
Sequence Modifications Mass Mass Error [ppm] Proteins Protein Names Gene Names Uniprot Charges % area (MaxQuant) % stdev (MaxQuant)  % area (Phosphoman) % stdev (Phosphoman) 
HFELKHLSSGDLLR Acetyl (K) 1692.8948 ‐0.30317 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2,3 99.68% 14.71% 100.00% 8.57%
FDDPKFEVIDKPQS Acetyl (K) 1705.8199 0.89452 IPI00125460 ATP synthase‐coupling factor 6, mitochondrial;ATP synthase coupling factor VI Atp5j P97450;Q812D0 2,3 72.43% 9.87% 63.52% 10.10%

SKEAWDAGKFASEITPITISVK Acetyl (K) 2419.2635 0.81325 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 2,3 31.87% 3.82% 24.42% 4.55%
DFGSFEKFKEK Acetyl (K) 1402.6769 0.80425 IPI00109109 Superoxide dismutase [Mn], mitochondrial;Superoxide dismutase Sod2;Sod‐2;mCG_16695 P09671;Q3TJA2;Q3U8 2 20.61% 0.32% 18.46% 1.62%

DGLQNEKSIVPTPVK Acetyl (K) 1665.8938 ‐0.90158 IPI00127625;IPI03‐hydroxy‐3‐methylglutarate‐CoA lyase;Hydroxymethylglutaryl‐CoA lyase, mitochondrial;Putative uncharacterized protein;3‐hydrox Hmgcl;Hmgcl;mCG_5482;RP23‐161NP38060;Q3UMP2;Q8Q 2,3 18.56% 2.93% 31.51% 4.53%
DSDILGKYVD Acetyl (K) 1165.5503 0.39026 IPI00263863 10 kDa chaperonin;10 kDa heat shock protein, mitochondrial;Chaperonin 10;Heat shock protein 1 (Chaperonin 10);MCG117539;Put Hspe1;mCG_117539 Q64433;Q4KL76 1,2 17.11% 1.27% #N/A #N/A

IPVPEDKYTALVDQEEKEDVK Acetyl (K) 2486.2428 1.498 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2,3 17.10% 5.88% 14.12% 3.59%
SIAKEGFEKISK Acetyl (K) 1377.7504 1.398 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2,3 16.30% 1.22% 7.51% 0.65%

VVAGVATALAHKYH Acetyl (K) 1477.8041 2.5137 IPI00553333;IPI0Beta‐1‐globin;Hemoglobin beta‐1 chain;Hemoglobin beta‐major chain;Hemoglobin subunit beta‐1;Beta‐2‐globin;Hemoglobin beta‐2Hbb‐b1;Hbb‐b1;Hbb‐b2;HBB2;Hbbt2P02088;Q54AI0;P020 2,3 15.62% 2.75% 8.78% 0.74%
SLEIIGAPFSKGQPR Acetyl (K) 1640.8886 0.14877 IPI00117914 Arginase‐1;Liver‐type arginase;Type I arginase;Arginase I Arg1 Q61176;Q3TB74;Q3U 2,3 11.43% 2.28% 13.47% 1.91%

ITKHFELK Acetyl (K) 1056.5968 0.82446 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 1,2 10.32% 8.36% 17.50% 0.91%
LPMGMTAENLAAKYNISR Acetyl (K),2 Oxidation (M) 2052.9972 2.5255 IPI00226430;IPI03‐ketoacyl‐CoA thiolase, mitochondrial;Acetyl‐CoA acyltransferase;Beta‐ketothiolase;Mitochondrial 3‐oxoacyl‐CoA thiolase;Acetyl‐CAcaa2;Acaa2;mCG_22649 Q8BWT1;Q3TIT9;Q3U 2,3 9.67% 5.94% 6.67% 4.07%

DFGSFEKFK Acetyl (K) 1145.5393 ‐0.53911 IPI00109109 Superoxide dismutase [Mn], mitochondrial;Superoxide dismutase Sod2;Sod‐2;mCG_16695 P09671;Q3TJA2;Q3U8 1,2 9.35% 0.17% #N/A #N/A
SAVSCLWAKVNPDEVGGEALGR Acetyl (K) 2356.1481 ‐0.2652 IPI00316491;IPI0Beta‐2‐globin;Hemoglobin beta‐2 chain;Hemoglobin beta‐minor chain;Hemoglobin subunit beta‐2;Beta‐globin;Hemoglobin beta chaHbb‐b2;HBB2;Hbbt2;mCG_141341;HP02089;Q549D9;Q54 2,3 8.34% 2.06% 4.35% 1.53%

