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2“#&1 ’ﬂ"’tﬁﬁﬁi_%(ﬁ34oﬁ) No. RefSeq Geneld scription
61 [NP_002991 6390|succinate dehydrogenase complex, subunit B, iron sulfur (Ip) SDHB
0. RefSeq Geneld Description 62 |NP_002563 5049 |platelet-activating factor acetylhydrolase 1b, catalytic subunit 2 (30kDa) PAFAH1B2
1 [NP_004997 4719|NADH dehydrogenase (ubiquinone) Fe-S protein 1, 75kDa (NADH-coenzyme|  NDUFS1 63 |NP_001684 526|ATPase, H+ transporting, lysosomal 56/58kDa, V1 subunit B2 ATP6V1B2
2 |NP_000147:NP_620279 2593[guanidinoacetate N-methyltransferase GAMT 64 |NP_006223 5437|polymerase (RNA) Il (DNA directed) polypeptide H POLR2H
3 |NP_054861 11164|nudix (nucleoside diphosphate linked moiety X)-type motif 5 NUDTS 65 |NP_006582 10714|polymerase (DNA-directed), delta 3, accessory subunit POLD3
4 |NP_000683 219|aldehyde dehydrogenase 1 family, member B1 ALDH1B1 66 |NP_001922 1737|dihydrolipoamide S-acetyltransferase DLAT
5 |NP_005262 2746|glutamate dehydrogenase 1 GLUD1 67 [NP_002483 4711|NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5, 16kDa NDUFB5
6 |NP_008830:NP_777280:NP_| 3420|isocitrate dehydrogenase 3 (NAD+) beta IDH3B 68 NP_000148:NP_001005741: 2629|glucosidase, beta, acid GBA
7 |NP_000009:NP_001029031 37|acyl-CoA dehydrogenase, very long chain ACADVL NP_001005742:NP_0011652
8 |NP_003819 8776|myotubularin related protein 1 MTMR1 69 |NP_000849:NP_001152862: 2987|guanylate kinase 1 GUK1
9 |NP_004291:NP_009030 52|acid phosphatase 1, soluble ACP1 70 |NP_001127845:NP_036361 22978|5"-nucleotidase, cytosolic Il NT5C2
10 |NP_003303 7263 |thiosulfate sulfurtransferase (rhodanese) TST 71 [NP_000779 1633|deoxycytidine kinase DCK
11 |NP_001123237:NP_057006 50814|NAD(P) dependent steroid dehydrogenase-like NSDHL 72 [NP_001129293:NP_0011292 2224|farnesyl diphosphate synthase FDPS
12 [NP_001024 6240|ribonucleotide reductase M1 RRM1 73 |NP_001070020:NP_061147 55902 |acyl-CoA synthetase short-chain family member 2 ACSS2
13 |NP_001619 231|aldo-keto reductase family 1, member B1 (aldose reductase) AKR1B1 NP_000019:NP_000633:NP_| .
14 |NP_055217 27089|ubiquinol-cytochrome creyductase, complex Il subunit VII, 9.5kDa UQcRQ 7 | 000634:NP_000635:NP_000 178|amylo-alpha-1, 6-glucosidase, 4-alpha-glucanotransferase AGL
15 |NP_002124 3162|heme oxygenase (decycling) 1 HMOX1 75 [NP_037460 29920|pyrroline-5-carboxylate reductase family, member 2 PYCR2
16 |NP_061156 55907 | cytidine monophosphate N-acetylneuraminic acid synthetase CMAS 76 [NP_115700 84284 |chromosome 1 open reading frame 57 Clorf57
17 [NP_001336:NP_958852:NP_| 1606|diacylglycerol kinase, alpha 80kDa DGKA 77 [NP_005054 6319|stearoyl-CoA desaturase (delta-9-desaturase) SCD
18 |NP_002622 5226|phosphogluconate dehydrogenase PGD 78 [NP_002624 5236/phosphoglucomutase 1 PGM1
19 |NP_071935 64425 |polymerase (RNA) | polypeptide E, 53kDa POLR1E 79 [NP_006010 10312|T-cell, immune regulator 1, ATPase, H+ transporting, lysosomal VO subunit TCIRG1
20 [NP_997192 91373|UDP-N-acteylglucosamine pyrophosphorylase 1-like 1 UAP1L1 20 |NP 000172 3032 hydroxyacyl-CoA dehydrogenase/3-ketoacyl-CoA thiolase/enoyl-CoA HADHB
21 |NP_008838:NP_722546 5831|pyrroline-5-carboxylate reductase 1 PYCR1 - hydratase (trifunctional protein), beta subunit
22 [NP_000399:NP_001076581 2820|glycerol-3-phosphate dehydrogenase 2 (mitochondrial) GPD2 81 |NP_001158245:NP_001181 587|branched chain amino-acid transaminase 2, mitochondrial BCAT2
23 [NP_001015880:NP_004661 9060|3'-phosphoadenosine 5'-phosphosulfate synthase 2 PAPSS2 82 |NP_005462 10007|glucosamine-6-phosphate deaminase 1 GNPDA1
24 |NP_000261 4860|purine nucleoside phosphorylase PNP 83 [NP_001002000:NP_0010020 SIZSZEuanosine monophosphate reductase 2 GMPR2
25 |NP_001171588:NP_004888 9562|multiple inositol-polyphosphate phosphatase 1 MINPP1 84 [NP_000703 644 |biliverdin reductase A BLVRA
26 |NP_000926:NP_891988 5352|procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2 PLOD2 85 |NP_001032900:NP_004484 3028 hydroxysteroid (17-beta) dehydrogenase 10 HSD17B10
27 _|NP_002686 5434|polymerase (RNA) Il (DNA directed) polypeptide E, 25kDa POLR2E 86 |NP_002487 4728|NADH dehydrogenase (ubiquinone) Fe-S protein 8, 23kDa (NADH-coenzyme|  NDUFS8
28 |NP_004453 2222|farnesyl-diphosphate farnesyltransferase 1 FDFT1 87 |NP_001180308:NP_060329 54963|uridine-cytidine kinase 1-like 1 UCKL1
29 NP_942131:NP_942133:NP_| 31|acetyl-CoA carboxylase alpha ACACA 88 |NP_001814 1152|creatine kinase, brain CKB
