDING CASSETTE, SUB-FAMILY B Tap1 3.45 2.54 1.58
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
RT1 CLASS II, LOCUS BB RT1-Bb 1.13 8.07
Inflammation pEASE value: IONT: 1,30E-05
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ALPHA-2-MACROGLOBULIN A2m 3.06 2.85 4.04 4.40 3.01 2.92 5.42 4.47 4.61 2.30
ALLOGRAFT INFLAMMATORY FACTOR 1 Aif1 1.39 5.49 4.72
ARACHIDONATE 5-LIPOXYGENASE ACTIVATING PROTEIN Alox5ap 6.09 3.81 11.46 5.84 3.64 1.80 6.75 7.02 4.89 2.65 3.70
CLASS II, MAJOR HISTOCOMPATIBILITY COMPLEX, TRANSACTIVATOR C2ta 0.39 0.67 0.10 0.45 0.09 0.22 0.28 0.50
COMPLEMENT COMPONENT 3 C3 3.85 3.53 4.56 3.44 6.86 3.49 5.61
COMPLEMENT COMPONENT 4, GENE 2 C4-2 4.33 4.13 2.29 3.82 4.66 3.33 6.54 9.31 4.22
COMPLEMENT COMPONENT 4A C4a 4.33 4.13 2.29 3.82 4.66 3.33 6.54 9.31 4.22
CALCITONIN GENE-RELATED PEPTIDE-RECEPTOR COMPONENT PROTEIN Crcp 0.60 0.96 0.81 0.44
INTERLEUKIN 1 RECEPTOR ACCESSORY PROTEIN Il1rap 1.10 2.18 1.75 1.14 2.54
INTERLEUKIN 4 RECEPTOR Il4r 2.75 1.81 2.04 5.16
MONOGLYCERIDE LIPASE Mgll 0.78 0.29



ZYXIN Zyx 2.78 3.47
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ALDEHYDE OXIDASE 1 Aox1 1.73
CD14 ANTIGEN Cd14 1.24 1.64 1.10
CHEMOKINE  LIGAND 14 Cxcl14 1.66 1.37 1.95
D-DOPACHROME TAUTOMERASE Ddt 1.74
LEUKOTRIENE A4 HYDROLASE Lta4h 1.27 1.28 1.40 1.11
S100 CALCIUM BINDING PROTEIN A8 S100a8 4.38 1.20 1.08 1.45
S100 CALCIUM BINDING PROTEIN A9 S100a9 71.90 1.40 3.26 1.49
Cytokine/interleukin pEASE value: IONT: 1,20E-07
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CYTOKINE INDUCIBLE SH2-CONTAINING PROTEIN Cish 31.95 1.39 5.45 1.51 5.35
THYMIC STROMAL-DERIVED LYMPHOPOIETIN, RECEPTOR Tslpr 1.45 1.02 1.99 1.42 2.06 1.94 2.06
FC RECEPTOR, IGE, HIGH AFFINITY I, ALPHA POLYPEPTIDE Fcer1a 0.35 0.87 0.34 0.74 0.17
GROWTH DIFFERENTIATION FACTOR 15 Gdf15 0.36 0.44 0.41 0.44 0.42
INTERFERON-INDUCIBLE PROTEIN VARIANT 10 Ifitm3 3.47 1.75 3.85 1.47 2.98 0.80 3.99 4.12 3.80
INTERLEUKIN 1 RECEPTOR ACCESSORY PROTEIN Il1rap 1.10 2.18 1.75 1.14 2.54
INTERLEUKIN 4 RECEPTOR Il4r 2.75 1.81 2.04 5.16
INTERLEUKIN 6 SIGNAL TRANSDUCER Il6st 2.14 1.31 1.54 1.13 2.12
INTERFERON DEPENDENT POSITIVE ACTING TRANSCRIPTION FACTOR 3 GAIsgf3g 8.75 2.79 5.46 3.03 1.80 2.31 6.79 3.86 5.72 2.16 3.74
MIDKINE Mdk 0.79 1.87 1.41 1.50 2.11
NUCLEAR FACTOR, INTERLEUKIN 3 REGULATED Nfil3 0.76 0.48 0.40 0.50 0.40 0.52 0.69 0.43
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
INTERLEUKIN 13 RECEPTOR, ALPHA 1 Il13ra1 2.24 1.77 1.91 1.62 1.63 1.23
INTERLEUKIN 3 RECEPTOR, ALPHA CHAIN Il3ra 2.43
INTERLEUKIN 6 RECEPTOR Il6r 2.33
INTERFERON GAMMA RECEPTOR 1 Ifngr 1.23 1.05 1.51
INTERFERON GAMMA INDUCED GTPASE Igtp 2.24
INTERFERON REGULATORY FACTOR 1 Irf1 2.66 1.11 2.45 1.52
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
INTERLEUKIN 13 RECEPTOR, ALPHA 2 Il13ra2 8.45
INTERFERON GAMMA INDUCING FACTOR BINDING PROTEIN Il18bp 4.37
SECRETED AND TRANSMEMBRANE 1 Sectm1 6.25
Immune cell activation pEASE value: IONT: 4,30E-06
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CORONIN, ACTIN BINDING PROTEIN 1A Coro1a 2.38 1.33 5.33 3.02 2.17 1.25 5.12 2.91 3.82 2.72
CHEMOKINE  LIGAND 12 Cxcl12 0.21 0.73 0.27 0.87 0.23 1.35 0.27 0.31
EARLY GROWTH RESPONSE 1 Egr1 8.54 8.16 8.04 7.32 10.85 3.97 8.33 12.72 10.39 7.78 5.54
IMMEDIATE EARLY RESPONSE 3 Ler3 4.53 1.90 5.85 1.95 3.96
N-MYC DOWNSTREAM REGULATED GENE 1 Ndrg1 0.58 0.67 0.59 0.73 0.78 0.51 0.85 0.79 0.86
CARBONIC ANHYDRASE 2 Ca2 0.66 0.72 0.65 0.96 1.01 1.22 0.61
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
B7 HOMLOG 3 B7h3 1.26 1.24 2.24 1.12
LYMPHOCYTE ANTIGEN 68 C1qr1 1.44
CYCLIN D3 Ccnd3 1.64 1.49 1.35
CD1D1 ANTIGEN Cd1d1 1.16 1.12 1.21
CD 81 ANTIGEN Cd81 1.28 1.14 1.60
CYCLIN-DEPENDENT KINASE INHIBITOR 1A Cdkn1a 1.40 1.41 1.62 3.05
FC RECEPTOR, IGG, LOW AFFINITY IIB Fcgr2b 4.48 1.06 1.94
FC FRAGMENT OF IGG, LOW AFFINITY IIIA, RECEPTOR Fcgr3a 4.58 3.58 2.70 1.56
IMMUNOGLOBULIN  BINDING PROTEIN 1 Igbp1 1.57 1.31 1.40 1.30
INTEGRIN ALPHA L Itgal 1.26
LINKER FOR ACTIVATION OF T CELLS Lat 1.76
POLYMERASE , MU Polm 1.33 1.02 1.47
MONOCYTE TO MACROPHAGE DIFFERENTIATION-ASSOCIATED Maf 1.57
MACROPHAGE EXPRESSED GENE 1 Mpeg1 5.44 4.18 2.54
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
B-CELL LINKER Blnk 2.85
FMS INTERACTING PROTEIN Fmip 0.69
NUCLEAR TRANSCRIPTION FACTOR, X-BOX BINDING 1 Nfx1 0.56
NUCLEAR RECEPTOR SUBFAMILY 3, GROUP C, MEMBER 1 Nr3c1 1.14 1.16 1.22
PROSTAGLANDIN-ENDOPEROXIDE SYNTHASE 2 Ptgs2 6.14
Immune response, other