RKDPEGTPYINHPIGVAR Acetyl (K) 2061.0756 3.1135 IPI00132959 HD domain‐containing protein 3 Hddc3 Q9D114 2,3 8.18% 0.47% 7.90% 0.29%
ITKHFELKHLSSGDLLR 2 Acetyl (K) 2077.132 ‐1.8958 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2,3 7.95% 1.72% 3.82% 0.56%

YFPAFEKVLK Acetyl (K) 1282.6962 0.060045 IPI00331241 Glutathione S‐transferase A3;Glutathione S‐transferase Ya3;Glutathione S‐transferase Yc;GST class‐alpha member 3;Glutathione S‐t Gsta3;Gstyc P30115;Q544Y6;Q9D 2 7.79% 1.48% 7.37% 0.37%
VEAKFINYVK Acetyl (K) 1251.6863 ‐0.27541 IPI00127415;IPI0Nucleolar phosphoprotein B23;Nucleolar protein NO38;Nucleophosmin;Numatrin;Putative uncharacterized protein;MCG68069;NucNpm1;mCG_68069;RP23‐323L8.2‐00Q61937;Q3U536;Q5S 1,2 7.46% 0.19% 6.90% 0.58%

AAVSCLWGKVNSDEVGGEALGR Acetyl (K) 2316.1168 ‐1.1328 IPI00553333;IPI0Beta‐1‐globin;Hemoglobin beta‐1 chain;Hemoglobin beta‐major chain;Hemoglobin subunit beta‐1;Beta‐maj globin gene 5' flanking rHbb‐b1;Hbb‐b1;Hbb‐b1 P02088;Q54AI0;Q613 2,3 7.45% 4.79% 3.41% 1.34%
KLEEEGEQFVKK Acetyl (K) 1504.7773 0.33136 IPI00134131;IPI0Non‐specific lipid‐transfer protein;Propanoyl‐CoA C‐acyltransferase;SCP‐chi;SCPX;Sterol carrier protein 2;Sterol carrier protein X Scp2;Scp‐2;Scp2;Scp‐2 P32020‐1;P32020;A2 2,3 7.08% 1.21% 3.41% 0.18%
NRYFPAFEKVLK Acetyl (K) 1552.8402 ‐0.24 IPI00331241 Glutathione S‐transferase A3;Glutathione S‐transferase Ya3;Glutathione S‐transferase Yc;GST class‐alpha member 3;Glutathione S‐t Gsta3;Gstyc P30115;Q544Y6;Q9D 2,3 6.76% 0.11% 6.48% 0.92%
IQEYEKQLEK Acetyl (K) 1348.6874 1.7059 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2 6.71% 0.50% 6.53% 0.50%

AGQSDKDVKYYTLEEIQK 2 Acetyl (K) 2198.0743 2.5439 IPI00230113 Cytochrome b5;Cytochrome b‐5, isoform CRA_d;Putative uncharacterized protein Cyb5;Cyb5a;mCG_1553 P56395;Q544Z9 2,3 6.28% 3.03% 4.79% 0.41%
KYPYWPHQPIENL Acetyl (K) 1725.8515 0.03927 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2 6.11% 2.76% 12.01% 5.30%

IQEITEQLDITTSEYEKEKLNER Acetyl (K) 2850.4135 0.3288 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 3 5.82% 1.01% 6.85% 1.21%
AQFEGIVTDLIKR Acetyl (K) 1530.8406 ‐1.7987 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2,3 5.63% 0.97% 2.69% 0.29%

GATPYGGVKLEDLIVK Acetyl (K) 1700.9349 1.5819 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 2,3 5.23% 0.14% 4.36% 0.36%
ALPGHLKPFETLLSQNQGGK Acetyl (K) 2176.1641 1.1852 IPI00555023;IPI0Glutathione S‐transferase P 1;GST class‐pi;GST YF‐YF;GST‐piB;Preadipocyte growth factor;Glutathione S‐transferase P 2;GST‐piA Gstp1;Gstpib;Gstp2;Gstpia P19157;P46425 2,3 4.65% 0.33% 2.91% 0.32%

