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Prostaglandin E synthase 3 Condensin complex subunit 2 Lon protease homolog, mitochondrial Glutaredoxin—-3
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Eukaryotic initiation factor 4A-Il Nuclear pore complex protein Nup205 Muskelin Dynamin-2
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Golgi-associated PDZ and coiled—coil motif-containing protein Protein VPRBP Thioredoxin domain—containing protein 5 Signal transducer and activator of transcription 3
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Lysosomal protective protein Histone-lysine N-methyltransferase EHMT1 Cathepsin D Methylmalonyl-CoA mutase, mitochondrial
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Sharpin Zinc finger protein 595 Isoform 2 of RNA 3'-terminal phosphate cyclase Eukaryotic translation initiation factor 5B
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Tubulin beta-4B chain
TUBB4B

Isoform 3 of Cysteine——tRNA ligase, cytoplasmic
CARS

0.8 1

0.6 1

0.4 1

0.2 1

0.0 1

37 40 43 46 49 52 55 58 61 64

P49589

0.8 1

0.6 1

0.4 1

0.2 1

37 40 43 46 49 52 55 58 61 64

Q13885
Tubulin beta-2A chain
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Tight junction protein 1 (Zona occludens 1), isoform CRA_a
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Aldehyde dehydrogenase X, mitochondrial
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Propionyl-CoA carboxylase alpha chain, mitochondrial
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ctional enzyme subunit alpha, mitochondrial
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Aldehyde dehydrogenase, mitochondrial
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UDP-glucose 6-dehydrogenase
UGDH
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Tubulin alpha-1B chain
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Myosin-9
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Calpain-2 catalytic subunit
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Serine hydroxymethyltransferase, mitochondrial
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60S ribosomal protein L18a
RPL18A
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Phosphoacetylglucosamine mutase
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Flap endonuclease 1
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Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondric
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