942134:NP_942135:NP_942 89 [NP_000294 5373|phosphomannomutase 2 PMM2
30 |NP_000687 223|aldehyde dehydrogenase 9 family, member A1 ALDH9A1 90 [NP_002481 4700/ NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6, 14kDa NDUFA6
31 [NP_009031 521|ATP synthase, H+ transporting, mitochondrial Fo complex, subunit E ATPSI 91 [NP_001171500:NP_001910 1632|dodecenoyl-CoA isomerase DCI
32 |NP_001034180:NP_002756 5634|phosphoribosyl pyrophosphate synthetase 2 PRPS2 92 |NP_003892 8879|sphingosine-1-phosphate lyase 1 SGPL1
33 |NP_056991 51056|leucine aminopeptidase 3 LAP3 93 |NP_003650 8540 alkylglycerone phosphate synthase AGPS
34 |NP_001161829:NP_005075 7941|phospholipase A2, group VIl (platelet-activating factor acetylhydrolase, PLA2G7 94 |NP_003356 7384|ubiquinol-cytochrome c reductase core protein | UQCRC1
35 |NP_037466:NP_068806 29925|GDP-mannose pyrophosphorylase B GMPPB 95 |NP_002617 5211 |phosphofructokinase, liver PFKL
36 [NP_001155059:NP_002094 2997|glycogen synthase 1 (muscle) GYS1 96 |NP_009191 11313|lysophospholipase Il LYPLA2
37 |NP_001135938:NP_597700 M7OGEIutamic pyruvate transaminase (alanine aminotransferase) 2 GPT2 97 [NP_005521 3419|isocitrate dehydrogenase 3 (NAD+) alpha IDH3A
38 [NP_001177392:NP_001893: 1491 |cystathionase (cystathionine gamma-lyase) CTH 98 |[NP_057370 51181|dicarbonyl/L-xylulose reductase DCXR
39 |NP_004222 9296|ATPase, H+ transporting, lysosomal 14kDa, V1 subunit F ATP6V1F 99 [NP_000937 5557|primase, DNA, polypeptide 1 (49kDa) PRIML
40 |NP_000280:NP_001160158: 5213|phosphofructokinase, muscle PFKM 100 |NP_077734 5321|phospholipase A2, group IVA (cytosolic, calcium-dependent) PLA2G4A
41 |NP_000017 158|adenylosuccinate lyase ADSL 101 [NP 006612 10768|adenosylhomoc inase-like 1 AHCYL1
42_|NP_057078 51382|ATPase, H+ transporting, lysosomal 34kDa, V1 subunit D ATP6V1D 102 |NP_001121699:NP_0011773 10020|glucosamine (UDP-N-acetyl)-2-epimerase/N-acetylmannosamine kinase GNE
43_|NP_000334:NP_001008217: 2582|UDP-galactose-4-epimerase GALE 103 [NP_001001973:NP_005165 509|ATP synthase, H+ transporting, mitochondrial F1 complex, gamma ATP5C1
44_|NP_005008 5130|phosphate cytidylyltransferase 1, choline, alpha PCYTIA 104 |NP_001019903:NP_057095 51102|mitochondrial trans-2-enoyl-CoA reductase MECR
45 |NP_004137 4713|NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 18kDa NDUFB7 105 [NP_004542 4722|NADH dehydrogenase (ubiquinone) Fe-S protein 3, 30kDa (NADH-coenzyme|  NDUFS3
46_|NP_001003794:NP_009214 11343|monoglyceride lipase MGLL 106 |NP_001488 2683|UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, polypeptide 1 BAGALT1
47 |NP_005737 10135|nicotinamide phosphoribosyltransferase NAMPT 107 |NP_005909 4191|malate dehydrogenase 2, NAD (mitochondrial) MDH2
48 |NP_612208 132789 glucosamine-6-phosphate deaminase 2 GNPDA2 108 |NP_001171629:NP_003350 7358|UDP-glucose 6-dehydrogenase UGDH
49 NP 001117 159|adenylosuccinate synthase ADSS 109 |NP_002687 5436|polymerase (RNA) Il (DNA directed) polypeptide G POLR2G
50 [NP_001677 506|ATP synthase, H+ transporting, mitochondrial F1 complex, beta polypeptide ATP5B 110 |NP_000395:NP_001073279: 2720|galactosidase, beta 1 GLB1
51 |NP_000260:NP_937818 4830/non-metastatic cells 1, protein (NM23A) expressed in NME1 111 |NP_001161807:NP_002387 4200| malic enzyme 2, NAD(+)-dependent, mitochondrial ME2
52 [NP_005908 4190|malate dehydrogenase 1, NAD (soluble) MDH1 112 |NP_000010 38acetyl-CoA acetyltransferase 1 ACATL
53 [NP_001091742:NP_002121 3157|3-hydroxy-3-methylglutaryl-CoA synthase 1 (soluble) HMGCS1 113 [NP_001158503:NP_036277 1841|deoxythymidylate kinase (thymidylate kinase) DTYMK
54 |NP_000745:NP_001128633: 1312|catechol-O-methyltransferase comT 114 [NP_001001975:NP_001678 513|ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit ATPSD
55 INP_001089 S0|aconitase 2, mitochondrial Aco2 115 |NP_001688 539|ATP synthase, H+ transporting, mitochondrial F1 complex, O subunit ATP50
56_|NP_079352 80146|UDP-glucuronate decarboxylase 1 Uxs1 116 |NP_004682 9114|ATPase, H+ transporting, lysosomal 38kDa, VO subunit d1 ATPEVODL
57_|NP_002452 4597|mevalonate (d'phos"ho).decarboxylase MVD 117 |NP_003869 8836|gamma-glutamy! hydrolase (conjugase, folylpolygammaglutamyl hydrolase) GGH
58 _INP_001120676:NP_O011206 3163|h oxygenase (decycling) 2 HMOX2 118 [NP_000512 3074|hexosaminidase B (beta polypeptide) HEXB