AFPSYFSKGIPNVLR Acetyl (K) 1736.925 0.51825 IPI00224210 Complex III subunit 8;Complex III subunit VIII;Cytochrome b‐c1 complex subunit 8;Ubiquinol‐cytochrome c reductase complex 9.5 kDUqcrq Q9CQ69 2,3 4.46% 0.88% 4.98% 0.72%
SIAKEGFEK Acetyl (K) 1049.5393 0.012706 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 1,2 4.19% 0.35% 4.09% 0.06%

AHGSVVKSEDYAFPTYADRR Acetyl (K) 2310.1029 4.5607 IPI00117978 Cytochrome c oxidase polypeptide IV;Cytochrome c oxidase subunit 4 isoform 1, mitochondrial;Cytochrome c oxidase subunit IV iso Cox4;Cox4a;Cox4i1 P19783 2,3 4.08% 0.17% 4.10% 0.82%
ELISKFLLNR Acetyl (K) 1273.7394 ‐0.30251 IPI00406302;IPI0Alpha‐1 protease inhibitor 1;Alpha‐1‐antiproteinase;Alpha‐1‐antitrypsin 1‐1;Serine protease inhibitor 1‐1;Serine protease inhibitor ADom1;Serpina1a;Spi1‐1;Dom3;Dom6P07758;Q3KQQ4;Q3U 2 3.52% 0.62% 3.20% 0.25%

EAWDAGKFASEITPITISVK Acetyl (K) 2204.1365 1.1404 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 2,3 3.50% 1.10% 1.39% 0.36%
DQWTKYEEDKFYLEPYLK Acetyl (K) 2436.1525 ‐0.37527 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 3 3.49% 0.82% 2.49% 0.52%
ITKHFELKHLSSGDLLR Acetyl (K) 2035.1215 0.080345 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2,3 3.46% 2.51% 3.82% 0.56%

DTPENNPDTPFDFTPENYKR Acetyl (K) 2438.0662 2.2859 IPI00109167;IPI0NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial;NADH‐ubiquinone oxidoreductase 24 kDa subunit Ndufv2;Ndufv2 Q9D6J6;Q3U9L9;Q8B 2,3 3.30% 0.27% 1.83% 0.20%
THPETLDKFDKFK Acetyl (K) 1646.8304 2.7353 IPI00230760 Myoglobin;Myoglobin, isoform CRA_a;Putative uncharacterized protein Mb;mCG_23631 P04247;Q3UVB1 2,3 3.16% 2.31% 0.57% 0.07%
AILNYIASKYNLYGK Acetyl (K) 1771.9509 1.9671 IPI00331241 Glutathione S‐transferase A3;Glutathione S‐transferase Ya3;Glutathione S‐transferase Yc;GST class‐alpha member 3;Glutathione S‐t Gsta3;Gstyc P30115;Q544Y6;Q9D 2,3 2.73% 1.11% 1.05% 0.18%
SVEAAAELSAKDLK Acetyl (K) 1472.7722 2.1456 IPI00471441;IPI0Parathymosin;Ptms protein;Putative uncharacterized protein Ptms;Ptms Q9D0J8;Q66JR8;Q80W 2 2.64% 0.19% 0.81% 0.30%

FGTKFGLDLK Acetyl (K) 1166.6336 ‐1.4261 IPI00226430;IPI03‐ketoacyl‐CoA thiolase, mitochondrial;Acetyl‐CoA acyltransferase;Beta‐ketothiolase;Mitochondrial 3‐oxoacyl‐CoA thiolase;Acetyl‐CAcaa2;Acaa2;mCG_22649 Q8BWT1;Q3TIT9;Q3U 2 2.22% 0.36% 1.94% 0.05%
SGEIEPVSVKVGDK Acetyl (K) 1484.7722 0.098114 IPI00263863;IPI010 kDa chaperonin;10 kDa heat shock protein, mitochondrial;Chaperonin 10;Heat shock protein 1 (Chaperonin 10);MCG117539;Put Hspe1;mCG_117539;Cpn10‐rs1;Hsp Q64433;Q4KL76;Q9JI 2 2.15% 0.30% 2.33% 0.17%
YYTLEEIQKHKDSK Acetyl (K) 1822.9101 0.77735 IPI00230113 Cytochrome b5;Cytochrome b‐5, isoform CRA_d;Putative uncharacterized protein Cyb5;Cyb5a;mCG_1553 P56395;Q544Z9 2,3 2.13% 0.13% 0.36% 0.06%