CD99 ANTIGEN Cd99 2.75
EGF-LIKE MODULE CONTAINING, MUCIN-LIKE, HORMONE RECEPTOR-LIKE Emr1 1.69 1.73 1.31
ECTONUCLEOSIDE TRIPHOSPHATE DIPHOSPHOHYDROLASE 2 Entpd2 1.36 1.03 1.53
G-PROTEIN SIGNALLING MODULATOR 3 Gpsm3 1.10 1.14 1.78 1.16
HAPTOGLOBIN Hp 2.75
INTERCELLULAR ADHESION MOLECULE 1 Icam1 8.93 1.42 5.99 2.86
PUTATIVE ISG12 PROTEIN isg12(a) 0.63 2.35 1.01 2.39
LYSOSOMAL TRAFFICKING REGULATOR Lyst 1.18 0.69 0.86



NUCLEAR FACTOR OF KAPPA LIGHT CHAIN GENE ENHANCER IN B-CELLS 1Nfkb1 1.43 1.41 1.78 1.67
PROTEIN PHOSPHATASE 1, REGULATORY SUBUNIT 10 Ppp1r10 1.58 1.31 1.29 1.32
V-REL RETICULOENDOTHELIOSIS VIRAL ONCOGENE HOMOLOG A Rela 1.70 1.28 1.69 1.35
SECRETORY LEUKOCYTE PEPTIDASE INHIBITOR Slpi 4.31 5.33 3.38 2.36 1.20 0.96
VASOACTIVE INTESTINAL PEPTIDE RECEPTOR 1 Vipr1 0.37

Sensory perception of light stimulus pEASE value: IONT: 1,90E-07 IONC: 1,40E-09
Phototransduction pEASE value: IONT: 1,00E-03 IONC: 1,40E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CDP-DIACYLGLYCEROL SYNTHASE 1 Cds1 0.61 0.81 0.52 0.74 0.78 0.47 0.74 0.82 0.95
CYCLIC NUCLEOTIDE GATED CHANNEL BETA 1 Cngb1 0.52 0.54 0.63 0.46 1.58 0.66 0.28 0.56 0.45 0.91
G PROTEIN-COUPLED RECEPTOR KINASE 1 Grk1 0.50 0.30 0.24 0.42 0.70 0.80 0.17 0.30 0.26 0.61 0.48
C-MER PROTO-ONCOGENE TYROSINE KINASE Mertk 1.97 1.14 1.20 1.15 1.13 2.62
OPSIN 1 , SHORT-WAVE-SENSITIVE Opn1sw 0.08 0.21 0.13 0.20 1.47 0.04 0.35 0.41 0.60
PHOSDUCIN Pdc 0.75 0.84 0.70
PHOSPHODIESTERASE 6B, CGMP, ROD RECEPTOR, BETA POLYPEPTIDE Pde6b_predicted 0.73 0.61
RECOVERIN Rcvrn 0.55 0.64 0.63 0.73 1.42 0.58
RHODOPSIN Rho 0.77 0.91 0.79 0.67
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
GUANYLATE CYCLASE 2E Gucy2e 0.50
GUANYLATE CYCLASE 2F Gucy2f 2.36
PHOSPHODIESTERASE 6H, CGMP-SPECIFIC, CONE, GAMMA Pde6h 0.57 0.88 0.58 1.69
Visual perception pEASE value: IONT: 9,30E-09 IONC: 3,20E-07 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
CONE-ROD HOMEOBOX PROTEIN Crx 0.43 0.33 0.57 0.53 0.67
CRYSTALLIN, MU Crym 1.88 2.20 2.62 2.13 2.09 1.52 2.50 2.33
RAB GERANYLGERANYL TRANSFERASE, B SUBUNIT Rabggtb 0.75 0.86 0.73 0.49
RETINOL BINDING PROTEIN 3, INTERSTITIAL Rbp3 0.59 0.89 0.78 0.80 1.22 0.59
RETINOL DEHYDROGENASE 11 Rdh11 0.53 0.57 0.69 0.49 0.73 0.70 0.98
ROD OUTER SEGMENT MEMBRANE PROTEIN 1 Rom1 0.68 0.88 0.64 0.71 0.60 0.77 0.81 0.94 0.86
SOLUTE CARRIER FAMILY 24 , MEMBER 2 Slc24a2 0.67 0.77 0.57 0.24
UNC-119 HOMOLOG Unc119 0.61 0.59 0.78 0.78 0.87
VENTRAL ANTERIOR HOMEOBOX 2 Vax2 0.49 0.40
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
FIBRILLIN 1 Fbn1 1.18 0.33 0.97 0.67
MCKUSICK-KAUFMAN SYNDROME PROTEIN Mkks 1.70 1.63 1.42
OPSIN 1 , MEDIUM-WAVE-SENSITIVE Opn1mw 1.52 1.08 0.76 0.50
RETINOL DEHYDROGENASE 10 Rdh10 1.57 0.81
SORBITOL DEHYDROGENASE Sord 2.74 1.20 1.67
TRANSFORMING GROWTH FACTOR, BETA INDUCED Tgfbi 2.78 2.10 2.84
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
DEHYDROGENASE/REDUCTASE  MEMBER 3 Dhrs3 0.52
INTERPHOTORECEPTOR MATRIX PROTEOGLYCAN 1 Impg1 0.49
PERIPHERIN 2 Prph2 0.75
REGULATOR OF G-PROTEIN SIGNALING 9 Rgs9 0.51
CYCLIC NUCLEOTIDE-GATED CATION CHANNEL Cnga1 0.60 0.90 0.72 0.88
Response to injury 
Response to oxidative stress
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
FERTILITY PROTEIN SP22 Park7 1.37 1.10 1.42 1.41
SCAVENGER RECEPTOR CLASS A, MEMBER 3 Scara3_predicted 1.50 1.23 1.66 1.56 1.63 1.54 1.76 1.57 1.81
KINESIN FAMILY MEMBER 9 Kif9_predicted 0.36 1.03 0.40 0.68 0.62 0.61 0.60
HYDROXYACYLGLUTATHIONE HYDROLASE-LIKE Haghl 0.45 1.13 0.49 1.09 0.51 0.50 0.57 0.49 0.67 0.49
3-HYDROXYBUTYRATE DEHYDROGENASE Bdh 0.50 0.39
COPROPORPHYRINOGEN OXIDASE Cpox 1.44 0.64 0.99 0.71 0.41
CERULOPLASMIN Cp 2.42 2.21 3.76 2.79 2.59 1.72 3.85 4.06
NADH DEHYDROGENASE  FE-S PROTEIN 1, 75KDA Ndufs1 4.68 0.99 3.09 1.07 2.17 0.63
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ATP-BINDING CASSETTE, SUB-FAMILY C , MEMBER 1 Abcc1 1.99 1.30 2.17
HEME OXYGENASE  2 Hmox2 1,39
NADH DEHYDROGENASE  FE-S PROTEIN 2 Ndufs2 1.35
NADH DEHYDROGENASE  FE-S PROTEIN 5B, 15KDA Ndufs5b 1.23 1.02 1.27
PEROXISOMAL BIOGENESIS FACTOR 3 Pex3 0.66 0.90 0.46
PEROXIREDOXIN 6 Prdx6 2.32
SUPEROXIDE DISMUTASE 3, EXTRACELLULAR Sod3 0.23 2.02
UPREGULATED BY 1,25-DIHYDROXYVITAMIN D-3 Txnip 0.58 0.84 1.30 2.44 1.90
THIOREDOXIN REDUCTASE 1 Txnrd1 1.53 1.25 1.59 1.67
THIOREDOXIN REDUCTASE 2 Txnrd2 5.23
UNCOUPLING PROTEIN 2 Ucp2 0.62 1.91 1.30
PEROXISOME BIOGENESIS FACTOR 7 Pex7 2.58 1.26 1.62 0.73
GLUTATHIONE S-TRANSFERASE A3 Gsta3 0.79 1.23 1.13 1.56



