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Table S2: Proteins and metabolites found differentially expressed in the comparison of INS-1E f cells treated with palmitate vs cells without
treatment (grey lines when fold change >1.5).

Fold ID Name Function Location
palm/ctrl

-1.48 P10860 glutamate dehydrogenase 1 aminoacid metabolism mito

-1.21 Q05962 solute carrier family 25 (mitochondrial carrier; adenine channels and transporter mito

nucleotide translocator), member 4

+1.43 P81155 voltage-dependent anion channel 2 channels and transporter mito

-1.35 P21571 ATP synthase, H+ transporting, mitochondrial Fo complex, krebs cycle/ATP production mito
subunit F6

-1.23 P32551 ubiquinol-cytochrome c reductase core protein II krebs cycle/ATP production mito

-1.21 Q9ER34 aconitase 2, mitochondrial krebs cycle/ATP production mito

+1.28 P35435 ATP synthase, H+ transporting, mitochondrial F1 complex, krebs cycle/ATP production mito
gamma polypeptide 1

+1.30 P10719 ATP synthase, H+ transporting, mitochondrial F1 complex, krebs cycle/ATP production mito

beta polypeptide

-1.15 HMDBO00552  3-methylglutarylcarnitine Lipid metabolism mito
+1.04 HMDBI13130 glutarylcarnitine Lipid metabolism mito
+1.25 P18886 carnitine palmitoyltransferase 2 Lipid metabolism mito
+1.45 P15650 acil-CoA dehidroienase, loni chain Liiid metabolism mito
-1.43 PO7153 ribophorin | metabolism/miscellaneous mito
+1.11 Q56150 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 10,  mitochondrial enzymes mito



42kDa

+1.47 P12007 isovaleil-CoA dehidroienase mitochondrial enimes mito

+1.18 Q6AXV4 SAMMS0 sorting and assembly machinery component mitochondrial protein processing mito

+1.24 P85834 Tu translation elongation factor, mitochondrial mitochondrial protein processing mito

+1.28 Q4FZTO0 stomatin (EPB72)-like 2 mitochondrial protein processing mito

+1.43 P67779 rohibitin mitochondrial protein processin mito

-1.29 Q6TUGO Dnal (Hsp40) homolog, subfamily B, member 11 protein synthesis/translation regulation/protein mito
folding/ER stress

+1.43 P48721 heat shock 70kDa protein 9 (mortalin) protein synthesis/translation regulation/protein mito

folding/ER stress

+1.30 P59215 guanine nucleotide binding protein (G protein), alpha signal transduction plasma
activating activity polypeptide O membrane

+1.30 P04897 guanine nucleotide binding protein (G protein), alpha signal transduction plasma
inhibiting activity polypeptide 2 membrane

+1.37 P69897 tubulin, beta class | cytoskeleton related proteins cyto

+1.49 P47819 ilial ﬁbrillai acidic irotein citoskeleton related iroteins cito

+1.32 P04764 enolase 1, (alpha) glucose metabolism cyto

+1.49 P04797 Iyceraldehyde-3-phosphate dehydrogenase lucose metabolism

-1.24 P34058 heat shock protein 90kDa alpha (cytosolic), class B member 1  protein synthesis/translation regulation/protein cyto
folding/ER stress

+1.25 Q07984 signal sequence receptor, delta protein synthesis/translation regulation/protein cyto
folding/ER stress

+1.28 P62630 eukaryotic translation elongation factor 1 alpha 1 protein synthesis/translation regulation/protein cyto



folding/ER stress

+1.37 P19944 ribosomal protein, large, P1 protein synthesis/translation regulation/protein cyto
folding/ER stress

+1.41 P62890 ribosomal protein L30 protein synthesis/translation regulation/protein cyto
folding/ER stress

+1.29 P38406 guanine nucleotide binding protein (G protein), alpha signal transduction cyto

activating activity polypeptide, olfactory type

+1.40 P10536 RABIB, member RAS oncogene family vescicle transport/signal transduction cyto

+1.47 Q63942 RAB3D, member RAS oncogene family vescicle transport/signal transduction cyto

+1.40 QIWVBI RABG6A, member RAS oncogene family vescicle transport/signal transduction cyto

-1.28 Q9JK11 reticulon 4 other/unknown function ER

-1.26 P85007 Immediate early response 3-interacting protein 1 oxidative stress/apoptosis ER

-1.24 P04785 prolyl 4-hydroxylase, beta polypeptide posttranslational modification/ubiquitination ER

-1.41 Q63617 hypoxia up-regulated 1 protein synthesis/translation regulation/protein ER
folding/ER stress

-1.40 P18418 calreticulin protein synthesis/translation regulation/protein ER
folding/ER stress

-1.28 P38659 protein disulfide isomerase family A, member 4 protein synthesis/translation regulation/protein ER
folding/ER stress

+1.24 P28576 platelet-derived growth factor alpha polypeptide hormones/growth factors/receptors/neuropeptides  extracellular

space
+1.29 P01323 insulin hormones/growth factors/receptors/neuropeptides  extracellular

Space

-1.41 HMDBO00182 L-lysine aminoacid metabolism other
-1.38 HMDBO00158  L-tyrosine aminoacid metabolism other
-1.37 HMDBO00687 L-leucine aminoacid metabolism other
-1.33 HMDBO00517 L-arginine aminoacid metabolism other
-1.28 HMDBO00148  L-glutamic acid aminoacid metabolism other
-1.28 HMDBO00159 L-phenylalanine aminoacid metabolism other
-1.27 HMDBO00168 L-asparagine aminoacid metabolism other
-1.12 HMDBO00162 L-proline aminoacid metabolism other
-1.11 HMDBO00214  L-ornithine aminoacid metabolism other
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aminoacid metabolism
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