Table S2: All proteins with altered expression levels >20% in WIdS striatal synaptosome preparations at 24 and/or 48hrs after cortical lesion

Average Ratio Average Ratio
Accession Number protein ame Mol Weight (Da) Peptides Score emPAT 24Hrs vs Unlesioned 48Hrs vs Unlesioned
1PI00223757.4  AKR1B3 44265 13 344 007 1730 2.306
IPI00137087.5  ARFGEF2 A Riosvition Facto Guarine Nucieotide-Exchange Factor 2 237721 8 71 oo 1225 1873
1PI00421137.3  KIFSC Kinesin Heavy Chain Isoform 5C 138330 3 500 005 La83 1801
1PI00330754.1  BOHL D-Beta-Hydroxybutyrate Dehydrogenase, Mitochondrial 45903 3 2133 007 1503 1739
1PI00221768.3  HPCALY Hippocalcin-Like P 27848 13 05 o040 1337 1693
1PI00329843.4  ANKFYL Isoform 1 of Ankyrin Repeat And Fyve Domaln-Containing Proteln 1 146604 a1 153 002 2215 1604
IPIO0118880.5  GUCY1E3 Guanylate Cylase Soluble Subunlt Beta-1 81390 8 02 oo Laza 1566
IPI00111218.1  ALDH2 Adehyce Dehytrogenase, Miachandrial 66445 13 el 010 413 1544
1PI00461857.2  TBCD win-Speciic Chaper 151126 15 406 002 1135 1542
1PI00881197.1  ME1 Nadp-Dependent Mali 76100 23 150 013 1120 1490
1PI0012607222  VATL Syneptc vesicl Mambrane ?mzam Vat-1 Homolog 49381 11 1008 007 Loty 146
1PI00463909.3  HUWEL £3 Ubiquitin-Protein Ligase H 545036 83 als ool 1589 rast
1PI00222759.3  VATIL Siapic vescle Membrane Protei vat-1 oo ke 55561 50 1001 o019 1152 Laas
1PI00226790.2  PIGT Loc100046871 Gp Transamidase Compone 73344 0 928 004 1605 Laaa
1P100330303.7 Purine 5 o 75338 14 sa 004 1120 1433
1PI00132966.3  PPID eptidyl-prol CTrans leamrase 0 53588 0 796 o0s 1273 ra21
1PI00136936.1  VPS29 Isoform 1 of Vacuolar Protein Sorting-Assoclated Protein 29 24013 24 451 013 Lag2 139
1PI00283531.8  GSTP2 Gltothone S Tronsterose p 2 27648 % 350 041 1093 1358
1PI00361286.1  PPMIE Protein Phosphatase 1€ 95287 43 ie4 007 1342 1302
1PI00SS3717.6  MCCC2 Hethyrotonoy-Coa Carboyiase Beta Chai, ool 69820 17 559 005 0999 1341
1PI00132314.1  NUCB1 Nucieobindin- 62502 2 e 005 1189 1325
1PIO0311873.5  PPPICE Ser neﬂhmnme Protein Phosphatase Pp1-Beta Catalytic Subunit 44085 7 3.2 01 Loss 1321
IPIOL1BI3L6  PPPRRSC Teoftrm 3 of Sarina Thrennina-Brotein Phocnhataca 7 56 Kda Reaulatory 74570 2 172 004 1379 1310
IPI00G26662.3  ALDHIAL Retinal D!hvdmganasﬁ 1 67532 21 603 015 1264 1300
IPI00I11013.1  CTSD Catheps 54507 4 as0 019 007 1301
1PI00420426.1  AP3B2 o3 Comple Subuni Beta 143169 % om0 00 1135 1300
IPI00153740.1  AHSAL Meiator o 50 e st Snoc Proten Atpase Homolg 1 47143 17 179 oia 1255 1297
1PI00133056.1  J0SD2 Josephin-2 22208 4 es o1 1264 1200
1PI007571202  ANGEL2 Isoform 2 of Protein Angel Homolog 2 69507 17 754 o0os 1322 1289
1PI00129479.3  PIP4K2C Phosphatidylinositol-5-Phosphate 4-Kinase Type-2 Gam 57820 1 osss 00s 1155 1280
IPIO0I188212  PAFAHLB2 Pltlet-Aciating acor Aceylydrolse b Subunc [ 30209 6 447 023 1102 1279