GLUTATHIONE S-TRANSFERASE THETA 1 Gstt1 0.53 1.29 1.26 1.76
GLUTATHIONE S-TRANSFERASE KAPPA 1 Gstk1 1.13 1.31 1.11 1.31
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
OXIDATIVE STRESS RESPONSIVE 1 osr1 0.49
CRYSTALLIN, ZETA -LIKE 1 Cryzl1 0.58
MICROSOMAL GLUTATHIONE S-TRANSFERASE 1 Mgst1 2.55
CD6 ANTIGEN Cd6 1.45
Response to Stress
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
COLD INDUCIBLE RNA BINDING PROTEIN Cirbp 0.53 1.22 0.44 0.49 0.75
PUTATIVE ISG12 PROTEIN isg12(b) 4.65 2.18 9.89 9.59 13.20 2.74 5.23 21.53 20.68 13.40
INTERCELLULAR ADHESION MOLECULE 2 Icam2 2.07 0.72 1.44 1.40 1.46
MITOGEN-ACTIVATED PROTEIN KINASE 9 Mapk9 1.14 0.52 0.88 0.54 0.58
Response to Hypoxia
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ATPASE, NA+/K+ TRANSPORTING, BETA 1 POLYPEPTIDE Atp1b1 0.62 0.59
METALLOTHIONEIN 3 Mt3 0.41 0.47 0.55 0.45
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
HYPOXIA UP-REGULATED 1 Hyou1 1.76
Response to Xenobiotic stimulus
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ZINC FINGER PROTEIN 403 Zfp403 0.88 0.54 0.77 0.70 0.52
PHOSPHOTRIESTERASE RELATED Pter 2.02 1.41 1.92 1.28 1.60
Response to Unfolded protein pEASE value: IONT: 1,30E-09  IONC: 4,30E-06 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CHAPERONE, ABC1 ACTIVITY OF BC1 COMPLEX LIKE Cabc1 1.91
HSPB ASSOCIATED PROTEIN 1 Hspbap1 0.44
HSP70-INTERACTING PROTEIN Hspbp1 1.94
ERO1-LIKE Ero1l 1.55
HEAT SHOCK PROTEIN 105 Hsp105 1.65
HEAT SHOCK PROTEIN 1, ALPHA Hspca 1.14 1.22 1.14
HEAT SHOCK 10 KDA PROTEIN 1 Hspe1 1.46 1.07 1.36 1.21
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
HEAT SHOCK 90KDA PROTEIN 1, BETA Hspcb 1.45
Response to Injury, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
OPTINEURIN Optn 0.64 0.26 0.46 0.31 0.26 0.38 0.41 0.85 0.56
METALLOPEPTIDASE Ecel1 1.34 1.08 10.45 20.38 26.68 2.18 1.22 8.92 16.51 18.89
CORNEAL WOUND HEALING RELATED PROTEIN Mak10 2.47 1.94 2.86 1.59 1.41 1.34 2.20 2.01 1.23
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ANGIOTENSIN 1 CONVERTING ENZYME Ace 0.54
ANNEXIN A2 Anxa2 2.03 1.65 1.87 1.38 1.92 0.51
CD9 ANTIGEN Cd9 1.72 1.44 1.50
EGL NINE HOMOLOG 2 Egln2 1.74
NUDIX -TYPE MOTIF 2 Nudt2 1.27 1.19 1.41
THYROID HORMONE RECEPTOR INTERACTOR 10 Trip10 0.63 0.83 0.69
VACUOLE 14 PROTEIN Vac14 0.62
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ARGINASE 1 Arg1 0.45
MUSCULOSKELETAL, EMBRYONIC NUCLEAR PROTEIN 1 Mustn1 3.27
TREFOIL FACTOR 3 Tff3 1.59

Signaling pEASE value: IONT: 2,50E-06 
G-protein coupled receptor protein signaling pathway pEASE value: IONT: 1,30E-04
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
MATERNAL G10 TRANSCRIPT Edg2G10 0.76 0.54
G KINASE ANCHORING PROTEIN 1 Gkap1 0.60 0.80 0.72 0.64
GUANINE NUCLEOTIDE BINDING PROTEIN, ALPHA 12 Gna12 1.31 1.26 1.80 1.84 1.39 1.38 2.08
GUANINE NUCLEOTIDE BINDING PROTEIN, ALPHA TRANSDUCING 1 Gnat1_predicted 0.54 0.67 0.39 0.77 1.07 0.71 0.40 0.64 0.79
GUANINE NUCLEOTIDE BINDING PROTEIN, ALPHA Z SUBUNIT Gnaz 0.73 0.92 0.71 0.96 1.23 1.32 0.49
GUANINE NUCLEOTIDE BINDING PROTEIN, BETA 1 Gnb1 0.38 0.70 0.28 0.73 0.33 0.58 0.58 0.87 0.75
GUANINE NUCLEOTIDE BINDING PROTEIN, BETA POLYPEPTIDE 2 Gnb2 0.80 2.80 1.30 1.51 2.25
GUANINE NUCLEOTIDE BINDING PROTEIN, BETA 3 Gnb3 3.03 3.89 2.74 3.41
GUANINE NUCLEOTIDE BINDING PROTEIN, BETA 5 Gnb5 0.70 0.93 0.57 0.51 0.68 0.76 0.86 0.87
OLIGODENDROCYTE-MYELIN GLYCOPROTEIN Omg 0.47 0.99 0.51 0.32
RAS ASSOCIATION  DOMAIN FAMILY 4 Rassf4 4.10 2.55 3.36 4.34 2.28 2.78 1.87 2.65
TASTE RECEPTOR, TYPE 1, MEMBER 2 Tas1r2 1.42 1.16 1.81
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADENYLATE CYCLASE 6 Adcy6 1.13 1.91 1.04 2.49
ADRENERGIC RECEPTOR, ALPHA 1B Adra1b 0.73 1.49 1.17 2.77
ADRENERGIC RECEPTOR KINASE, BETA 1 Adrbk1 2.30 1.00 2.96



A KINASE  ANCHOR PROTEIN  12 Akap12 1.74 1.07 1.26
AMYLOID BETA  PRECURSOR-LIKE PROTEIN 2 Aplp2 0.82 0.66 0.90 0.60
RHO GTPASE ACTIVATING PROTEIN 20 Arhgap20 2.18
RHO GUANINE NUCLEOTIDE EXCHANGE FACTOR  11 Arhgef11 0.83 0.63
CALMODULIN 1 Calm1, Calm2, Calm3 0.84 0.98 0.76
CAP, ADENYLATE CYCLASE-ASSOCIATED PROTEIN, 2 Cap2 0.79 0.83 0.74 0.88 0.98 0.73
ENDOTHELIN RECEPTOR TYPE B Ednrb 3.11 3.25 3.42 2.57
EGF, LATROPHILIN AND SEVEN TRANSMEMBRANE DOMAIN CONTAINING 1Eltd1 1.34
ECTONUCLEOTIDE PYROPHOSPHATASE/PHOSPHODIESTERASE 2 Enpp2 0.37 0.99 0.93 1.49
FRIZZLED HOMOLOG 2 Fzd2 0.74 1.38 1.18 1.20
GROWTH ASSOCIATED PROTEIN 43 Gap43 1.48 2.03 2.06
GUANINE NUCLEOTIDE BINDING PROTEIN, ALPHA 15 Gna15 2.29