59 [NP_036335 9380|glyoxylate re(.iuctase/hydroxvpyruvate reductase GRHPR 119 |NP 067027 58478|enolase-phosphatase 1 ENOPHL
60 [NP_057226 51144|hydroxysteroid (17-beta) dehydrogenase 12 HSD17B12 120 |NP_057058 51084|crystallin, lambda 1 CRYLL
14 15
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No. RefSeq Geneld Descr|
121 |NP_001001521:NP_006750 7360[{UDP-glucose pyrophosphorylase 2
122 z::gg;giissig%ggasz_ 7468|Wolf-Hirschhorn syndrome candidate 1 WHSC1
123 |NP_001129333:NP_054891 29085|phosphohistidine phosphatase 1 PHPT1
124 |NP_004896 9588|peroxiredoxin 6 PRDX6
125 |NP_055720 2744|glutaminase GLS
126 |NP_001124436:NP_006216 5333|phospholipase C, delta 1 PLCD1
127 |NP_001159574:NP_009034 4723|NADH dehydrogenase (ubiquinone) flavoprotein 1, 51kDa NDUFV1
128 |NP_001601 53|acid phosphatase 2, lysosomal ACP2
129 |NP_006614 26227|phosphoglycerate dehydrogenase PHGDH
130 |NP_057025:NP_998784:NP_| 51606|ATPase, H+ transporting, lysosomal 50/57kDa, V1 subunit H ATP6V1H
131 |NP_001161803:NP_004538 4710|NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 4, 15kDa NDUFB4
132 |NP_057041 51074/ APAF1 interacting protein APIP
133 |NP_075566 65263 |pyrroline-5-carboxylate reductase-like PYCRL
134 |NP_001137474:NP_062831: 56474|CTP synthase Il CTPS2
135 |NP_001174 537|ATPase, H+ transporting, lysosomal accessory protein 1 ATP6AP1
136 |NP_001032354:NP_004828 9453|geranylgeranyl diphosphate synthase 1 GGPS1
137 |NP_006699 2739EIyoxaIase | GLO1
138 |NP_004068 1431/citrate synthase CS
139 |NP_006746 6888|transaldolase 1 TALDO1
140 |NP_001158886:NP_0011588 3939|lactate dehydrogenase A LDHA
141 |NP_001001937:NP_004037 498| ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1, ATP5A1
142 [NP_001167568:NP_002291 3945|lactate dehydrogenase B LDHB
143 |NP_076952:NP_932155 53343|nudix (nucleoside diphosphate linked moiety X)-type motif 9 NUDT9
144 |NP_112574 83440/ ADP-dependent glucokinase ADPGK
145 |NP_000099 1738|dihydrolipoamide dehydrogenase DLD
146 |NP oossa7 522 methylenetetrahydrofolate dehydrogenase (NADP+dependent) 1, MTHFD1
- methenyltetrahydrofolate cyclohydrolase, formyltetrahydrofolate
147 |NP_000185 3251|hypoxanthine phosphoribosyltransferase 1 HPRT1
148 |NP_078932 79709|glycosyltransferase 25 domain containing 1 GLT25D1
149 |NP_001020419:NP_0010204 1854|deoxyuridine triphosphatase DUT
150 |NP_057110 51109|retinol dehydrogenase 11 (all-trans/9-cis/11-cis) RDH11
151 |NP_060530 55699 |isoleucyl-tRNA synthetase 2, mitochondrial IARS2
152 |NP_057312:NP_872603 51166/aminoadipate aminotransferase AADAT
153 [NP_001419 2023|enolase 1, (alpha) ENO1
154 |NP_008834:NP_789842:NP_| 27068|pyrophosphatase (inorganic) 2 PPA2
155 |NP_002037 2597|glyceraldehyde-3-phosphate dehydrogenase GAPDH
156 |NP_060708 55750|acylglycerol kinase AGK
157 |NP_000678:NP_001155238 191|adenosylhomocysteinase AHCY
158 |NP_001171564:NP_0011715 586|branched chain amino-acid tr 1, cytosolic BCAT1
159 |NP_001123882:NP_001598 30|acetyl-CoA acyltransferase 1 ACAAL
160 |NP_001970 2053|epoxide hydrolase 2, cytoplasmic EPHX2
161 |NP_001122400:NP_002185 3628|inositol polyphosphate-1-phosphatase INPP1
162 |NP_005101 9945|glutamine-fructose-6-phosphate transaminase 2 GFPT2
163 |NP_009205:NP_863654:NP_| 11332|acyl-CoA thioesterase 7 ACOT7
164 |NP_002406 4282|macrophage migration inhibitory factor (glycosylation-inhibiting factor) MIF
165 |NP_000704 645 biliverdin reductase B (flavin reductase (NADPH)) BLVRB
166 [NP_066923 9054|NFS1 nitrogen fixation 1 homolog (S. cerevisiae) NFS1
167 |NP_000025:NP_001121089: 226|aldolase A, fructose-bisphosphate ALDOA
168 |NP_004536 4707|NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 1, 7kDa NDUFB1
169 |NP_002152:NP_038203 3376[isoleucyl-tRNA synthetase IARS
170 |NP_001001977:NP_008817 514|ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit ATPSE
171 |NP_057366 50808|adenylate kinase 3 AK3
172 |NP_059125 53630|beta-carotene 15,15'-monooxygenase 1 BCMO1
173 |NP_002386 4199|malic enzyme 1, NADP(+)-dependent, cytosolic ME1
174 |NP_037415 27430/ methionine adenosyltransferase Il, beta MAT2B
175 |NP_060686 55229|pantothenate kinase 4 PANK4
176 |NP_004035 471|5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase/IMP ATIC
177 |NP_001856 1347|cytochrome c oxidase subunit Vlla polypeptide 2 (liver) COX7A2
178 |NP_064524 56898|3-hydroxybutyrate dehydrogenase, type 2 BDH2
179 |NP_001138350:NP_005527 3612|inositol(myo)-1(or 4)-monophosphatase 1 IMPAL
180 NP_001035994:NP_0010359 80347|CoA synthase COASY