WVTYFNKPDIDAWELRK Acetyl (K) 2222.116 0.55166 IPI00776087;IPI0Cytochrome c oxidase polypeptide Va;Cytochrome c oxidase subunit 5A, mitochondrial Cox5a;Cox5a Q9D2W1;P12787 3 2.10% 1.83% 2.92% 0.95%
KGEDFVKNMK Acetyl (K),Oxidation (M) 1252.6122 1.4298 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2,3 2.09% 0.11% 1.33% 0.20%
LAPEFAKR Acetyl (K) 972.53927 ‐0.025952 IPI00555059;IPI01‐Cys peroxiredoxin;Acidic calcium‐independent phospholipase A2;Antioxidant protein 2;Non‐selenium glutathione peroxidase;PeroAop2;Ltw4;Prdx5;Prdx6;mKIAA0106 O08709;Q53ZU7;Q6A 1,2 2.07% 0.13% 2.09% 0.21%

DIKHDPSLQPWSASYDPGSAK Acetyl (K) 2340.1022 1.0686 IPI00221890 Carbonate dehydratase III;Carbonic anhydrase 3;Carbonic anhydrase III Ca3;Car3 P16015 2,3 2.05% 1.05% 1.10% 0.40%
ITPFEEKMIAEAIPELK Acetyl (K),Oxidation (M) 2016.0489 ‐2.1294 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2,3 2.04% 2.25% 2.70% 0.00%

VYDLTKFLEEHPGGEEVLR Acetyl (K) 2272.1376 1.4408 IPI00230113 Cytochrome b5;Cytochrome b‐5, isoform CRA_d;Putative uncharacterized protein Cyb5;Cyb5a;mCG_1553 P56395;Q544Z9 3 2.01% 0.52% 1.95% 0.55%
GDNPFPKNADGTVR Acetyl (K) 1528.727 ‐2.721 IPI00466128;IPI0Alcohol dehydrogenase [NADP+];Aldehyde reductase;Aldo‐keto reductase family 1 member A1;Putative uncharacterized protein;AldAkr1a1;Akr1a4;RP23‐177C18.1‐001; Q9JII6;Q3UJW9;Q540 2 2.00% 1.68% 3.78% 0.39%

TMVVHEKQDDLGKGGNEESTK Acetyl (K),Oxidation (M) 2359.0962 2.2551 IPI00130589;IPI0Superoxide dismutase [Cu‐Zn] Sod1 P08228 3 1.98% 0.21% 2.70% 0.31%
AKWDSWNKLK Acetyl (K) 1316.6877 ‐0.22532 IPI00222430;IPI0Diazepam binding inhibitor, splice form 1b;MCG17804, isoform CRA_b;Acyl‐CoA‐binding protein;Diazepam‐binding inhibitor;EndozeDbi;mCG_17804;Dbi;mCG_17804 Q4VWZ5;P31786;Q3U 2,3 1.97% 1.72% 1.25% 0.00%
AKWDSWNK Acetyl (K) 1075.5087 1.4097 IPI00222430;IPI0Diazepam binding inhibitor, splice form 1b;MCG17804, isoform CRA_b;Acyl‐CoA‐binding protein;Diazepam‐binding inhibitor;EndozeDbi;mCG_17804;Dbi;mCG_17804 Q4VWZ5;P31786;Q3U 1 1.86% 1.67% 9.20% 0.58%

GMNTLVGYDLVPEPKIIDAALR Acetyl (K),Oxidation (M) 2442.2828 1.7247 IPI00776087;IPI0Cytochrome c oxidase polypeptide Va;Cytochrome c oxidase subunit 5A, mitochondrial Cox5a;Cox5a Q9D2W1;P12787 2,3 1.76% 0.77% 1.78% 0.83%
LFVDKIR Acetyl (K) 931.5491 ‐0.77514 IPI00125460 ATP synthase‐coupling factor 6, mitochondrial;ATP synthase coupling factor VI Atp5j P97450;Q812D0 1,2 1.75% 1.85% 2.14% 0.17%