GUANINE NUCLEOTIDE BINDING PROTEIN , GAMMA 12 Gng12 1.99 1.38 1.95 0.76
GUANINE NUCLEOTIDE BINDING PROTEIN , GAMMA 5 SUBUNIT Gng5 0.82 1.97 1.01 1.67
G PROTEIN-COUPLED RECEPTOR 153 Gpr153 1.45
G PROTEIN-COUPLED RECEPTOR 37 Gpr37 0.59 0.65
G PROTEIN-COUPLED RECEPTOR 56 Gpr56 0.80 1.44 1.49 1.33
G PROTEIN-COUPLED RECEPTOR, FAMILY C, GROUP 6, MEMBER A Gprc6a 1.65 1.08 2.11
HOMER HOMOLOG 3 Homer3 0.59 1.19 1.34 1.17
NEUROMEDIN Nmu 1.95
OLFACTORY RECEPTOR 1191 Olr1191 6.13 1.03 2.03 1.29 1.08 2.12
PAR-3  HOMOLOG Pard3 1.44 1.02 1.02 1.26
REGULATOR OF G-PROTEIN SIGNALLING 10 Rgs10 2.91
REGULATOR OF G-PROTEIN SIGNALING 4 Rgs4 0.76 0.92 0.63 0.69 0.30 0.49
REGULATOR OF G-PROTEIN SIGNALING 5 Rgs5 0.83 1.19 1.01 1.79
REGULATOR OF G-PROTEIN SIGNALING 7 Rgs7 1.47 1.33 1.56 0.84
TACHYKININ 1 Tac1 2.15 1.88 1.28 1.26
TACHYKININ RECEPTOR 1 Tacr1 1.47 0.78
THROMBOXANE A2 RECEPTOR Tbxa2r 1.47
THYROTROPIN RELEASING HORMONE RECEPTOR Trhr 0.39 1.22
VASOACTIVE INTESTINAL POLYPEPTIDE Vip 1.88 1.97 2.05 1.95
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ADRENERGIC RECEPTOR, BETA 1 Adrb1 0.53
ENDOTHELIAL DIFFERENTIATION, SPHINGOLIPID G-PROTEIN-COUPLED RE Edg5 2.42
G PROTEIN-COUPLED RECEPTOR KINASE 6 Gprk6 1.63
Small GTPase pEASE value: IONT: 1,60E-37 IONC: 9,70E-15
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
KIRSTEN RAT SARCOMA VIRAL ONCOGENE HOMOLOGUE 2 Kras2 0.73 0.98 0.69 0.74 0.46
MCF.2 TRANSFORMING SEQUENCE-LIKE Mcf2l 0.69 0.92 0.54 0.52
V-RAL SIMIAN LEUKEMIA VIRAL ONCOGENE HOMOLOG A Rala 0.38 0.30
RAL GEF WITH PH DOMAIN AND SH3 BINDING MOTIF 2 Ralgps2 0.27
RAS HOMOLOG GENE FAMILY, MEMBER G Rhog 1.79 1.91 1.68 1.85
MIRO2 PROTEIN Rhot2 0.53 0.41 0.54 0.57
RAS HOMOLOG GENE FAMILY, MEMBER Q Rhoq 1.42 2.65 2.15 1.83 0.94 2.48
SON OF SEVENLESS HOMOLOG 1 Sos1 1.17 0.66 0.52
RAS GUANYL RELEASING PROTEIN 2  Rasgrp2_predicted 0.74 0.70 0.74 0.71 0.76 0.67 0.65 0.63 0.65 0.65
KALIRIN, RHOGEF KINASE Kalrn 0.26 0.25 0.67 0.33
RESISTANCE TO INHIBITORS OF CHOLINESTERASE 8B Ric8b 0.65 0.58 0.49 0.36 0.67 0.61 0.93
RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR  2 Arhgef2 0.62 0.78 0.54 0.91 0.72 1.31 0.16
MITOGEN-ACTIVATED PROTEIN KINASE ASSOCIATED PROTEIN 1 Mapkap1 0.76 0.96 0.76 0.38
PURKINJE CELL PROTEIN 2 Pcp2 0.60 0.64
RABAPTIN, RAB GTPASE BINDING EFFECTOR PROTEIN 2 Rabep2 0.40 0.54 0.33 0.56 0.60
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
RHO, GDP DISSOCIATION INHIBITOR  BETA Arhgdib 4.51 3.33 1.89 1.99
ADP-RIBOSYLATION FACTOR-LIKE 5 Arl5 0.50 0.81 0.57
RAB, MEMBER OF RAS ONCOGENE FAMILY-LIKE 2A Rabl2a 0.67 0.76
RAN, MEMBER RAS ONCOGENE FAMILY Ran 1.24
RAS RELATED PROTEIN 1B Rap1b 1.27 1.11 1.27 0.93
REELIN Reln 0.81 0.50 0.87
RAS HOMOLOG ENRICHED IN BRAIN LIKE 1 Rhebl1 4.06 5.22 2.48 4.26
RAS HOMOLOG GENE FAMILY, MEMBER J Rhoj 1.47 1.24
RAS HOMOLOG GENE FAMILY, MEMBER V Rhov 1.78
RAS-LIKE WITHOUT CAAX 1 Rit1 1.32 0.74 0.97 0.68
RAB30, MEMBER RAS ONCOGENE FAMILY Rsb30 2.96 1.60 1.93 1.72 0.81
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
LOW MR GTP-BINDING PROTEIN Rab27a 2.64
RAB9, MEMBER RAS ONCOGENE FAMILY Rab9 0.61
RAS PROTEIN-SPECIFIC GUANINE NUCLEOTIDE-RELEASING FACTOR 2 Rasgrf2 0.45
Signaling, Cell communication pEASE value: IONT: 5,10E-05
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ACTIVIN RECEPTOR IIB Acvr2b 1.87 1.09 1.88 1.19 1.65 1.67 1.32 0.90 1.16



ANNEXIN A3 Anxa3 1.93 2.34 3.65 3.57 3.46
RHO GUANINE NUCLEOTIDE EXCHANGE FACTOR  12 Arhgef12 3.21 0.48 0.66 0.52
ARYL HYDROCARBON RECEPTOR NUCLEAR TRANSLOCATOR-LIKE Arntl 0.40 0.47 0.49
BASIC HELIX-LOOP-HELIX DOMAIN CONTAINING, CLASS B3 Bhlhb3 0.55 0.46 0.71 0.59 0.77 0.71
CALCIUM REGULATED HEAT STABLE PROTEIN 1 Carhsp1 3.15 1.39 3.20 2.31 2.06 1.37 2.81 2.43 3.07
CAVEOLIN Cav 0.46 0.48 0.46 0.80 0.42 0.49
COP9 SIGNALOSOME SUBUNIT 4 Cops4 0.77 0.59
CORTICOTROPIN RELEASING HORMONE BINDING PROTEIN Crhbp 0.66 0.25 0.41 0.45 0.33
CASEIN KINASE 1, EPSILON Csnk1e 1.67 0.46 0.44
CYTOCHROME P450, FAMILY 26, SUBFAMILY B, POLYPEPTIDE 1 Cyp26b1 1.50
DIMETHYLARGININE DIMETHYLAMINOHYDROLASE 2 Ddah2 0.72 1.50 1.08 1.35 1.57
EUKARYOTIC TRANSLATION INITIATION FACTOR 4E BINDING PROTEIN 1 Eif4ebp1 0.19 0.22 0.31 0.24
EPIDERMAL GROWTH FACTOR RECEPTOR PATHWAY SUBSTRATE 8 Eps8_predicted 0.51 1.18 0.45 0.84 0.56 0.45
FRIZZLED-RELATED PROTEIN Frzb 0.64 0.91 0.73 0.54
GROWTH ARREST SPECIFIC 6 Gas6 0.48 1.24 1.31 1.08
GAP JUNCTION MEMBRANE CHANNEL PROTEIN ALPHA 1 Gja1,Cx43 0.60 0.15 0.95 0.34 0.28 0.56 0.45
LYMPHOTOXIN B RECEPTOR Ltbr 1.49 1.34 1.69 1.60 1.38 1.38 2.34
MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE KINASE 3 Map4k3 0.74 0.81 0.74 0.81 1.34 0.27
MULTIPLE PDZ DOMAIN PROTEIN Mpdz 1.45 0.54 1.00 0.74 0.44
METALLOTHIONEIN 1A Mt1a 10.08 2.18 5.48 5.45 1.75 3.74 7.34 5.66 5.29 4.31
PHOSPHODIESTERASE 10A Pde10a 0.47 0.53 0.46 0.38 0.61 0.44
PHOSPHODIESTERASE 9A Pde9a 1.37 2.15 1.30 1.74 2.27
PROTEIN KINASE INHIBITOR, GAMMA Pkig 2.62 1.41 2.80 1.34 1.56 0.88 1.97 1.82 1.71
PHOSPHOLIPASE C, BETA 1 Plcb1 1.24 0.33 0.68 0.28 0.28
PHOSPHOLIPASE C, DELTA 4 Plcd4 0.67 0.65 0.79 0.66
PROTEIN KINASE, CAMP-DEPENDENT, REGULATORY, TYPE 2, ALPHA Prkar2a 0.57 0.99 0.54 1.16 0.71
PROTEASE, SERINE, 11 Prss11 1.63 1.73
RENAL TUMOR ANTIGEN Rage 0.84 0.62 0.49 0.77 0.50 0.49 0.48 0.45 0.55 0.54
RETINOBLASTOMA 1 Rb1 1.99 1.79 1.83 0.83 0.84 0.84
SEL1  1 HOMOLOG Sel1h 0.47 0.89 0.51 1.96 0.68
SUMO/SENTRIN SPECIFIC PROTEASE 2 Senp2 0.87 0.76 0.48
MAD HOMOLOG 4 Smad4 0.92 0.70 0.80 0.57
MAD HOMOLOG 5 Smad5 0.42 0.59 0.45 0.40 0.41 0.33 0.45 0.46
SORTING NEXIN 11 Snx11 0.63 0.99 0.40 0.45
SIGNAL TRANSDUCER AND ACTIVATOR OF TRANSCRIPTION 3 Stat3 5.64 3.12 5.77 2.73 2.22 2.07 5.63 4.78 2.53 3.75
STANNIOCALCIN 1 Stc1 2.47 1.35 3.74 2.38 3.90
STATHMIN-LIKE 4 Stmn4 2.88 1.28 3.27 2.42 2.08 2.50
THYMIDYLATE SYNTHASE Tyms 0.61 0.51 0.36 0.64 0.50 0.79 0.33 0.35
TYRO PROTEIN TYROSINE KINASE BINDING PROTEIN Tyrobp 3.94 1.90 5.43 3.78 3.93 2.22 7.11 4.08 5.33 4.47 4.00
VISININ-LIKE 1 Vsnl1 0.77 0.84 0.57 0.36 0.44 0.35 0.40 0.80 0.35 0.61 0.38
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
AMILORIDE-SENSITIVE CATION CHANNEL 2, NEURONAL Accn2 1.32
A DISINTEGRIN AND METALLOPROTEASE DOMAIN 32 Adam32 1.13 2.07 1.15 2.16
V-RAF ONCOGENE HOMOLOG 1 Araf1 1.16 0.76
ARGININE VASOPRESSIN-INDUCED 1 Avpi1 1.49
CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE I GAMMA Camk1g 0.36 0.78 0.41
CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE II BETA SUBUNIT Camk2b 2.61
CALCIUM ACTIVATED NUCLEOTIDASE 1 Cant1 1.40 1.16 1.54 0.82
CARBONIC ANHYDRASE 8 Car8 0.68 1.48 1.64 2.05 1.02 1.47
CYCLIN-DEPENDENT KINASE-LIKE 2 Cdkl2 1.57 1.03 1.34 0.71
CHIMERIN  1 Chn1 0.77 0.70
CALCIUM AND INTEGRIN BINDING FAMILY MEMBER 2 Cib2 1.99
MEMBRANE-ASSOCIATED GUANYLATE KINASE-INTERACTING PROTEIN Cnksr2 1.46
CORE PROMOTER ELEMENT BINDING PROTEIN Copeb 3.08
CELLULAR RETINOIC ACID BINDING PROTEIN 2 Crabp2 2.78 1.41 2.36
COFACTOR REQUIRED FOR SP1 TRANSCRIPTIONAL ACTIVATION, SUBUNIT Crsp6 0.59
COLONY STIMULATING FACTOR 2 RECEPTOR, BETA 1, LOW-AFFINITY Csf2rb1 2.08
CASEIN KINASE 1, DELTA Csnk1d 1.13 1.06 1.28
CASEIN KINASE 1, GAMMA 1 Csnk1g1 1.77
CASEIN KINASE 1, GAMMA 3 Csnk1g3 0.64
CHONDROITIN SULFATE PROTEOGLYCAN 6 Cspg6 2.38
DNAJ-LIKE PROTEIN Dnaja1 1.26
DOWN SYNDROME CRITICAL REGION HOMOLOG 1 Dscr1 2.96 1.67 3.63
DUAL SPECIFICITY PHOSPHATASE 6 Dusp6 2.30 1.59 2.16 1.91 1.43 1.14
EPH RECEPTOR A7 Epha7 2.47
FIBROBLAST GROWTH FACTOR 9 Fgf9 0.69 1.18
FIBROBLAST GROWTH FACTOR BINDING PROTEIN 1 Fgfbp1 8.43
FIBROBLAST GROWTH FACTOR RECEPTOR 4 Fgfr4 2.16
FIBROMODULIN Fmod 0.37 1.18 1.20 1.55
G PROTEIN-COUPLED RECEPTOR 116 Gpr116 1.25 1.03 1.47
GENE RICH CLUSTER, C9 GENE Grcc9 2.21 1.20 3.52 1.71
INTESTINAL CELL KINASE Ick 0.69 0.76 0.84 0.75



INSULIN DEGRADING ENZYME Ide 1.86 1.09 1.89 0.82
INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 5 Igfbp5 0.40 0.98 0.58 0.86
INOSITOL -1-MONOPHOSPHATASE 1 Impa1 0.78 0.87
JANUS KINASE 1 Jak1 0.78 0.93 0.74
KRINGLE CONTAINING TRANSMEMBRANE PROTEIN Kremen 3.26 1.21 3.75
LATENT TRANSFORMING GROWTH FACTOR BETA BINDING PROTEIN 3 Ltbp3 0.61
MEMBRANE ASSOCIATED GUANYLATE KINASE INTERACTING PROTEIN-LIKMagi1 0.66
MITOGEN-ACTIVATED PROTEIN KINASE-ACTIVATED PROTEIN KINASE 3 Mapkapk3 1.23 2.29 1.54 1.61
MYELIN PROTEIN ZERO-LIKE 1 Mpzl1 1.38 1.51
NEDD4 FAMILY INTERACTING PROTEIN 1 Ndfip1 1.88
N-MYC DOWNSTREAM REGULATED GENE 2 Ndrg2 1.53
NEPHROSIS 1 HOMOLOG, NEPHRIN Nphs1 0.53 0.65 0.64 0.71 1.48
NATRIURETIC PEPTIDE RECEPTOR 2 Npr2 1.29
PAS DOMAIN CONTAINING SERINE/THREONINE KINASE Pask 2.42
PHOSPHODIESTERASE 4A Pde4a 2.92
PHOSPHODIESTERASE 4B, CAMP SPECIFIC Pde4b 1.94 1.01 1.60
PHOSPHODIESTERASE 8A Pde8a 0.88 0.41 1.23 2.94
EVECTIN-1 Plekhb1 1.13 1.65 1.03 1.56
PROTEIN PHOSPHATASE 1, REGULATORY  SUBUNIT 1A Ppp1r1a 1.14 1.14 1.16 1.31
PROTEIN PHOSPHATASE 2 , REGULATORY SUBUNIT B , ALPHA ISOFORM Ppp2r2a 1.27
PEROXIREDOXIN 4 Prdx4 1.26 2.01 1.32 1.46
PROTEIN KINASE C, MU Prkcm 3.02
PROTEIN KINASE, LYSINE DEFICIENT 1 Prkwnk1 0.67 0.86 0.55 1.00 0.57 3.07