1PI00119130.1  BTBD17 Bto/Po: ontaining Protein 17 55231 18 2958 019 1179 1273
IPI00121534.11  CAR2 cnrbomu\n irases 35213 14 231 043 Loss 1272
1PI00153903.6  CLYBL Citrate Lyase Subunit Beta-Like Protein, Mitochondrial 6385 a s 007 01933 1267
1PI00943452.1  FLOT2 Toform 5 of Fotiin 2 52147 20 344 006 1128 1259
IPI00113772.1  GABRAL Gamma-Aminobutyric Acid Receptor Subunit Alpha-1 61683 13 483 oos 1077 1246
iPI003236004  CORO1A Coronin-1A s8638 18 363 o012 1225 1240
IPI00875470.1  PSMD12 Putative Uncharacterized Protein 59953 40 1207 00s L1057 1239
TIO0%a0  LOCHO00MI36  ShalarTo Cacra i ilorm 3 53675 6 1646 035 1110 1220
IPIOSSSE111  ARLBA Putative Uncharacterized Protein 23647 18 383 o014 Losa 1224
1PI00132874.4  MGLL Putative Uncharacterized Protein 42726 5 759 01s Lot 1222
1PI00119346.1  CALB2 Calretinin 39680 % e 017 0923 1221
1PI00137409.3  TKT Transketolass 81961 52 1273 02 1033 1220
1PI00108125.4  EIFSA Eukaryote Tansaton nitaton Factor sact 21308 2 1376 o0ss L1154 1216
1PI00127237.1  PEX14 Peroxisomal Membrane Protein Pex 6658 & 2064 007 0971 1216
1PI00223092.5  HADHA Tefincionel Entyme Subic Aphe, Miochondril 103683 39 6o 003 o3 1206
IPI00130489.1  RAB3S Ras-Related Protein Rab-35 29076 17 1745 o02a 124 1206
1PI00221577.1  CPTIC Carnitine O-Paimitoyltransferase 1, Brain Isoform 97634 18 511 003 L1084 1203
1PI00110426.1  INPPAA Isoform 1 of Type 1 Inositol-3,4-Bisphosphate 4-Phosphatase 121500 3% 533 005 1109 1201
1PI00130589.8  SODI Superoxide Dismutase [Cu-Zn] 19146 30 1544 125 1282 1197
1P100229647.5  TLN2 Talin-2 325317 B2 246 002 1223 1196
1PI00369987.3  GDA Guanine Deaminase 59707 39 s 017 135 184
IPI00118900.1  PDELB Calciumic: sy 71130 25 1663 009 1331 1166
1PI00619995.4  MYO18A aotorm 3of yosixvila 281702 s 778 oo 1274 1158
1PI00465786.3  TLNL 321817 104 382 001 0876 1156
IPIO01189631  MRPLI2 ety Rubcmma\ Protein L12, Mitochondrial 27589 7 i42 026 0835 1151
1PI00187545.4  PLXNAL e 250164 54 859 001 La2s 1142
1PI00127942.4  DSTN 25544 2 ele 028 1288 1131
1PI00127983.1  TMED2 Gmi0898 Transmembrane Emp24 Domai-Conainig Proten 2 26151 1 sos 013 1530 112
1PI00222008.2  OSCP1 Organic Solute Carrier Protein 1 Isoform. 52789 2 1081 008 1560 1124
1PI00124639.1  NTSC 5(3)-Deoxyribonucleatidase, Cytosolic Type. 26028 3 217 013 1539 1110
1PI00918940.1  STX16 Syntaxin 16 34122 17 349 o010 1207 108
IPI00136867.1  SLCGALL Sodium And ChiorideDependent Gaba Transporter 3 79481 36 1970 027 0787 1097
IPI00I31695.3  ALB Serum Albumin 86519 30 555 008 Laas 109
IPI001161123  DCTN2 Bunactn Supiit 2 54243 0 38 o1 0758 1095
1PI00225307.1  SARS Seryl-Aminoacylrna Synthetase, lsoform Cra_8 77460 3 237 013 1240 1095
1PI001233424  HYOUL Hypoxia Up-Regulated Protein 135372 % a1 oo 1533 1093
1PI001225211  PXRI Isform Eof Fragle X HentlRetrcation Syndrome- elted Proten L 89598 2 360 o0s 0845 084