95:NP_001035996:NP_0010
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181 |NP_000662 128|alcohol dehydrogenase 5 (class IIl), chi polypeptide ADH5
182 |NP_005994 7386|ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 UQCRFS1
183 |NP_001152:NP_671701:NP_| 318|nudix (nucleoside diphosphate linked moiety X)-type motif 2 NUDT2
184 NP_001072992:NP_0010729 10606 phosphor?bosylamino?m?dazole carb?xylase, A PAICS
93:NP_006443 phosphoribosylaminoimidazole succinocarboxamide synthetase
185 |NP_000523:NP_001171485 5096|propionyl CoA carboxylase, beta polypeptide PCCB
186 |NP_061819 54187|N-acetylneuraminic acid synthase NANS
187 |NP_002755 5631|phosphoribosyl pyrophosphate synthetase 1 PRPS1
188 2‘:&?}(}1;1918:9882‘;&?_1;538 6472(serine hydroxymethyltransferase 2 (mitochondrial) SHMT2
189 |NP_066552 4729|NADH dehydrogenase (ubiquinone) flavoprotein 2, 24kDa NDUFV2
190 |NP_001012750:NP_001912 1635/dCMP deaminase DCTD
191 |NP_004568 5723|phosphoserine phosphatase PSPH
192 |NP_001055:NP_001128527 7086(transketolase TKT
193 :::%g?;:&:ﬁgigzﬁ;zo 3614|IMP (inosine 5-monophosphate) dehydrogenase 1 IMPDH1
194 |NP_001077083 124454|glutamyl-tRNA synthetase 2, mitochondrial (putative) EARS2
195 |NP_002023 2495(ferritin, heavy polypeptide 1 FTH1
196 |NP_003095 6652|sorbitol dehydrogenase SORD
197 |NP_002159 3418lisocitrate dehydrogenase 2 (NADP+), mitochondrial IDH2
198 |NP_001681 523|ATPase, H+ transporting, lysosomal 70kDa, V1 subunit A ATP6V1A
199 |NP_001002010:NP_0011595 51251|5'-nucleotidase, cytosolicll NT5C3
200 [NP_000366 7390|uroporphyrinogen Il synthase UROS
201 |NP_001165948:NP_056528 50484 ribonucleotide reductase M2 B (TP53 inducible) RRM2B
202 |NP_000275:NP_001166925: 5160|pyruvate dehydrogenase (lipoamide) alpha 1 PDHA1
203 |NP_002853 5834|phosphorylase, glycogen; brain PYGB
204 |NP_001019245:NP_0010192 3176|histamine N-methyltransferase HNMT
205 |NP_001001438:NP_0011389 4047|lanosterol synthase (2,3-oxidosqualene-lanosterol cyclase) LSS
206 |NP_001139528:NP_0011395 79143 membrane bound O-acyltransferase domain containing 7 MBOAT?
207 |NP_004993 4704|NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9, 39kDa NDUFA9
208 |NP_001017423:NP_002851 5832|aldehyde dehydrogenase 18 family, member Al ALDH18A1
209 |NP_077718 374291|NADH dehydrogenase (ubiquinone) Fe-S protein 7, 20kDa (NADH-coenzyme NDUFS7
210 |NP_003304 7264|tissue specific transplantation antigen P35B TSTA3
211 |NP_258412:NP_852470 3704|inosine triphosphatase (nucleoside triphosphate pyrophosphatase) ITPA
212 |NP_000166:NP_001171651 2821 |glucose-6-phosphate isomerase GPI
213 |NP_001748 873|carbonyl reductase 1 CBR1
214 |NP_001139411:NP_0011394 5050|platelet-activating factor acetylhydrolase 1b, catalytic subunit 3 (29kDa) PAFAH1B3
215 |NP_001139730:NP_0011397 79837|phosphatidylinositol-5-phosphate 4-kinase, type Il, gamma PIP4K2C
216 |NP_055037 4702|NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 8, 19kDa NDUFA8
217 |NP_036220 25796|6-phosphogluconolactonase PGLS
218 |NP_000181:NP_001019553 3145|hydroxymethylbilane synthase HMBS
219 |NP_000405 3295|hydroxysteroid (17-beta) dehydrogenase 4 HSD17B4
220 |NP_004126:NP_777358 3421]isocitrate dehydrogenase 3 (NAD+) gamma IDH3G
221 |NP_001227 874|carbonyl reductase 3 CBR3
222 |NP_005156 230/aldolase C, fructose-bisphosphate ALDOC
223 |NP_001171634:NP_005318 3033|hydroxyacyl-CoA dehydrogenase HADH
224 |NP_149100 87178|polyribonucleotide nucleotidyltransferase 1 PNPT1
225 |NP_000158:NP_001121599: 2710|glycerol kinase GK
226 |NP_001116362:NP_699169 124975Eamma-g|utamyltransferase 6 GGT6
227 |NP_055113 23475|quinolinate phosphoribosyltransferase QPRT
228 |NP_005019 5305|phosphatidylinositol-5-phosphate 4-kinase, type Il, alpha PIP4K2A
229 |NP_006547 10654|phosphomevalonate kinase PMVK
230 |NP_001075 8985|procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3 PLOD3
231 |NP_006285 7381|ubiquinol-cytochrome c reductase binding protein UQCRB
232 |NP_000182 3155/3-hydroxymethyl-3-methylglutaryl-CoA lyase HMGCL
233 |NP_003841 8803|succinate-CoA ligase, ADP-forming, beta subunit SUCLA2
234 |NP_003123 6723|spermidine synthase SRM
235 |NP_006467 10632|ATP synthase, H+ transporting, mitochondrial Fo complex, subunit G ATPSL
236 |NP_055688 9926(lysophosphatidylglycerol acyltransferase 1 LPGAT1
237 |NP_056414 5238|phosphoglucomutase 3 PGM3
238 |NP_004175:NP_776049:NP_| 7453|tryptophanyl-tRNA synthetase WARS
239 |NP_001743 847|catalase CAT
240 |NP_000681 217|aldehyde dehydrogenase 2 family (mitochondrial) ALDH2
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241 |NP_006431 10587|thioredoxin reductase 2 TXNRD2
242 |NP_002480 4697|NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4, 9kDa NDUFA4
243 |NP_001013454:NP_0011239 4357|mercaptopyruvate sulfurtransferase MPST
244 |NP_004028:NP_631895:NP_| 271|adenosine monophosphate d i 2 AMPD2
245 |NP_005902 4144|methionine adenosyltransferase I, alpha MAT2A
246 |NP_056511 2882|glutathione peroxidase 7 GPX7
247 |NP_001164409:NP_0011644 51477|inositol-3-phosphate synthase 1 ISYNA1
24 |\\P-001087240:NP_003321: 7296 thioredoxin reductase 1 TXNRD1
NP_877393:NP_877419:NP_|
249 [NP_002517 4907|5'-nucleotidase, ecto (CD73) NTSE
250 |NP_001003785:NP_006347 10476|ATP synthase, H+ transporting, mitochondrial Fo complex, subunit d ATPSH
251 |NP_001896 1503|CTP synthase CTPS
252 |NP_004083 1892|enoyl CoA hydratase, short chain, 1, mitochondrial ECHS1
253 |NP_060760 55276|phosphoglucomutase 2 PGM2
254 |NP_005882 39|acetyl-CoA acetyltransferase 2 ACAT2
255 |NP_001129612:NP_057392 51727|cytidine monophosphate (UMP-CMP) kinase 1, cytosolic CMPK1
256 |NP_006286 7407 |valyl-tRNA synthetase VARS
257 |NP_002694 5471|phosphoribosyl pyrophosphate amidotransferase PPAT
258 |NP_056155 23395|leucyl-tRNA synthetase 2, mitochondrial LARS2
259 |NP_000282 5230[phosphoglycerate kinase 1 PGK1
260 |NP_000293 5351|procollagen-lysine 1, 2-oxoglutarate 5-dioxygenase 1 PLOD1
261 [NP_001159631:NP_004541 4720/NADH dehydrogenase (ubiquinone) Fe-S protein 2, 49kDa (NADH-coenzyme|  NDUFS2