STWVILHHKVYDLTK Acetyl (K) 1881.0149 2.5099 IPI00230113 Cytochrome b5;Cytochrome b‐5, isoform CRA_d;Putative uncharacterized protein Cyb5;Cyb5a;mCG_1553 P56395;Q544Z9 2,3 1.74% 0.81% 0.14% 0.03%
LCAATATILDKPEDR Acetyl (K) 1714.856 ‐0.26274 IPI00230034 D‐dopachrome decarboxylase;D‐dopachrome tautomerase;Putative uncharacterized protein Ddt;mCG_6002 O35215;Q3UNI8 2,3 1.61% 1.40% 1.14% 0.02%
VVLDDKDYFLFR Acetyl (K) 1570.8031 0.33258 IPI00263863;IPI010 kDa chaperonin;10 kDa heat shock protein, mitochondrial;Chaperonin 10;Heat shock protein 1 (Chaperonin 10);MCG117539;Put Hspe1;mCG_117539;Cpn10‐rs1;Hsp Q64433;Q4KL76;Q9JI 2 1.54% 0.13% 1.43% 0.13%

LPMGMTAENLAAKYNISR Acetyl (K),Oxidation (M) 2037.0023 ‐0.92697 IPI00226430;IPI03‐ketoacyl‐CoA thiolase, mitochondrial;Acetyl‐CoA acyltransferase;Beta‐ketothiolase;Mitochondrial 3‐oxoacyl‐CoA thiolase;Acetyl‐CAcaa2;Acaa2;mCG_22649 Q8BWT1;Q3TIT9;Q3U 2,3 1.53% 1.41% 6.67% 4.07%
FFQKADGVPIHLK Acetyl (K) 1540.8402 ‐1.8959 IPI00115949 Putative uncharacterized protein;Cox7a2l protein Cox7a2l Q3U7R2;Q99KD6 2,3 1.51% 0.08% 0.92% 0.07%

LKETEYDVR Acetyl (K) 1193.5928 0.44975 IPI00117914 Arginase‐1;Liver‐type arginase;Type I arginase;Arginase I Arg1 Q61176;Q3TB74;Q3U 2 1.50% 0.22% #N/A #N/A
WTKIYLPHSLPQQ Acetyl (K) 1651.8722 0.16508 IPI00116896;IPI0A6L;ATP synthase protein 8;F‐ATPase subunit 8 Atp8;mt‐Atp8;Mtatp8;ATP8;ATPase P03930;Q7JCZ0 2 1.50% 0.38% 1.64% 0.44%

ETGVDLTKDNMALQR Acetyl (K),Oxidation (M) 1747.8411 2.0787 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2,3 1.49% 0.36% 1.49% 0.21%
VFTKHGLLR Acetyl (K) 1111.6502 0.67045 IPI00117083 GrpE protein homolog 1, mitochondrial;Mt‐GrpE#1;GrpE protein homolog Grpel1 Q99LP6;Q3UTB8 2 1.49% 0.25% 1.48% 0.17%

FFQKADGVPIHLKR Acetyl (K) 1696.9413 0.047037 IPI00115949 Putative uncharacterized protein;Cox7a2l protein Cox7a2l Q3U7R2;Q99KD6 2,3 1.46% 0.16% 0.77% 0.12%
SIDLKDKYK Acetyl (K) 1150.6234 1.568 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2 1.39% 0.88% 1.60% 0.04%
VDFSKVPK Acetyl (K) 960.52803 1.9715 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 2 1.35% 0.23% 1.33% 0.11%

HTISKFLQENLAPK Acetyl (K) 1666.9043 ‐1.0887 IPI00471246 Isovaleryl‐CoA dehydrogenase, mitochondrial Ivd Q9JHI5 2,3 1.29% 0.26% 0.92% 0.11%
QATVGDVNTDRPGLLDLKGK Acetyl (K) 2138.1331 ‐1.1335 IPI00222430;IPI0Diazepam binding inhibitor, splice form 1b;MCG17804, isoform CRA_b;Acyl‐CoA‐binding protein;Diazepam‐binding inhibitor;EndozeDbi;mCG_17804;Dbi;mCG_17804 Q4VWZ5;P31786;Q3U 2,3 1.23% 0.78% 1.08% 0.21%