1PI00875621.1  SBFL Putative Uncharacterized Protein Sb1 232709 3 164 004 0824 1061
IPI00408688.2  DLGL Loc100047603 feoorm of ks Lrge Homlog 1 117797 27 &5 oo 0826 1059
IPI00B50733.1  KPNAG Kpnat protein 68216 15 575 oos 1312 1059
IPI00115708.1  PIP4K2A Phosphatidylinositol-5-Phosphate 4-Kinase Type-2 Alpha 58215 23 87 oos 0773 1054
PI00134746.5  ASSL Argininosuccinate Syni 57183 23 3 o 0.723 1052
1PI00120030.1  CRYM Mu-Crystaliin Homol 38845 15 182 02 1233 ros1
IPI00I38716.1  RAP2B Ras-Related Protein Rap-28 24370 7 els  ol4 0863 1046
1PI00132575.3  COTLL Coactosin-Like P 19698 18 1063 017 0639 1044
PI00955134.1 Putative Uncharacter; i 24068 54 Tooes 1257 1035
1PI00830456.1  DPPI0 Putative Uncharacterized Protein 100667 s 07 003 0849 1031
1PI00318614.9  IDH2 Isocitrate Dehydrogenase [Nadp), Mitachondrial 62890 8 502 005 0683 ro1s
IPlo0121. coxeAL chrome C Oxidase Polypepti 13692 4 712 oss 0.775 ro1s
IPI00B75081.1  MTMRL Myotubularin-Related Protei 87567 18 1050 0o0s 0.785 L1
1PI00230003.7  PITPNA Phosphatdylnsio Tanster protein Apha tsoorm 41227 27 s our 0839 ro13
1PI00124262.1  RALA tein 30802 1 ess o1l 0.800 1003
1PI00131540.3  VTILA Vesle anspar Thosgn Ineracion Wi T-Sares omlog 14 28317 23 1sa o2 0871 0992
1PI00279443.1  HSPAL2A Heat S Kda Protei 89768 6 2816 024 0.880 0.988
1PI00222457.2  DARS JapatyTna Syrtetse, o Jioplsmic toform 1 66998 23 456 005 0817 0.987
1PI00122409.1  SNAPA1 Isofort of Clathrin Coat Assembly Protein Ap180 103943 7 1576 017 0872 0.987
1PI00762198.2  HBB-B1 Beta-clobin 19931 27 1013 086 1203 0.981
1PI00137227.1  RAB2A Ras-Related Protein Rab- 27658 0 sed 026 0508 0.981
1PI00224570.3  PRKAR2S Camp-Dependen ok Kinase Type 1-Beta Regultory Subonit 53534 55 1867 035 129 0.980
1PI00272033.3  HIST2H2AC Histone KA Type 2-C 18543 s 101 085 0731 0979
1PI00133557.1  TPPP3 Tubulin Polymerization-promoting Protein Family Member 3 27643 7 460 o012 0855 .70
1PI00GS17622  GBAS Globlastoma Ampfied 38525 8 1144 018 0812 0.969
1PI00626790.3  GLUL mine Syntheta: 9526 62 ases 057 0.766 0.967
1PI00652978.4  1110020G09RIK lsa(urm 4of U pmss Prtein C501133 Homolog 50239 2 47 o7 0877 0.963
1PI00227432.7  DNM3. oform 1 of Dynar 115173 % 2006 022 0875 0.962
1PI00114231.2  NEFH Neuraiamans heary Polypepid 162231 15 07 o0os 0.720 0.960
PO0IZSO3SL  ACLAKSLZPS  Adenyiote Kinase Isoenzyme 4 Mul chondrial 20115 10 517 o1r 1252 0.956
1PI00153660.4  DLAT varalinowlleine-Raci Hultancioraca Componant of Puriiate De 80941 24 a5 008 0845 0.951
1PI00109109.1  SOD2 Superode Dismtase [Mn), Miochondrian 29087 6 2230 052 0.797 0.951
IPI00648312.3  NTSDC3 -Nudeoidase DomainCortaining roei 3 74119 47 3046 01 0811 0.949
IPI00331579.1  SYNGR3 Synaptogyrin- 25686 1 s o2 0715 0.947
IPIO0G48141.1  GSK3A s9328 s ses 006 0839 0.946
1PI00313962.3  UCHLL Unvgein Caron mmmm veroose Lsoym 30336 68 12224 087 834 0.943