262 |NP_002667 5372|phosphomannomutase 1 PMM1
263 |NP_000226:NP_001121077 3988|lipase A, lysosomal acid, cholesterol esterase LIPA
264 |NP_000007:NP_001120800 34|acyl-CoA dehydrogenase, C-4 to C-12 straight chain ACADM
265 |NP_056348 26007|dihydroxyacetone kinase 2 homolog (S. cerevisiae) DAK
266 |[NP_000782 1719|dihydrofolate reductase DHFR
267 |NP_001924 1743|dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate DLST
268 |NP_001152980:NP_002216 3712[isovaleryl-CoA dehydrogenase IVD
269 |NP_001157412:NP_002854 5836[phosphorylase, glycogen, liver PYGL
270 |NP_055577 1718|24-dehydrocholesterol reductase DHCR24
271 |NP_006076 10380|3'(2'), 5'-bisphosphate nucleotidase 1 BPNTL
272 |NP_000246 4594|methylmalonyl CoA mutase MUT
273 |NP_004991 4698/ NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5, 13kDa NDUFAS
274 |NP_001852 1327|cytochrome c oxidase subunit IV isoform 1 COox4i1
275 [NP_002070 2805 |glutamic-oxaloacetic transaminase 1, soluble (aspartate aminotransferase GOT1
276 |NP_689953 11112|3-hydroxyisobutyrate dehydrogenase HIBADH
277 |NP_000511 3073|hexosaminidase A (alpha polypeptide) HEXA
278 |NP_002618 5214|phosphofructokinase, platelet PFKP
279 [NP_003092 6646(sterol O-acyltransferase 1 SOAT1
280 |NP_000128 2184|fumarylacetoacetate hydrolase (fumarylacetoacetase) FAH
281 |NP_004676 9107|myotubularin related protein 6 MTMR6
282 |NP_056238 60496/ aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl AASDHPPT
283 |NP_001093251:NP_0010932 2687|gamma-glutamyltransferase 5 GGTS
284 |NP_037467:NP_995319 29926/ GDP-mannose pyrophosphorylase A GMPPA
285 |NP_848934 137964 |1-acylglycerol-3-phosphate O-acyltransferase 6 (lysophosphatidic acid AGPAT6
286 :g:xggészz_ﬁgig;?iggg 272|adenosine monophosphate deaminase 3 AMPD3
287 |NP_006102 10449|acetyl-CoA acyltransferase 2 ACAA2
288 |NP_001171070:NP_003839 8801|succinate-CoA ligase, GDP-forming, beta subunit SUCLG2
289 |NP_004533 4696/ NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 3, 9kDa NDUFA3
290 |NP_001034455:NP_0010344 529|ATPase, H+ transporting, lysosomal 31kDa, V1 subunit E1 ATP6V1EL
291 |NP_000467 203|adenylate kinase 1 AK1
NP_001171546:NP_0011715 ) . .
292 47:NP_001171548:NP_0016 440|asparagine synthetase (glutamine-hydrolyzing) ASNS
293 |NP_006402:NP_116130 10554 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid AGPAT1
294 |NP_001164554:NP_060221: 55627|sphingomyelin phosphodiesterase 4, neutral membrane (neutral SMPD4
295 |NP_057038 51071|deoxyribose-phosphate aldolase (putative) DERA
296 |NP_001159482:NP_006108: 10455|peroxisomal D3,D2-enoyl-CoA isomerase PECI
297 |NP_000373:NP_001026976 224|aldehyde dehydrogenase 3 family, member A2 ALDH3A2
298 [NP_079106 79888|lysophosphatidylcholine acyltransferase 1 LPCAT1
299 |NP_612510 9524|trans-2,3-enoyl-CoA reductase TECR
300 |NP_004586 6611[spermine synthase SMS
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301 |NP_004544 4726/NADH dehydrogenase (ubiquinone) Fe-S protein 6, 13kDa (NADH-coenzyme NDUFS6
302 [NP_001616:NP_037543 204|adenylate kinase 2 AK2
303 [NP_003249 7083|thymidine kinase 1, soluble TK1
304 [NP_004499 3422|isopentenyl-diphosphate deltaisomerase 1 IDI1
305 |NP_000611 4842|nitric oxide synthase 1 (neuronal) NOS1
306 [NP_000149 2632|glucan (1,4-alpha-), branching enzyme 1 GBE1
307 [NP_689540 122481|adenylate kinase 7 AK7
308 [NP_001491 2762|GDP-mannose 4,6-dehydratase GMDS
309 [NP_001686 528|ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C1 ATP6VIC1
310 [NP_000145 2584|galactokinase 1 GALK1
311 [NP_000886 4048|leukotriene A4 hydrolase LTA4H
312 [NP_000364 7372|uridine monophosphate synthetase UMPS
313 [NP_001171846:NP_002852 5833|phosphate cytidylyltransferase 2, ethanolamine PCYT2
314 [NP_004539 4716|NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10, 22kDa NDUFB10
315 [NP_037462:NP_932076 29922|non-metastatic cells 7, protein expressed in (nucleoside-diphosphate NME7
316 [NP_000062:NP_001171479: 875|cystathionine-beta-synthase CBS
317 NP 000173 3030 hydroxyacyl-FoA d?hydrogen.ase/s-ketoacyl-c.oA thiolase/enoyl-CoA HADHA
- hydratase (trifunctional protein), alpha subunit
318 |NP_000265:NP_001165285 4942|ornithine aminotransferase OAT
319 |NP_872270:NP_872271 5315|pyruvate kinase, muscle 1 PKM1
320 |NP_000393:NP_001035810 2539|glucose-6-phosphate dehydrogenase G6PD
321 |NP_000180 3099|hexokinase 2 HK2
322 [NP_002645 5315|pyruvate kinase, muscle 2 PKM2
323 [NP_064587 56954 nitrilase family, member 2 NIT2
324 [NP_002071 2806|glutamic-oxaloacetic transaminase 2, mitochondrial (aspartate GOT2
325 |NP_006321 10434|lysophospholipase | LYPLA1
326 [NP_003106 6675|UDP-N-acteylglucosamine pyrophosphorylase 1 UAP1
327 [NP_000695 495|ATPase, H+/K+ exchanging, alpha polypeptide ATP4A
328 [NP_004879 9550(ATPase, H+ transporting, lysosomal 13kDa, V1 subunit G1 ATPEV1G1
329 |[NP_066951 5441|polymerase (RNA) Il (DNA directed) polypeptide L, 7.6kDa POLR2L
330 [NP_066952 5464|pyrophosphatase (inorganic) 1 PPA1
337 |NP-00038%:NP_001123251: 1727|eytochrome b5 reductase 3 CYBSR3
NP_001165131:NP_0011651
332 |[NP_059139 54107|polymerase (DNA directed), epsilon 3 (p17 subunit) POLE3
333 [NP_003357 7385|ubiquinol-cytochrome c reductase core protein Il UQCRC2
334 [NP_000938 5558|primase, DNA, polypeptide 2 (58kDa) PRIM2
335 gfa?jggffgg;z\‘; N(:)D_lggfll 6342|sterol carrier protein 2 SCP2
336 [NP_066977:NP_478059 hosphoserine aminotransferase 1 PSAT1
337 [NP_001177809:NP_112484 81888/ hydroxypyruvate isomerase (putative) HYI
338 [NP_004535 4705/NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 10, 42kDa NDUFA10
339 [NP_002188 48|aconitase 1, soluble ACO1
340 [NP_073624 64802 |nicotinamide nucleotide adenylyltransferase 1 NMNAT1
341 [NP_068809 5435|polymerase (RNA) Il (DNA directed) polypeptide F POLR2F
342 [NP_000311 5860|quinoid dihydropteridine reductase QDPR
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Sample0l  Sample02  Sample03  Sample0d  Sample0S  Sample06