HYGGLTGLNKAETAAK Acetyl (K) 1671.858 ‐0.49764 IPI00457898;IPI0BPG‐dependent PGAM 1;Phosphoglycerate mutase 1;Phosphoglycerate mutase isozyme B;Phosphoglycerate mutase;Pgam1 proteinPgam1;mCG_113582;mCG_133364; Q9DBJ1;Q3U7Z6;Q6N 2,3 1.23% 0.13% 0.59% 0.10%
TAMKYNLGLDLR Acetyl (K),Oxidation (M) 1451.7442 2.3021 IPI00114209;IPI0Glutamate dehydrogenase 1, mitochondrial;Putative uncharacterized protein Glud;Glud1;Glud1 P26443;Q3TSQ7 2 1.20% 0.29% 1.48% 0.29%

SVMTKWLAIPDHSR Acetyl (K),Oxidation (M) 1697.8559 1.6708 IPI00114416;IPI03,2‐trans‐enoyl‐CoA isomerase, mitochondrial;Delta(3),Delta(2)‐enoyl‐CoA isomerase;Dodecenoyl‐CoA isomerase;Dci protein;DodecDci;Dci;mCG_12836 P42125;Q8QZV3;Q9D 2,3 1.18% 0.73% 0.99% 0.28%
ITPFEEKMIAEAIPELK Acetyl (K) 2000.054 ‐0.23669 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2,3 1.15% 1.00% 2.70% 0.00%
YEEDKFYLEPYLK Acetyl (K) 1777.8451 ‐0.22178 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 2 1.13% 0.18% #N/A #N/A

IGIEIIKR Acetyl (K) 982.61752 ‐0.356 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2 1.12% 0.14% 1.13% 0.05%
ALVSTKWLAESIR Acetyl (K) 1514.8457 0.62543 IPI00223216;IPI0Rhodanese;Thiosulfate sulfurtransferase;Putative uncharacterized protein;Thiosulfate sulfurtransferase, mitochondrial, isoform CRATst;mCG_13351 P52196;Q545S0 2 1.06% 0.31% 1.18% 0.29%
KKYPYWPHQPIENL Acetyl (K) 1853.9465 1.4173 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2,3 1.06% 0.57% 1.45% 0.70%

AVTKYTSSK Acetyl (K) 1025.5393 1.3212 IPI00761713;IPI0Histone H2B type 1‐P;H2B 291A;Histone H2B type 1‐F/J/L;Histone H2B;H2B 291B;Histone H2B type 1‐M;h2B‐221;Histone H2B type 1Hist1h2bp;H2b‐f;H2b‐j;H2b‐l;H2b‐n;Q8CGP2‐2;Q8CGP2;P 1,2 1.04% 1.71% 2.56% 0.31%
TPWELKWTK Acetyl (K) 1229.6445 ‐2.3827 IPI00116896;IPI0A6L;ATP synthase protein 8;F‐ATPase subunit 8 Atp8;mt‐Atp8;Mtatp8;ATP8;ATPase P03930;Q7JCZ0 2 1.04% 0.90% 1.38% 0.03%

AYFEKTHEQLTPLVR Acetyl (K) 1872.9734 1.8351 IPI00111315 Apolipoprotein A2;Apolipoprotein A‐II;Apolipoprotein A‐II, isoform CRA_a;Putative uncharacterized protein;APOAII Apoa2;mCG_8635;ApoAII P09813;Q3UKX6;Q6L 2,3 1.03% 0.79% 0.46% 0.18%
FKVDLSPYPTISHINK Acetyl (K) 1900.0094 3.6681 IPI00126120 Glutathione S‐transferase zeta 1;GSTZ1‐1;Maleylacetoacetate isomerase;Brain cDNA, clone MNCb‐6148, similar to Mus musculus gl Gstz1;Maai Q9WVL0;Q9JJA0 2,3 1.03% 0.33% 0.13% 0.10%
RYDDPEVQKDTK Acetyl (K) 1534.7264 1.1827 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2,3 1.02% 0.32% 0.59% 0.02%
ANLVFKEIEK Acetyl (K) 1231.6812 ‐1.3106 IPI00134131;IPI0Non‐specific lipid‐transfer protein;Propanoyl‐CoA C‐acyltransferase;SCP‐chi;SCPX;Sterol carrier protein 2;Sterol carrier protein X Scp2;Scp‐2;Scp2;Scp‐2 P32020‐1;P32020;A2 1,2 1.02% 1.50% 2.09% 0.09%