1PI00125267.4  VAPA et descctesormprans P ncsocimed Proten A 35366 13 a4 009 0822 0.942
IPIO0BBI096.1  NAPG Pltative Uncharactorized protan N 0418 3 2067 038 0862 0.941
1PI00134918.4  PTPMTL Protein Tyrosine Phosphatase Mitochendeil 1 32742 s 38 010 0827 0.933
PI00319994.6  LDHA L-Lactate Dehydrogenase A Chain 5 104 asia 076 0875 0932
IPI00468688.4  TARS Threonyl- tase, Cytoplasmic 103684 7 352 003 1238 0.927
1PI0022703.6  VAMP2 esice-Assocaed Hembrane o 2 173 17 83 08 0863 0.926
1PI00849722.3  CADML Isoform 5 of Cell Adhesion Molecul 42702 9 o4 06 0824 0.925
PI0037969.4  HMGCL ironymetyil tayl-Coa Lyase, Miochondril Precursor 41365 2 s76 o008 1270 0916
1PI00469392.2  RTNG Isoform Jon-4 150472 55 a7 002 o072 014
IPI00751607.1  LOCI00045958  Similar To Hcgd5299 lsoform 2 39500 15 2376 017 0861 0.900
1PI00420882.3 Isoform 4 of 2-Oxoglutarate Dehydrogenase, Mitochondrial 135060 35 703 005 0837 0.900
1PI00762713.1  DNAICE Lalorm3 of P Tyrosine et Prsshotove o 123424 27 412 oo 0872 0892
1PI00224740.6  PFNL Profilin-1 18161 16 686 067 0.803 082
1PI00S54868.2  PRPSL Ribose-Phosphate Pyrophosphokinase 1 41727 0.16 0.756 0.880
1PI00407130.4  PKM2 Isorm 42 of Pyruine Kinase Lsozymes 1/M2 69938 276 21880 296 0863 0876
IPIO0I30555.1  RASALL Rasgap-Activating-Like Prote 101237 51 326 010 0818 0876
IPIO0BB0839.1  HSPAS Stress-70 Protein, Mitochondr 0128 6 1690 020 0869 0874
1PI00119087.3  TPPP Tubuiin Polymerization-Promoting Protein 32249 46 3332 008 1262 0873
1PI00115429.1  GGT7 mma-Glutamyranser 7a811 23 1878 004 0761 0867
1PI00116279.3  CCTS -Complex Proten 1 subun:Epsion 73731 2 42 ooe 0823 0362
1PI00318496.1  GADL Gltamate Decarbonyls 79819 2 asda 008 s64 0.860
IPI00113149.1  STXIB Syntaxin-1 41665 8 esas 215 0.794 0.860
1PI00125266.1  ASAHL Acid Cerar 53254 0 s0s 006 0835 0857
1PI00467530.3  ABLIML Teatom o Acun-Binding Lim Prtein 1 115052 9 617 003 794 0853
1PI001115011  CPLX2 Complexin-2 21887 4 052 L3 0.783 0838
1PI00116843.1  MT-ND4 Nadh Uiquinone Oxidoeductase Chan 4 sessL s 527 006 1312 0836
1PI003315415  PFKM 6-Phosphofructokinase, Muscle T 99455 52 2700 o014 0779 0836
1PI00122826.1  CENDI Call Gyl Ext And Nedronal Difereniauon proteln 1 20206 12 845 036 0.778 0835
1PI00127408.3  RACL o Relted 3 Soulnum Subsirte 1, lofom Ca_A 30262 1 38 023 0857 0834
PI004709812  RTN3 Isoform 1 of Reticulon-3 125432 18 1450 003 794 0834
1PI00123518.1  LYPLA2 Feeten Thoctarse 28770 s 57 o1 0714 0826
1PI00408909.4  MTAPIA Isoform 1 of Microtubule-Associated Protein 1A 360950 6 91 002 0863 0824
1PI00315593.4 Ipha-N-Acetylgalactosarminidase 7 s w2 013 0.779 0824
1PI00162781.2  AHCYLL P Ihomocysteinase 2 71861 a5 1376 ous 1a72 0818
1PI00776358.1  ACAT3 Acetyl-Coenzyme A Acetyltransferase 3 48288 25 1ss 007 1230 0817
IPI00321308.4  AARS ‘Alanyl-Trma Synthetase, Cytoplasmic 127166 8 1781 005 0875