1 NADH dehydrogenase (ubiquinone) Fe-S protein 1, 75kDa (NADH-coenzyme Q NDUFS1

2 guanidinoacetate N-methyltransferase GAMT
3 nudix (nucleoside diphosphate linked moiety X)-type motif 5 NUDTS

4 aldehyde dehydrogenase 1family, member B1 ALDH1B1
5 glutamate dehydrogenase 1 GLUDL

6 isocitrate dehydrogenase 3 (NAD+) beta IDH3B

7 acyl-CoA dehydrogenase, very long chain ACADVL
8 myotubularin related protein 1 MTMR1
9 acid phosphatase 1, soluble ACP1

10 thiosulfate sulfurtransferase (rhodanese) ST

11 NAD(P) dependent steroid dehydrogenase-like NSDHL
12 ribonucleotide reductase M1 RRM1

13 aldo-keto reductase family 1, member B1 (aldose reductase) AKR1B1
14 ubiquinol-cytochrome c reductase, complex Iil subunit VI, 9.5kDa uacra
15 heme oxygenase (decycling) 1 HMOX1
16 cytidine N icacid CMAS
17 diacylglycerol kinase, alpha 80kDa DGKA

18 phosphogluconate dehydrogenase PGD

19 polymerase (RNA) | polypeptide E, 53kDa POLRIE
20 UDP-N. i ylase 1-like 1 UAPILL
21 pyrroline-5-carboxylate reductase 1 PYCRL
22 glycerol-3 2(mi ) GPD2

23 3-phosphoadenosine 5'-phosphosulfate synthase 2 PAPSS2
24 purine nucleoside phosphorylase PNP

25 multiple inositol-polyphosphate phosphatase 1 MINPPL
2 lysine, 2 5-di 2 PLOD2
27 polymerase (RNA) Il (DNA directed) polypeptide E, 25kDa POLR2E
28 farnesyl-diphosphate farnesyltransferase 1 FDFT1
29 acetyl-CoA carboxylase alpha ACACA
30 aldehyde dehydrogenase 9 family, member A1 ALDHOAT
31 ATP synthase, H+ transporting, mitochondrial Fo complex, subunit £ ATPS|

2 i 2 PRPS2
33 leucine aminopeptidase 3 LAP3

34 ipase A2, group VIl (platelet-activating factor plasmz PLA2G7
35 GDP-mannose pyrophosphorylase B GMPPB
36 glycogen synthase 1 (muscle) GYs1

37 glutamic pyruvate transaminase (alanine aminotransferase) 2 GPT2

38 i i £ ly CTH

39 ATPase, H+ transporting, lysosomal 14kDa, V1 subunit ATPEVIF
40 phosphofructokinase, muscle PFKM
41 adenylosuccinate lyase ADSL

42 ATPase, H+ transporting, lysosomal 34kDa, V1 subunit D ATPEVID
43 UDP-galactose-d-epimerase GALE

44 phosphate cytidylyltransferase 1, choline, alpha PCYTIA
45 NADH i 1beta 7, 18kDa NDUFB7
46 monoglyceride lipase MGLL
47 nicotinamide phosphoribosyltransferase NAMPT
48 glucosamine-6-phosphate deaminase 2 GNPDA2
49 adenylosuccinate synthase ADSS

50 ATP synthase, H+ transporting, mitochondrial F1 complex, beta polypeptide  ATPSB
51 non-metastatic cells 1, protein (NM23A) expressed in NME1
52 malate dehydrogenase 1, NAD (soluble) MDH1
53 3-hydroxy-3-methylglutaryl-CoA synthase 1 (soluble) HMGCS1
54 catechol-O-methyltransferase comr
55 aconitase 2, mitochondrial ACO2
56 UDP-glucuronate decarboxylase 1 uxs1

57 mevalonate (diphospho) decarboxylase MVD

58 heme oxygenase (decycling) 2 HMOX2
59 glyoxylate reductase/hydroxypyruvate reductase GRHPR
60 hydroxysteroid (17-beta) dehydrogenase 12 HSD17B12
61 succinate dehydrogenase complex, subunit B, iron sulfur (Ip) SDHB

62 platelet-activating factor 1b, catalytic subunit 2 (30kDa) PAFAH1B2
63 ATPase, H+ transporting, lysosomal 56/58kDa, V1 subunit B2 ATP6V1B2
64 polymerase (RNA) Il (DNA directed) polypeptide H POLR2H
65 polymerase (DNA-directed), delta 3, accessory subunit POLD3
66 dihydrolipoamide S-acetyltransferase DLAT

67 NADH iqui 1beta 5, 16kDa NDUFBS
68 glucosidase, beta, acid GBA

69 guanylate kinase 1 GUK1

70 5'-nucleotidase, cytosolicll NTSC2
71 deoxycytidine kinase DCK

72 farnesyl diphosphate synthase FDPS

73 acyl-CoA synthetase short-chain family member 2 ACSS2
74 amylo-alpha-1, i a-alph. AGL

75 pyrroline-5-carboxylate reductase family, member 2 PYCR2
76 chromosome 1 open reading frame 57 Clorfs7
77 stearoyl-CoA desaturase (delta-9-desaturase) scD

78 phosphoglucomutase 1 PGM1
79 T-cell, immune regulator 1, ATPase, H+ transporting, lysosomal VO subunit A3 TCIRGL
80 oA k yl-CoA thiol. I-CoA hydratas HADHB
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81 branched chain amino-acid transaminase 2, mitochondrial BCAT2
82 glucosamine-6-phosphate deaminase 1 GNPDA1
83 guanosine monophosphate reductase 2 GMPR2
84 biliverdin reductase A BLVRA
85 hydroxysteroid (17-beta) dehydrogenase 10 HSD17B10
86 NADH dehydrogenase (ubiguinone) Fe-S protein 8, 23kDa (NADH-coenzyme Q NDUFS8
87 uridine-cytidine kinase 1-like 1 ucKLL
88 creatine kinase, brain CKB

89 phosphomannomutase 2 PMM2
90 NADH i lalpha 6, 14kDa NDUFA6
91 dodecenoyl-CoA isomerase ocl

92 sphingosine-1-phosphate lyase 1 SGPL1
93 alkylglycerone phosphate synthase AGPS

94 ubiquinol-cytochrome c reductase core protein | UQCRC1
95 phosphofructokinase, liver PFKL

96 lysophospholipase Il LYPLA2
97 isocitrate dehydrogenase 3 (NAD+) alpha IDH3A
98 dicarbonyl/L-xylulose reductase DCXR
99 primase, DNA, polypeptide 1 (49kDa) PRIML
100 phospholipase A2, group IVA (cytosolic, calcium-dependent) PLA2G4A
101 adenosylhomocysteinase-like 1 AHCYLL
102 glucosamine (UDP-N-acetyl)-2-epimerase/N-acetylmannosamine kinase GNE