YVRPGGGFEPNFTLFEKCEVNGEK Acetyl (K) 2815.3276 2.1939 IPI00319652 Cellular glutathione peroxidase;Glutathione peroxidase 1;Glutathione peroxidase Gpx1 P11352;Q5RJH8 3 1.01% 0.89% 1.60% 0.23%
VPTDKYYGAQTVR Acetyl (K) 1538.7729 ‐0.51884 IPI00129928;IPI0EF‐3;Fumarate hydratase, mitochondrial;Fumarate hydratase 1;Putative uncharacterized protein Fh;Fh1;mCG_4564;Fh;Fh1 P97807‐1;P97807;Q3 2 1.00% 0.09% 1.15% 0.05%
LLDASWYLPKLGR Acetyl (K) 1572.8664 0.065794 IPI00762185;IPI03‐mercaptopyruvate sulfurtransferase;Putative uncharacterized protein;Mercaptopyruvate sulfurtransferase Mpst;Mpst;mCG_13337 Q99J99;Q3UW66;Q50 2 1.00% 0.19% 1.09% 0.15%

HLQTYGEHYPLDHFDK Acetyl (K) 2040.933 2.4624 IPI00331555 2‐oxoisovalerate dehydrogenase subunit alpha, mitochondrial;Branched‐chain alpha‐keto acid dehydrogenase E1 component alpha Bckdha;mCG_7651 P50136;Q3U3J1;Q99L 2,3 0.96% 0.75% 0.08% 0.00%
SLGMIFEKR Acetyl (K),Oxidation (M) 1137.5852 ‐1.5608 IPI00116603;IPI0Ornithine carbamoyltransferase, mitochondrial;Ornithine transcarbamylase;Ornithine transcarbamylase, isoform CRA_a;Putative unOtc;mCG_10354;RP23‐382O24.2‐00 P11725;Q543H3;Q8R 2 0.95% 0.09% 0.94% 0.25%

NAEKYAEEDRR Acetyl (K) 1421.6535 3.0696 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2 0.95% 1.65% 2.00% 0.20%
EGNHKPGTDYLKPPK Acetyl (K) 1721.8737 3.6523 IPI00117914 Arginase‐1;Liver‐type arginase;Type I arginase;Arginase I Arg1 Q61176;Q3TB74;Q3U 2,3 0.92% 0.14% 1.38% 0.07%

NAEKYAEEDR Acetyl (K) 1265.5524 1.0696 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2 0.88% 0.20% 0.83% 0.16%
GEMDTFPTFKFDDPK Acetyl (K),Oxidation (M) 1831.7975 ‐2.7825 IPI00125460 ATP synthase‐coupling factor 6, mitochondrial;ATP synthase coupling factor VI Atp5j P97450;Q812D0 2 0.87% 0.16% 0.89% 0.26%
MNPQSAFFQGKLK Acetyl (K),Oxidation (M) 1552.7708 ‐2.0743 IPI00134131;IPI0Non‐specific lipid‐transfer protein;Propanoyl‐CoA C‐acyltransferase;SCP‐chi;SCPX;Sterol carrier protein 2;Sterol carrier protein X Scp2;Scp‐2;Scp2;Scp‐2 P32020‐1;P32020;A2 2 0.81% 0.67% 0.43% 0.03%

EAFSLFDKDGDGTITTK Acetyl (K) 1885.8945 0.26993 IPI00467841;IPI0Calmodulin;Putative uncharacterized protein Calm;Calm1;Calm2;Calm3;Cam;CamQ3TEH7;Q3THK5;Q3U 2 0.76% 0.66% 1.23% 0.05%
AHGSVVKSEDYAFPTYADR Acetyl (K) 2154.0018 1.1966 IPI00117978 Cytochrome c oxidase polypeptide IV;Cytochrome c oxidase subunit 4 isoform 1, mitochondrial;Cytochrome c oxidase subunit IV iso Cox4;Cox4a;Cox4i1 P19783 2,3 0.75% 0.17% 0.54% 0.16%