1PI00351246.3  MPP3 Hagul PSS Subfamily Hember 3 75970 2 1798 009 087 0.794
1PI00653237.2  WDR7 wWar7 prot 183911 0 576 005 0978 0.790
1PI00405699.2  ALDH4AL Det -rroine-5-Carbosyate Dehydrogenase, Mochondri 72571 20 130 o005 0848 0787
1PIOO111556.1  PPP2CE SernTveanine. ot Phosphaiase 2 cataytc ot Beta soform 39773 1 %2 017 0846 0.787
PI00111151.2 Rabphilin-3 3t 7 ou 0.953 0784
IPI00B28723.1  ARHGEF? Isform G of fho Guanin Nuceotide Exchange Facor 7 108930 30 231 o006 0.948 0783
1P100132217.1 Mitochondrial Fission 2 8 925 os 0.988 0781
1PI00378764.6 Vor Nere Gronth Focor ndclble 72507 40 2647 005 684 0776
1PI00380799.5  PDE2A Putative Uncharacterized Protei 121877 39 so74 005 Lo62 0775
PI00454049.4  ECHS1 Erol-CoaHydrtase, Hiochongrl 38350 0 1137 009 091 0774
1PI00135677.2  EHD3. En Domain-Containing 74833 8 1282 009 Looo 0773
701 1 v Achwating P G11 98822 39 3 007 0870 0773
1PI00399905.5  PPFIAS Lprin-Alpha-3 134308 52 794 o0 0.958 0773
PIO03S0311.1LOCI00044107  Simlar ToGuanine Nudectide Sning Protan Alha 2 Subunit 47366 20 sa1 007 0.900 0772
1PI00230615.8 Putative Uncharacter 47347 14 s4s 007 0610 0771
1PI00380195.1 Presphoghyconte Prospmatase 39234 2 ss o008 1248 0769
121440.4 Electron Tra oprten Subunt Beta 36028 7 72 o1 082 0.767
1PI00322312.3  ARHGDIA Rho Gdp-Dissociation Inhibito 205; % 155 038 0.767 0.765
IPI001538134  EXOCL Exceyst Complen Component 127500 42 eea 005 0.977 0.765
1P100848608. LRN Lsoform 1 of Kal 403375 & 427 001 0810 0.763
1PI00402982.2  TMOD2 Isoform 1 of 5 s 1059 o014 118 0757
1PI00471372.2  WASFL Witz lricn Dimarome rraten Fami Member 1 69361 32 2038 o005 1249 0757
1PI00310916.1  CD8L Cds1 Antig 20842 & 2519 037 Loz 0.755
1PI00122975.1  GPM6B oform 8.0 Newranal Wembrane Glycoproten Me-2 36390 10 ar 030 La0s 0755
1PI001343533  NOL3 Nucleolar Protein 25693 6 a4 013 1125 0755
1PI00120319.3  PPPIRT Protein Phosphatase 1 Regulatory Subunit 7 49290 8 &9 o1 0831 0.755
1PI00404650.2  ADAM22 Tetorm o Pitarrin A Moraloroteinase Domain-Contaiinn Protee 114738 2 473 003 0.939 0.749
1PI00153266.1  SCCPDH Probable Saccharopine Dehydrogen: s6451 6 563 006 0804 0.746
1PI00273164.1  ALDHSAL Sucnate-Semildehyde Dehydrogenase, Mitochondrial 66542 43 164 021 0.987 0.745
IPI001373132  PLXNA Plexin-A 202332 50 06 001 0.933 0.744
1PI00464317.3  GLS Ghoarnas tsoform 1 87852 8 3720 020 0846 0739
IPIO0I31535.1  LANCLY Lanc-Like Protein 1 53050 2 188 02 0.753 0737
PI00230194.5  GNG2 Protein 10393 51103 0.963 0732
1PI00230680.7  ATP4A Potassium-Transporting Atpase Alpha Chain | 130912 85 3008 016 0.956 0731
IPI00153176.2  FBXO2 F-Box Only Protein 2 36678 5 568 009 0853 0728
1PI00337930.4  CKAPS Isoform 1 0f Cytoskeleton-Associated Protein 5 202550 73 2577 0w 0832 0.726
1PI00123465.1  COPS7A Isoform 1 of Cop Signalosome Complex Subunit 7A 36157 13 a5 030 0515 0724