PROTEIN KINASE, LYSINE DEFICIENT 4 Prkwnk4 1.40
PATCHED HOMOLOG 1 Ptch1 1.42
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, G Ptprg 0.70
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, N Ptprn 2.10
S100 CALCIUM BINDING PROTEIN A6 S100a6 2.44 2.02
SH2-B PH DOMAIN CONTAINING SIGNALING MEDIATOR 1 Sh2bpsm1 0.61
SUPPRESSOR OF CYTOKINE SIGNALING 2 Socs2 5.91 1.94 1.93 2.81 0.62
SPERM AUTOANTIGENIC PROTEIN 17 Spa17 1.58 1.38 1.45 1.32
SPROUTY HOMOLOG 2 Spry2 2.15 1.28 1.94
TRANSDUCIN-LIKE ENHANCER OF SPLIT 3, E HOMOLOG Tle3 1.53
TRANSDUCIN-LIKE ENHANCER OF SPLIT 4, E HOMOLOG Tle4 0.36
TNFAIP3 INTERACTING PROTEIN 2 Tnip2 2.94 2.07 1.90 1.62 1.07 1.81
TRIPLE FUNCTIONAL DOMAIN Trio 2.58
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
ADRENOMEDULLIN Adm 3.27
A KINASE  ANCHOR PROTEIN 11 Akap11 0.52
ATPASE, CA++ TRANSPORTING, CARDIAC MUSCLE, SLOW TWITCH 2 Atp2a2 2.03
BONE MORPHOGENETIC PROTEIN 6 Bmp6 1.84
BONE MORPHOGENETIC PROTEIN RECEPTOR, TYPE 1A Bmpr1a 0.24 0.44 0.23
BONE MORPHOGENIC PROTEIN RECEPTOR, TYPE II Bmpr2 0.14
COP9  HOMOLOG, SUBUNIT 2 Cops2 0.59
CASEIN KINASE II, ALPHA 1 POLYPEPTIDE Csnk2a1 0.37
CASEIN KINASE 2, BETA SUBUNIT Csnk2b 0.43
DISCOIDIN DOMAIN RECEPTOR FAMILY, MEMBER 1 Ddr1 2.48
EPHRIN A2 Efna2 1.41
G PROTEIN-COUPLED RECEPTOR KINASE 2, GROUCHO GENE RELATED Gprk2l 0.45
LUNATIC FRINGE GENE HOMOLOG Lfng 2.17
ADIPONECTIN RECEPTOR 1 LOC289036 0.61
YAMAGUCHI SARCOMA VIRAL  ONCOGENE HOMOLOG Lyn 1.76
MAP KINASE-INTERACTING SERINE/THREONINE KINASE 2 Mknk2 1.83
NUCLEAR RECEPTOR COACTIVATOR 6 Ncoa6 1.83
PHOSPHATIDYLETHANLOMINE BINDING PROTEIN 2 Pbp2 0.52
RAS ASSOCIATION  DOMAIN FAMILY 1 Rassf1 0.84 0.82 0.77 0.70 0.77
RIBOSOMAL PROTEIN S6 KINASE, POLYPEPTIDE 1 Rps6kb1 0.43
TAX1  BINDING PROTEIN 3 Tax1bp3 2.18
PROTEIN ASSOCIATED WITH PRK1 zgc: 101121 0.64
TNF RECEPTOR ASSOCIATED FACTOR 4 Traf4_predicted 1.37
Signaling, other
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
ADDUCIN 3 Add3 0.62 0.81 0.56 0.83 0.86 0.52 0.70
ACTIVITY AND NEUROTRANSMITTER-INDUCED EARLY GENE PROTEIN 4 Ania4 11.88 3.47 7.88 4.25 4.17 2.67 10.31 5.15 4.61 1.95 5.19
ADP-RIBOSYLATION FACTOR-LIKE 3 Arl3 0.84 0.83 0.74 0.91 0.79 0.53
CDK105 PROTEIN Cdk105 0.71 0.77 0.55 0.76 0.46
COP9  HOMOLOG, SUBUNIT 8 Cops8 1.90 0.69
DUAL SPECIFICITY PHOSPHATASE 12 Dusp12 0.70 0.77 0.53 0.90 0.55 3.29 0.49 0.52 0.51 0.57 0.55
GROWTH HORMONE INDUCIBLE TRANSMEMBRANE PROTEIN Ghitm 1.35 1.12 1.13 1.71 0.64
GH REGULATED TBC PROTEIN 1 Grtp1 0.75 0.68 0.51
G SUBSTRATE Gsbs 0.41 0.69 0.59 0.37
JNK/SAPK-INHIBITORY KINASE JIK 0.35 0.82 0.31 0.33 0.40 0.66 0.47



PHOSPHODIESTERASE 4D INTERACTING PROTEIN Pde4dip 1.48 1.11 1.27 0.52 0.54 0.54 0.43
PREOPTIC REGULATORY FACTOR-2 PORF-2 0.48 2.04
PROTEIN PHOSPHATASE 1B, MAGNESIUM DEPENDENT, BETA ISOFORM Ppm1b 0.64 0.82 0.59 0.63 0.75 0.62 0.43 0.59
RAP GUANINE NUCLEOTIDE EXCHANGE FACTOR  5 Rapgef5 0.70 0.99 0.40 0.79 0.33 0.60 0.58 0.76 0.67
SERINE PROTEASE INHIBITOR Spin2c 81.06 30.89 45.90 17.42 10.30 4.27 64.67 75.73 62.08 34.92
SUPPRESSION OF TUMORIGENICITY 7-LIKE St7l 1.33 0.81 0.68 0.90 0.64 1.54 0.49
TRANSDUCER OF ERBB2, 2 Tob2 0.68 0.83 0.57 0.86 0.65 1.44 0.40
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CENTAURIN, GAMMA 1 Centg1 1.31
DIMETHYLARGININE DIMETHYLAMINOHYDROLASE 1 Ddah1 1.62 0.75 0.97 0.62
FGF RECEPTOR ACTIVATING PROTEIN 1 Frag1 1.92
GENE RICH CLUSTER, C3F GENE Grcc3f 0.78 1.09 1.08 1.23
GLYCEROL KINASE Gyk 1.42 1.69 1.27 1.05 1.26
ISOPENTENYL-DIPHOSPHATE DELTA ISOMERASE Idi1 0.84 0.51 0.94 0.47
INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 2 Igfbp2 2.90 1.57 2.13 0.77
INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 7 Igfbp7 0.60
JNK/SAPK-ASSOCIATED PROTEIN 1 JSAP1 1.49 1.03 2.16
LAMIN B RECEPTOR Lbr 1.65 1.22 1.45 0.73
MALE GERM CELL-ASSOCIATED KINASE Mak 2.56 1.03 1.49 0.80
MITOCHONDRIAL TUMOR SUPPRESSOR 1 Mtus1 1.41
N-MYC DOWNSTREAM REGULATED 4 Ndr4 0.75 0.84 0.65
PEROXIREDOXIN 1 Prdx1 1.33 1.40 1.18
PROTEIN TYROSINE KINASE 9 Ptk9 1.67 1.07 1.59 0.84
PROTEIN TYROSINE PHOSPHATASE, RECEPTOR TYPE, N POLYPEPTIDE 2 Ptprn2 1.68 1.98 1.64 0.81
RAS P21 PROTEIN ACTIVATOR 3 Rasa3 0.69 0.90 0.85 0.91 1.09 1.30
SOCIUS Soc 1.13 1.37 1.23
SPERMATOGENESIS ASSOCIATED 7 Spata7 0.48
TUMOR-ASSOCIATED CALCIUM SIGNAL TRANSDUCER 1 Tacstd1 4.22
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
A KINASE  ANCHOR PROTEIN 14 Akap14 0.47
A KINASE  ANCHOR PROTEIN 8-LIKE Akap8l 0.52 0.64 0.54
A KINASE  ANCHOR PROTEIN  9 Akap9 0.22
