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BETa—F | Y7 FAER] tBE | EBET4 R T HEARE ) 48
Utp14b; Acsl3 2.0 0.0450 UTP14, U3 small nucleolar rib.onuclt?oprotein, homolog B (yeast); T LR e
acyl-CoA synthetase long-chain family member 3
Acsl1 1.9 0.0185 | acyl-CoA synthetase long-chain family member 1 I RI)LF—K 3
Slc5a12 1.9 0.0073 | solute carrier family 5 (sodium/glucose cotransporter), member 12 IRV —KH
Gatm 1.8 0.0047 | glycine amidinotransferase IRILF—HKEH
Pdhal 1.8 0.0065 | pyruvate dehydrogenase E1 alpha 1 I RI)LX— KB
Yme1ll 1.8 0.0111 | YME1-like 1 (S. cerevisiae) T L E—R
Glud1l 1.8 0.0138 | glutamate dehydrogenase 1; B-cell CLL/lymphoma 7C pseudogene I )L — 1t
Slc2a2 1.8 0.0018 | solute carrier family 2 (facilitated glucose transporter), member 2 TARILEF—KH
Acadsb 1.7 0.0371 | acyl-Coenzyme A dehydrogenase, short/branched chain I R)LEF—H
Gépc 1.7 0.0190 | glucose-6-phosphatase, catalytic I RI)LX— KB
Hmgcs1 1.7 0.0085 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 ITR)LF—tH
Sephs2 1.7 0.0359 | selenophosphate synthetase 2 I RI)LX—E
Fabp7 1.6 0.0337 | fatty acid binding protein 7, brain THRILE—H




solute carrier family 25 (mitochondrial carrier, adenine nucleotide

Slc25a13 1.6 0.0292 | (- locator), member 13 T RILEF—HKE
Acat2 1.6 0.0261 | acetyl-Coenzyme A acetyltransferase 2 IRILF—KH
Slc22a5 1.6 0.0059 | solute carrier family 22 (organic cation transporter), member 5 I 3R)LF—KH
Lipa 1.6 0.0011 | lysosomal acid lipase A I RILF—K 3
Abcg?2 1.6 0.0004 | ATP-binding cassette, sub-family G (WHITE), member 2 I R)ILF—H
Stard5 1.6 0.0499 | StAR-related lipid transfer (START) domain containing 5 IRILF—HKEH
Fuca2 1.6 0.0219 | fucosidase, alpha-L- 2, plasma I )L —K 53
Scp2 1.6 0.0361 | sterol carrier protein 2, liver IRILF—KH
Eifla 2.0 0.0006 | eukaryotic translation initiation factor 1A BONTERK
Prcp 1.8 0.0440 prolylcarboxypeptidase (angiotensinase C) 2NTER
Tbc1d8b 1.8 0.0027 | TBC1 domain family, member 8B RIND B
Kril 1.7 0.0138 | KRI1 homolog (S. cerevisiae) 2INTERK
Pigw 1.6 0.0099 phosphatidylinositol glycan anchor biosynthesis, class W 2N B
Cpq 1.5 0.0388 | carboxypeptidase Q BRIINT B
Thcld15 1.7 0.0402 | TBC1 domain family, member 15 2NTER
Tmed5 1.6 0.0224 | transmembrane emp24 protein transport domain containing 5 RIOIINDER
Man2al 1.6 0.0336 | mannosidase 2, alpha 1 BONTERK
Vps35 1.6 0.0049 | vacuolar protein sorting 35 BN B
Rabla 1.5 0.0026 RAB1A, member RAS oncogene family RIOINDERK
D15Ertd621e 1.5 0.0257 | DNA segment, Chr 15, ERATO Doi 621, expressed 2INTERL
Mia2 1.5 0.0002 melanoma inhibitory activity 2 BN B
Snx29 2.0 0.0173 | sorting nexin 29 BN ERK
Atp6v0a4d 1.9 0.0087 ATPase, H+ transporting, lysosomal VO subunit A4 R IND B
Trappcl3 1.8 0.0313 | trafficking protein particle complex 13 BONTERK
Snx29 1.8 0.0047 | sorting nexin 29 BIND B
Slco6cl 1.8 0.0498 solute carrier organic anion transporter family, member 6c1 BN B
Slc17a5 2.3 0.0157 solute carrier family 17 (anion/sugar transporter), member 5 BONTERK
Nox4 2.3 0.0028 NADPH oxidase 4 RIELE

Gstal 2.1 0.0115 | predicted gene 3776; glutathione S-transferase, alpha 1 (Ya) RIESE




Tax1lbpl 1.9 0.0051 | Tax1 (human T cell leukemia virus type 1) binding protein 1 BEILE
Fam134b 1.9 0.0096 | family with sequence similarity 134, member B IEILE
Ugt2b34 1.9 0.0233 | UDP glucuronosyltransferase 2 family, polypeptide B34 BEILE
Mbd1 1.9 0.0468 | methyl-CpG binding domain protein 1 REISE
Fbxo18 1.7 0.0171 | F-box protein 18 REILE
Acbd5 1.7 0.0139 | acyl-Coenzyme A binding domain containing 5 BEILE
Ubab 1.7 0.0312 ubiquitin-like modifier activating enzyme 6 REILE
Ubr3 1.7 0.0151 | ubiquitin protein ligase E3 component n-recognin 3 RIELE
Crbn 1.6 0.0006 cereblon REISE
Hspa5 1.6 0.0080 | heat shock protein 5 RIELE
Asb13 1.6 0.0367 | ankyrin repeat and SOCS box-containing 13 BEILE
Erlinl 1.6 0.0346 | ER lipid raft associated 1 IEILE
Hsp90aal 1.6 0.0277 heat shock protein 90, alpha (cytosolic), class A member 1 REILE
Rora 1.6 0.0072 RAR-related orphan receptor alpha BEILE
Ddo 1.6 0.0189 | D-aspartate oxidase IEILE