1PI00230108.6  PDIA3 Protein Disuifide-1some 72918 3 727 o1 1233 0723
1PI00649135.2  GSTM1 Glutathione S-Transferase, 34703 53 2689 o058 0839 0715
1PI00341282.2  ATPSF1 Atp Synthase Subunit 8, Mitochondrial 36385 24 1082 009 1127 0714
IPI00118986.1  ATPSO Loc100047429 Atp Synthase Subunit O, Mitochondrial 30008 s el oo1n o072 0714
1PI00751955.1  TMX2. utative Uncharacter " 35998 17 194 009 0.880 0714
IPI00331016.1  SEC24B Sec24 Rlated Gens Family Hember 8 148774 32 w6 oos 0.923 0710
1PI00316623.4  CTNND1 Isoform 3 of Catenin D 118891 17 749 o003 1167 0702
IPIO0119853.1  GNAS ot G of i ielootda-Binin rotln G(S) St Al 54000 19 a8 o1 092 0,695
1PI00377728.2  TOMM70A Mitochondrial Lmport Receptor Subunit Tom?0 86471 36 507 o008 0712 0694
1PI00263013.4  PLPL Isoform 1 of Myelin Proteolipid Protein 34810 54 1797 127 Lot 0690
1PI00B80426.1  LPHNS Putative Uncharacterized Protein Lohn3 181340 38 288 003 e
IPI00308484.3  SPARCLL Sparc-Like Protein 1 6814 2 402 004 003 0.685
1PI00460132.1  TUFM Isaform 2 of Elongatin Factar T, Mochondria 55368 27 1008 o026 0.708 0677
1PI00466069.3  EEF2 Elongation Fact 115996 8 452 o0s 0.757 0675
1PI00762897.2  UGGTL Ui locoseGyeopoten Glucosyranstaase 1 207122 36 1086 002 1106 0666
1PI00675436.2 22 Similar To Protpacame (Procoma. Marranain) 265 Subimit Non-Atnaca > 108022 a1l 1sse 003 01927 0651
IPI00918623.1  2310061104RK  Novel Protei 20696 13 340 o011 0.726 0.650
1P100221602.1 5 iderofiexin-5 5 18 1287 026 0.939 0644
1PI00S56827.1  ATP2B1 Plasma Membrane Calcium Atpase 1 163010 B a8 022 0.766 0632
1PI00117657.2  OPAL Isoform 1 of Dynamin-Like 120 Kda Protein, Mitochondrial 137336 65 361 015 0619 0624
IPI00126048.2  PSMDL3 Isoform 1 of 265 Proteasome Non-Atpase Regulatory Subunit 13 50425 1 26 007 0.750 0623
1PI00461085.3  TMOD2 s 2 of Tropamodul2 34267 10 1078 010 1076 0.620
1PI00153400.2  H2AR) Hist 18296 12 3905 066 05529 0.597
1PI00133367.1  HSBPL Vit Shook Fctor-Sinding proten 1 10430 5 55 077 0.978 059
1P100459279.2 Dinydropteridine 30629 21 0 o5t 1220 0584
PI004642083  ATAD3A form 2 of Atpase Family Aaa Domain-Containing Protein 3 68154 15 se7 o005 84 0565
1PI00652758.1  TOM1 Target of Myb Protein 1 1 2 18 sad o011 0,697 0552
1PI00108783.1  NFL Isoform 2 of Neurafibromin 375725 45 1585 oo 0530 0539
1PI00380956.1  ABI2 Abl Interactor 2 5 7 s07 o1 0.752 0518
1P100229527.7 LT Leukotriene A-4 Hydrolase 81468 8 2464 o002 0.954 0.449
1PI00918347.1  PIPSKIC Kda Protein 87979 3% 01 008 0625 0.441
1PI00265406.3  PFAS Phosphorbosyormygycnamidine Synthase 159634 27 11 0w 0569 0361
1PI00373728.1  RPLL 36 4 620 009 0312 0318
1PI00120332.6  SLC17A6 Vesicular G\uumau Transmmer 2 74329 23 1148 ooe 0,605 0316
1PI00626994.3 1905 Isoform 1 of Imy 143246 3 382 005 0.293 0.208

1PI00828891.1  DOCK? Dediator of Cymness 7 27011 58 %8 o001 0638 0.256