RHO GTPASE ACTIVATING PROTEIN 24 Arhgap24 0.58
BROMODOMAIN CONTAINING 8 Brd8 0.34
BONE MARROW STROMAL CELL ANTIGEN 1 Bst1 0.26
MYOCYTE-SPECIFIC ENHANCER FACTOR 2A LOC309957 0.44 0.88 0.50
EVOLUTIONARILY CONSERVED SIGNALING INTERMEDIATE IN TOLL PATHWMGC94704 0.55
TRANSPORTIN 2  Tnpo2_predicted 0.68 0.68
TRANSPORTIN 3 Tnpo3 0.68
PROTEIN PHOSPHATASE 2, REGULATORY SUBUNIT B , ALPHA ISOFORM Ppp2r5a_predicted 0.77 0.82 0.82 0.83
PROTEIN PHOSPHATASE 3 , CATALYTIC SUBUNIT, GAMMA ISOFORM Ppp3cc 0.53

RNA metabolism pEASE value: IONT: 4,7E-35 IONC: 3,90E-25
RNA processing pEASE value: IONT: 9,80E-05 IONC: 1,80E-23
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
G-RICH RNA SEQUENCE BINDING FACTOR 1 Grsf1 1.97 2.11 2.61 2.19 1.32 1.59 2.79 2.59 1.87 1.13 1.89
PRP4 PRE-MRNA PROCESSING FACTOR 4 HOMOLOG B Prpf4b 1.46 0.35
WW DOMAIN BINDING PROTEIN 4 Wbp4 0.71 0.99 0.71 0.67
EXPORTIN 1, CRM1 HOMOLOG Xpo1 0.65 0.82 0.60 0.90 0.59 0.83 0.63 0.64 0.63
ALANYL-TRNA SYNTHETASE Aars 1.27 0.77 0.90 0.94 0.42 0.63 0.62
HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F Hnrpf 0.59 0.83 0.54 0.58
PRE-MRNA PROCESSING FACTOR 8 Prpf8 0.83 0.84 0.76 0.74
RNA BINDING MOTIF PROTEIN 16 Rbm16 0.82 0.84 0.74 0.83 0.67 0.41
RNA BINDING MOTIF, SINGLE STRANDED INTERACTING PROTEIN 2 Rbms2 0.53 0.46 0.50 0.59 1.55 0.26
SMALL NUCLEAR RIBONUCLEOPROTEIN N Snrpn 0.90 0.83 0.84 0.83 0.76 0.67 0.67
HNRNP-ASSOCIATED WITH LETHAL YELLOW Raly 0.47 0.39
PRP3 PRE-MRNA PROCESSING FACTOR 3 HOMOLOG  Prpf3_predicted 0.44 1.03 0.37 1.05 0.37 0.38 0.39 0.32 0.38 0.36
PUMILIO 1  Pum1_predicted 0.58 0.79 0.60 0.64 0.62 0.65 0.68
NUCLEAR FRAGILE X MENTAL RETARDATION PROTEIN INTERACTING PRONufip1 0.51 0.88 0.52 0.57 0.61
DEAD  BOX POLYPEPTIDE 24 Ddx24 1.87 0.86 0.86 0.79 0.86
ISOLEUCINE-TRNA SYNTHETASE Iars_predicted 0.80 0.64 0.48 0.57 0.20 0.90 0.39 2.45
HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN A/B Hnrpab 1.59 1.35 1.38 1.42 1.10 1.39 2.01
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
ADENOSINE DEAMINASE, RNA-SPECIFIC Adar 1.35
BLOCK OF PROLIFERATION 1 Bop1 1.45 1.11 1.20 1.61 0.74
CUG TRIPLET REPEAT, RNA BINDING PROTEIN 2 Cugbp2 1.47
DEAD  BOX POLYPEPTIDE 1 Ddx1 1.23
DICER1, DCR-1 HOMOLOG Dicer1 0.89 0.54 0.97 0.45
MUSCLEBLIND-LIKE 1 Mbnl1 2.62 1.10 1.18
NEURO-ONCOLOGICAL VENTRAL ANTIGEN 1 Nova1 0.49
POLY BINDING PROTEIN, CYTOPLASMIC 1 Pabpc1 1.28 1.40 1.35 1.30 1.11 1.29



PP3111 PROTEIN Pp3111 0.55
PETER PAN HOMOLOG Ppan 1.37 1.02 1.43 0.69
QUEUINE TRNA-RIBOSYLTRANSFERASE 1 Qtrt1 0.46
RNA BINDING MOTIF PROTEIN 5 Rbm5 2.98
RNA  METHYLTRANSFERASE DOMAIN CONTAINING 3 Rg9mtd3 1.92 1.09 2.39
RIBONUCLEASE L Rnasel 4.92
RIBONUCLEASE P 40 SUBUNIT Rpp40 1.34 1.15 1.21 1.23 1.26 1.15
SPLICING FACTOR 3A, SUBUNIT 3 Sf3a3 0.67
SMALL NUCLEAR RIBONUCLEOPROTEIN D3 POLYPEPTIDE 18KDA SNRPD3 1.56
SMALL NUCLEAR RIBONUCLEOPROTEIN D3 Snrpd3 1.56
WW DOMAIN BINDING PROTEIN 11 Wbp11 0.77
PROCESSING OF PRECURSOR 4, RIBONUCLEASE P/MRP FAMILY, Pop4 0.77
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
CLEAVAGE STIMULATION FACTOR, 3' PRE-RNA, SUBUNIT 1 Cstf1 0.34
ATP-DEPENDENT, RNA HELICASE Ddx52 0.46
FUS INTERACTING PROTEIN  1 Fusip1 0.41
HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN U Hnrpu 0.59
SPLICING FACTOR 3A, SUBUNIT 2, 66KDA Sf3a2 0.47
SPLICING FACTOR 3B, SUBUNIT 1 Sf3b1 0.81 0.82 0.81 0.79
SPLICING FACTOR 4 Sf4 0.61 0.68
SPLICING FACTOR, ARGININE/SERINE-RICH 8 Sfrs8 0.74
SURVIVAL OF MOTOR NEURON PROTEIN INTERACTING PROTEIN 1 Sip1 0.48
SJOGREN SYNDROME ANTIGEN B Ssb 0.26
TRNA NUCLEOTIDYL TRANSFERASE, CCA-ADDING, 1 Trnt1 0.59
Translation pEASE value: IONT: 5,00E-37 IONC: 1,60E-24
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
SERYL-TRNA SYNTHETASE 2 Sars2_predicted 0.37 0.26 0.40 0.36 0.41 0.39 0.38 0.40 0.39
RIBONUCLEASE P/MRP 38KDA SUBUNIT Rpp38 0.53 0.96 0.40 1.88 0.54 0.55 0.50 0.42 0.53
ASPARAGINYL-TRNA SYNTHETASE Nars 0.67 0.91 0.92 0.49 0.58
METHIONINE-TRNA SYNTHETASE Mars_predicted 0.29 0.39 0.47 0.39
METHYLTRANSFERASE-LIKE 3 Mettl3 0.79 0.92 0.70 0.71 1.00 1.00 0.72
ZINC FINGER PROTEIN 36 Zfp36 4.82 1.91 4.07 3.29 1.72 2.14 5.09
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
GTP BINDING PROTEIN 3 Gtpbp3 0.86 0.91 0.62
HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN M Hnrpm 1.97 1.02 1.97 1.09 2.67
MITOCHONDRIAL RIBOSOMAL PROTEIN L40 Mrpl40 0.52 0.95 0.67 1.36
EXPRESSED IN NON-METASTATIC CELLS 2 Nme2 2.81 1.15 2.65 1.29 1.57 0.46
SMALL NUCLEAR RIBONUCLEOPROTEIN POLYPEPTIDE A Snrpa 1.18 1.73 1.10 1.89