103 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide ATPSC1
104 mitochondrial trans-2-enoyl-CoA reductase MECR
105 NADH dehydrogenase (ubiquinone) Fe-S protein 3, 30kDa (NADH-coenzyme Q NDUFS3
106 UDP- beta 1,4- ide 1 BA4GALT1
107 malate dehydrogenase 2, NAD (mitochondrial) MDH2
108 UDP-glucose 6-dehydrogenase UGDH
109 polymerase (RNA) Il (DNA directed) polypeptide G POLR2G
110 galactosidase, beta 1 GLB1
111 malic enzyme 2, NAD(+)-dependent, mitochondrial ME2
112 acetyl-CoA acetyltransferase 1 ACAT1
113 deoxythymidylate kinase (thymidylate kinase) DTYMK
114 ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit ATP5D
115 ATP synthase, H+ transporting, mitochondrial F1 complex, O subunit ATPSO
116 ATPase, H+ transporting, lysosomal 38kDa, VO subunit d1 ATP6VOD1
17 g glutamy! hydrolase (conj hydrolase)  GGH
118 hexosaminidase B (beta polypeptide) HEXB
119 enolase-phosphatase 1 ENOPH1
120 crystallin, lambda 1 CRYLL
121 UDP-glucose pyrophosphorylase 2 uGP2
122 Wolf-Hirschhorn syndrome candidate 1 WHSC1
123 phosphohistidine phosphatase 1 PHPTL
124 peroxiredoxin 6 PRDX6
125 glutaminase GLs

126 phospholipase C, delta 1 PLCD1
127 NADH iquil in 1, 51kDa NDUFV1
128 acid phosphatase 2, lysosomal ACP2
129 phosphoglycerate dehydrogenase PHGDH
130 ATPase, H+ transporting, lysosomal 50/57kDa, V1 subunit H ATP6V1H
131 NADH iquil 1beta 4, 15kDa NDUFB4
132 APAF1 interacting protein APIP
133 pyrroline-5-carboxylate reductase-like PYCRL
134 CTP synthase Il CTPS2
135 ATPase, H+ transporting, lysosomal accessory protein 1 ATPBAPL
136 geranylgeranyl diphosphate synthase 1 GGPS1
137 glyoxalase | GLo1
138 citrate synthase cs

139 transaldolase 1 TALDOL
140 lactate dehydrogenase A LDHA
141 ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1, card ATPSA1
142 lactate dehydrogenase B LDHB
143 nudix (nucleoside diphosphate linked moiety X)-type motif 9 NUDT9
144 ADP-dependent glucokinase ADPGK
145 dihydrolipoamide dehydrogenase DLD
146 y (NADP- 1, MTHFD1
147 hypoxanthine phosphoribosyltransferase 1 HPRTL
148 glycosyltransferase 25 domain containing 1 GLT25D1
149 deoxyuridine triphosphatase Ut
150 retinol dehydrogenase 11 (all-trans/9-cis/11-cis) RDH11
151 isoleucyl-tRNA synthetase 2, mitochondrial IARS2
152 aminoadipate aminotransferase AADAT
153 enolase 1, (alpha) ENO1
154 pyrophosphatase (inorganic) 2 PPA2
155 GAPDH
156 acylglycerol kinase AGK
157 adenosylhomocysteinase AHCY
158 branched chain amino-acid transaminase 1, cytosolic BCAT1
159 acetyl-CoA acyltransferase 1 ACAAL
160 epoxide hydrolase 2, cytoplasmic EPHX2
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161 inositol polyphosphate-1-phosphatase INPP1
162 gl fi 2 GFPT2
163 acyl-CoA thioesterase 7 ACOT?
164 macrophage migration inhibitory factor (glycosylation-inhibiting factor) MIF
165 biliverdin reductase B (flavin reductase (NADPH)) BLVRB
166 NFS1 nitrogen fixation 1 homolog (S. cerevisiae) NFS1
167 aldolase A, fructose-bisphosphate ALDOA
168 NADH iqui 1beta 1, 7kDa NDUFB1
169 isoleucy|-tRNA synthetase IARS
170 ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit ATPSE
171 adenylate kinase 3 AK3
172 beta-carotene 15,15'-monooxygenase 1 BCMO1
173 malic enzyme 1, NADP(+)-dependent, cytosolic MEL
174 methionine adenosyltransferase II, beta MAT28
175 pantothenate kinase 4 PANK4
176 5 i 4 i il cyclo ATIC
177 cytochrome c oxidase subunit Vila polypeptide 2 (liver) COX7A2
178 3-hydroxybutyrate dehydrogenase, type 2 BDH2
179 inositol(myo)-1(or 4)-monophosphatase 1 IMPAL
180 CoA synthase COASY
181 alcohol 5 (class I1l), chi i ADHS
182 ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 UQCRFS1
183 nudix (nucleoside diphosphate linked moiety X)-type motif 2 NUDT2
4 ) - Jlase, phosphori - dpaics
185 propionyl CoA carboxylase, beta polypeptide pccs
186 N-acetylneuraminicacid synthase NANS
187 i 1 PRPS1
188 serine 2 (mif i SHMT2
189 NADH iqui in 2, 24kDa NDUFV2
190 dCMP deaminase DCTD
191 phosphoserine phosphatase PSPH
192 transketolase TKT
193 IMP (inosine 5-monophosphate) dehydrogenase 1 IMPDH1
194 g yI-tRN. 2, mi ial (putative) EARS2
195 ferritin, heavy polypeptide 1 FTHL
196 sorbitol dehydrogenase SORD
197 isocitrate dehydrogenase 2 (NADP+), mitochondrial IDH2
198 ATPase, H+ transporting, lysosomal 70kDa, V1 subunit A ATPEV1A
199 5*-nucleotidase, cytosolic NTSC3
200 uroporphyrinogen Ill synthase UROS
201 ribonucleotide reductase M2 B (TPS3 inducible) RRM28
202 pyruvate dehydrogenase (lipoamide) alpha 1 PDHAL
203 phosphorylase, glycogen; brain PYGB
204 histamine N-methyltransferase HNMT
205 lanosterol synthase (2,3-oxidosqualene-lanosterol cyclase) Lss
206 bound O domain ining 7 MBOAT7
207 NADH iqui 1alpha 9,39kDa NDUFA9
208 aldehyde dehydrogenase 18 family, member A1 ALDH18A1
209 NADH dehydrogenase (ubiquinone) Fe-S protein 7, 20kDa (NADH-coenzyme Q NDUFS7
210 tissue specific transplantation antigen P358 TSTA3
211 inosine trij i il ITPA
212 glucose-6-phosphate isomerase GPI
213 carbonyl reductase 1 CBR1
214 platel, ivating factor 1b, i it 3 (29kDa) PAFAH1B3
215 phosphatidylinositol-5-phosphate 4-kinase, type Il, gamma PIPAK2C
216 NADH iqui 1alpha 8, 19kDa NDUFA8
217 6-phosphogluconolactonase PGLS
218 hydroxymethylbilane synthase HMBS
219 hydroxysteroid (17-beta) dehydrogenase 4 HSD1784
220 isocitrate dehydrogenase 3 (NAD+) gamma IDH3G
221 carbonyl reductase 3 CBR3
222 aldolase C, fructose-bisphosphate ALDOC
223 hydroxyacyl-CoA dehydrogenase HADH
224 il ide nucl i 1 PNPT1
225 glycerol kinase GK )
226 gamma-glutamyltransferase 6 GGT6
227 quinolinate phosphoribosyltransferase QPRT
228 phosphatidylinositol-5-phosphate 4-kinase, type II, alpha PIPAK2A
229 phosphomevalonate kinase PMVK
20 lysine, 2 5-di 3 PLOD3
231 ubiquinol-cytochrome c reductase binding protein uQcrs
232 3-hydroxymethyl-3-methylglutaryl-CoA lyase HMGCL
233 succinate-CoA ligase, ADP-forming, beta subunit sucLA2
234 spermidine synthase SRM
235 ATP synthase, H+ transporting, mitochondrial Fo complex, subunit G ATPSL
236 lysophosphatidylglycerol acyltransferase 1 LPGATL
237 phosphoglucomutase 3 PGM3
238 tryptophanyl-tRNA synthetase WARS
239 catalase CAT
240 aldehyde dehydrogenase 2 family (mitochondrial) ALDH2
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241 thioredoxin reductase 2 TXNRD2
242 NADH i lalpha 4, 9kDa NDUFA4
243 mercaptopyruvate sulfurtransferase MPST
244 adenosine monophosphate deaminase 2 AMPD2
245 methionine adenosyltransferase II, alpha MAT2A
246 glutathione peroxidase 7 GPX7
247 inositol-3-phosphate synthase 1 ISYNAL
248 thioredoxin reductase 1 TXNRD1
249 5-nucleotidase, ecto (CD73) NTSE
250 ATP synthase, H+ transporting, mitochondrial Fo complex, subunit d ATPSH
251 CTP synthase cTPs
252 enoyl CoA hydratase, short chain, 1, mitochondrial ECHS1
253 phosphoglucomutase 2 PGM2
254 acetyl-CoA acetyltransferase 2 ACAT2
255 cytidine monophosphate (UMP-CMP) kinase 1, cytosolic CMPKL
256 valyl-tRNA synthetase VARS
257 i PPAT
258 leucyl-tRNA synthetase 2, mitochondrial LARS2
259 phosphoglycerate kinase 1 PGK1
260 lysine 1, 2- 5-di 1 PLOD1
261 NADH dehydrogenase (ubiquinone) Fe-S protein 2, 49kDa (NADH-coenzyme Q NDUFS2
262 phosphomannomutase 1 PMM1
263 lipase A, lysosomal acid, cholesterol esterase UuPA
264 acyl-CoA dehydrogenase, C-4 to C-12 straight chain ACADM
265 dihydroxyacetone kinase 2 homolog (S. cerevisiae) DAK
266 dihydrofolate reductase DHFR
267 di ipoamide S-succi (E2 of 2 te com DLST
268 isovaleryl-CoA dehydrogenase VD

269 phosphorylase, glycogen, liver PYGL
270 24-dehydrocholesterol reductase DHCR24
271 3(2), 5-bisphosphate nucleotidase 1 BPNTL
272 methylmalonyl CoA mutase MUT
273 NADH iqui 1alpha 5, 13kDa NDUFAS
274 cytochrome c oxidase subunit IV isoform 1 COX411
275 glutamic-oxaloacetic transaminase 1, soluble (aspartate aminotransferase 1)  GOT1
276 3-hydroxyisobutyrate dehydrogenase HIBADH
277 hexosaminidase A (alpha polypeptide) HEXA
278 phosphofructokinase, platelet PFKP
279 sterol O-acyltransferase 1 SOATL
280 hydrolase ( FAH

281 myotubularin related protein 6 MTMR6
282 i i i transferasi AASDHPPT
283 gamma-glutamyltransferase 5 GGTS
284 GDP-mannose pyrophosphorylase A GMPPA
285 1-acylglycerol-3 o 6 acyltran AGPAT6
286 adenosine monophosphate deaminase 3 AMPD3
287 acetyl-CoA acyltransferase 2 ACAA2
288 succinate-CoA ligase, GDP-forming, beta subunit sucLG2
289 NADH iqui 1alpha 3,9kDa NDUFA3
290 ATPase, H+ transporting, lysosomal 31kDa, V1 subunit E1 ATP6V1EL
291 adenylate kinase 1 AKL

292 i ASNS
293 1-acylglycerol-3 o- 1 acyltran AGPATL
294 sphi i i 4, neutral (neutral SMPD4
295 deoxyribose-phosphate aldolase (putative) DERA
296 peroxisomal D3,D2-enoyl-CoA isomerase PECI
297 aldehyde dehydrogenase 3 family, member A2 ALDH3A2
298 lysophosphatidylcholine acyltransferase 1 LPCATL
299 trans-2,3-enoyl-CoA reductase TECR
300 spermine synthase SMs

301 NADH dehydrogenase (ubiquinone) Fe-S protein 6, 13kDa (NADH-coenzyme Q NDUFS6
302 adenylate kinase 2 AK2

303 thymidine kinase 1, soluble T*L

304 isopentenyl-diphosphate delta isomerase 1 IDI1

305 nitric oxide synthase 1 (neuronal) NOS1
306 glucan (1,4-alpha-), branching enzyme 1 GBEL
307 adenylate kinase 7 AK7

308 GDP-mannose 4,6-dehydratase GMDs
309 ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C1 ATP6VICL
310 galactokinase 1 GALK1
311 leukotriene A4 hydrolase LTA4H
312 uridine monophosphate synthetase UMPS
313 phosph i 2, PCYT2
314 NADH iqui 1beta 10, 22kDa NDUFB10
315 non-metastatic cells 7, protein expressed in (nucleoside-diphosphate kinase) NME7
316 cystathionine-beta-synthase cBs

317 hydroxyacyl-CoA ki yl-CoA 0A hydratas HADHA
318 ornithine aminotransferase OAT
319 pyruvate kinase, muscle 1 PKM1
320 glucose-6-phosphate dehydrogenase G6PD
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321 hexokinase 2
322 pyruvate kinase, muscle 2
323 nitrilase family, member 2

324 glutami inase 2, mif (aspartate
325 lysophospholipase |

326 UDP-N i ylase 1

327 ATPase, H+/K+ exchanging, alpha polypeptide

328 ATPase, H+ transporting, lysosomal 13kDa, V1 subunit G1

329 polymerase (RNA) Il (DNA directed) polypeptide L, 7.6kDa

330 pyrophosphatase (inorganic) 1

331 cytochrome bS reductase 3

332 polymerase (DNA directed), epsilon 3 (p17 subunit)

333 ubiquinol-cytochrome c reductase core protein Il

334 primase, DNA, polypeptide 2 (58kDa)

335 sterol carrier protein 2

336 phosphoserine aminotransferase 1

337 hydroxypyruvate isomerase (putative)

338 NADH 1alpha 10, 42kDa
339 aconitase 1, soluble

340 nicoti 1

341 polymerase (RNA) Il (DNA directed) polypeptide F

342 quinoid dihydropteridine reductase
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