TRANSCRIPTION FACTOR B2, MITOCHONDRIAL Tfb2m 0.71 0.92 0.61
ZINC FINGER PROTEIN 36, C3H TYPE-LIKE 1 Zfp36l1 1.70 1.24 1.75 1.74 1.19 1.34
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
MRNA DECAPPING ENZYME Dcps 1.38
EUKARYOTIC TRANSLATION TERMINATION FACTOR 1 Etf1 0.45
SPERMATOGENESIS-RELATED PROTEIN Mki67ip 0.59 0.77 0.56
RIBONUCLEASE/ANGIOGENIN INHIBITOR 1 Rnh1 1.51
DOUBLE-STRANDED RNA-BINDING PROTEIN P74 Strbp 0.24
ELONGATION FACTOR RNA POLYMERASE II 2 Ell2 0.58
GENERAL TRANSCRIPTION FACTOR IIF, POLYPEPTIDE 2 Gtf2f2 0.54
Ribosome pEASE value: IONT: 5,80E-36
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
RIBOSOMAL PROTEIN L10 Rpl10 1.72 1.09 1.35 0.87
RIBOSOMAL PROTEIN L13A Rpl13a 1.65
RIBOSOMAL PROTEIN L19 Rpl19 1.41 1.37
RIBOSOMAL PROTEIN L22 Rpl22 1.50 1.19 1.29
RIBOSOMAL PROTEIN L23 Rpl23 1.24 1.11 1.45 1.21
RIBOSOMAL PROTEIN L29 Rpl29 1.64
RIBOSOMAL PROTEIN L3 Rpl3 1.25 1.21
RIBOSOMAL PROTEIN L30 Rpl30 1.50
RIBOSOMAL PROTEIN L31 Rpl31 1.43
RIBOSOMAL PROTEIN L35 Rpl35 1.38 1.28
RIBOSOMAL PROTEIN L37 Rpl37 1.17 1.33 1.25 1.28
RIBOSOMAL PROTEIN L39 Rpl39 1.12 1.73
RIBOSOMAL PROTEIN L5 Rpl5 1.19 1.22 1.46 1.14
RIBOSOMAL PROTEIN S11 Rps11 1.42 1.21 1.23 0.92
RIBOSOMAL PROTEIN S12 Rps12 1.38
RIBOSOMAL PROTEIN S15 Rps15 1.66
RIBOSOMAL PROTEIN S16 Rps16 1.51 1.26 1.55
RIBOSOMAL PROTEIN S18 Rps18 1.58
RIBOSOMAL PROTEIN S19 Rps19 1.33 1.49
RIBOSOMAL PROTEIN S23 Rps23 1.21 1.25 1.38 1.29 1.10
RIBOSOMAL PROTEIN S24 Rps24 1.50



RIBOSOMAL PROTEIN S26 Rps26 1.45 1.19 1.39 1.15 1.14
RIBOSOMAL PROTEIN S27A Rps27a 1.40
RIBOSOMAL PROTEIN S28 Rps28 1.27 1.21 1.46 1.34 1.17 1.14
RIBOSOMAL PROTEIN S6 Rps6 1.27 1.15 1.14
RIBOSOMAL PROTEIN S6 KINASE POLYPEPTIDE 2 Rps6ka2 6.71 1.71 7.41 1.96
SDA1 DOMAIN CONTAINING 1 Sdad1 1.26

Growth factor 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d IONC12h IONC24h IONC48h IONC3d IONC7d
NUDIX -TYPE MOTIF 6 Nudt6 11.37 10.13 12.24 4.33 6.29 2.92 10.73 10.38 13.54 4.01 11.85
CONNECTIVE TISSUE GROWTH FACTOR Ctgf 1.64 2.12 1.78 2.16 1.55 2.05 2.60
NEL-LIKE 2 HOMOLOG Nell2 0.39 0.41 0.14 0.30 0.19
OPIOID GROWTH FACTOR RECEPTOR-LIKE 1 Ogfrl1 1.62 1.42 1.55 1.47 1.25 1.34 1.70
STROMAL CELL DERIVED FACTOR 4 Sdf4 1.47 1.09 1.59 1.53
EPIDERMAL GROWTH FACTOR-LIKE PROTEIN 6 Egfl6 0.42 0.67 0.42 0.54 0.58 0.98 0.41 0.50
RETINOL DEHYDROGENASE 12 Rdh12_predicted 0.71 0.50 0.51 0.55 0.83 0.60 0.38 0.65 0.54 0.94
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
FIBROBLAST GROWTH FACTOR 2 Fgf2 2.35 2.11 2.27 1.71 1.60 1.28
PLATELET DERIVED GROWTH FACTOR, ALPHA Pdgfa 1.11 1.54
STEM CELL GROWTH FACTOR Scgf 1.25 1.01 1.60
STROMAL CELL-DERIVED FACTOR 2-LIKE 1 Sdf2l1 2.46 3.43 2.56 2.24 1.53 1.22
EPIDERMAL GROWTH FACTOR RECEPTOR Egfr 1.61 1.59 1.26 1.34
Gene Name IONC12h IONC24h IONC48h IONC3d IONC7d
BONE MORPHOGENETIC PROTEIN 6 Bmp6 1.84
JAGGED 1 Jag1 0.53
RABAPTIN 5 Rabep1 0.54
SRC HOMOLOGY 2 DOMAIN-CONTAINING TRANSFORMING PROTEIN C1 Shc1 2.40
Growth factor: Nervous system pEASE value: IONT: 5,30E-06 
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
BRAIN DERIVED NEUROTROPHIC FACTOR Bdnf 3.36 2.03 1.54
GLIAL CELL LINE DERIVED NEUROTROPHIC FACTOR FAMILY RECEPTOR A Gfra1 1.19 1.62 1.16 1.49
NERVE GROWTH FACTOR, BETA Ngfb_mapped 0.71
NEUREGULIN 2 Nrg2 0.68
NEUROTROPHIN 3 Ntf3 1.24
NEUROTROPHIC TYROSINE KINASE, RECEPTOR, TYPE 1 Ntrk1 1.80
NEUROTROPHIC TYROSINE KINASE, RECEPTOR, TYPE 2 Ntrk2 2.88
NEUROTROPHIC TYROSINE KINASE, RECEPTOR, TYPE 3 Ntrk3 0.40
SLIT HOMOLOG 1 Slit1 0.80
VGF NERVE GROWTH FACTOR INDUCIBLE Vgf 1.87 1.53 5.05 5.32
Retinoid
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
RETINOIC ACID RECEPTOR RESPONDER  2 Rarres2 1.20 1.79 1.46 1.43
RETINOL BINDING PROTEIN 1, CELLULAR Rbp1 0.65 1.94 1.03 1.57
RETINOL BINDING PROTEIN 4, PLASMA Rbp4 2.34 1.88 2.65 1.60 1.27 1.52
ALL-TRANS-13,14-DIHYDRORETINOL SATURASE Retsat 1.77
RETINOID X RECEPTOR BETA Rxrb 1.73 1.24 1.45
Crystallins pEASE value: IONT: 7,50E-12
Gene Name IONT12h IONT24h IONT48h IONT3d IONT7d IONT15d
CRYSTALLIN, ALPHA A Cryaa 0.73 0.90 0.86 1.02 0.44
CRYSTALLIN, ALPHA B Cryab 0.61 0.83 0.81 1.03 0.45
CRYSTALLIN, BETA A1 Cryba1 0.46 0.68 0.52 1.10 0.16
CRYSTALLIN, BETA A2 Cryba2 0.85 0.36 0.60 0.50 1.17 0.17
CRYSTALLIN, BETA A4 Cryba4 0.80 0.16 0.49 0.27 1.25 0.06
CRYSTALLIN, BETA B1 Crybb1 0.78 0.18 0.52 0.30 1.21 0.07
CRYSTALLIN, BETA B2 Crybb2 0.84 0.60 0.68 0.95 1.04 0.28
CRYSTALLIN, BETA B3 Crybb3 0.82 0.29 0.65 0.46 1.10 0.12
CRYSTALLIN, GAMMA S Crygs 0.78 0.30 0.49 0.40 1.18 0.11