GVEVTVGHEQEEGGKWPYAGTAEAIK Acetyl (K) 2783.3402 0.97087 IPI00133284 ES1 protein homolog, mitochondrial D10Jhu81e Q9D172 3 0.74% 0.14% 0.86% 0.21%
LASLSEKPPAIDWAYYR Acetyl (K) 2021.0258 ‐2.7099 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2 0.69% 0.64% #N/A #N/A
GKDIKGVSEIVHEGK Acetyl (K) 1636.8784 ‐0.13917 IPI00120451 14 kDa selenium‐binding protein;Fatty acid‐binding protein 1;Fatty acid‐binding protein, liver;Liver‐type fatty acid‐binding protein;F Fabp1;Fabpl;mCG_127278 P12710;Q3V2F7 3 0.69% 0.06% 0.69% 0.02%
KWYYNAAGFNK Acetyl (K) 1402.667 2.0003 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 2 0.66% 0.58% #N/A #N/A
EIPAKIIFEDDR Acetyl (K) 1486.7668 2.6354 IPI00108189 Adenosine 5'‐monophosphoramidase;Histidine triad nucleotide‐binding protein 1;Protein kinase C inhibitor 1;Protein kinase C‐inter Hint;Hint1;Pkci;Pkci1;Prkcnh1 P70349;Q5SNR9 2 0.63% 0.00% 0.83% 0.18%

TMVVHEKQDDLGK Acetyl (K),Oxidation (M) 1556.7505 ‐1.6393 IPI00130589;IPI0Superoxide dismutase [Cu‐Zn] Sod1 P08228 2,3 0.63% 0.24% 0.47% 0.02%
NILEKHSLDASQGTATGPR Acetyl (K) 2036.0287 5.431 IPI00222767;IPI0Dihydrolipoamide dehydrogenase‐binding protein of pyruvate dehydrogenase complex;Lipoyl‐containing pyruvate dehydrogenase cPdhx;mCG_9655;RP23‐203N8.2‐001Q8BKZ9;A2AWH6;A2 2,3 0.58% 0.02% 0.03% 0.00%
QMYGKGEMDTFPTFK Acetyl (K),2 Oxidation (M) 1852.8012 ‐1.9336 IPI00125460 ATP synthase‐coupling factor 6, mitochondrial;ATP synthase coupling factor VI Atp5j P97450;Q812D0 2 0.58% 0.13% 0.64% 0.23%

HQILPKDQWTK Acetyl (K) 1434.7619 2.2934 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 2 0.57% 0.50% 0.98% 0.06%
VSFELFADKVPK Acetyl (K) 1420.7602 1.2315 IPI00670985;IPI0Cyclophilin A;Cyclosporin A‐binding protein;Peptidyl‐prolyl cis‐trans isomerase A;Rotamase A;SP18;Peptidyl‐prolyl cis‐trans isomerasPpia;mCG_121511;RP23‐198N14.9‐0P17742;Q3TE63;Q3U 2 0.55% 0.17% 0.43% 0.08%
DASHPQFKEIQK Acetyl (K) 1468.731 1.0497 IPI00757372 2 0.55% 0.06% 0.55% 0.01%
TFYTKVLNEEER Acetyl (K) 1569.7675 ‐3.4018 IPI00312058 Catalase Cas1;Cas‐1;Cat;mCG_9645;RP23‐266P24270;Q3TVZ1;Q3TX 2 0.51% 0.10% 0.23% 0.09%

DGLTDVYNKIHMGNCAENTAK Acetyl (K),Oxidation (M) 2408.0737 0.53664 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 3 0.51% 0.44% 0.57% 0.36%
SAVSASSKWLDGFRK Acetyl (K) 1679.8631 0.39594 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 2 0.50% 0.33% 0.52% 0.27%
KYTEQITNEKLDMVK Acetyl (K),Oxidation (M) 1896.9503 1.4566 IPI00331332 Complex I subunit B13;Complex I‐13kD‐B;NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5;NADH‐ubiquinone oxidoNdufa5 Q9CPP6;Q9CX78 2,3 0.50% 0.05% 0.11% 0.01%

SVDEVNYWDKQDHPISR Acetyl (K) 2128.9814 1.102 IPI00331555 2‐oxoisovalerate dehydrogenase subunit alpha, mitochondrial;Branched‐chain alpha‐keto acid dehydrogenase E1 component alpha Bckdha;mCG_7651 P50136;Q3U3J1;Q99L 2 0.48% 0.42% #N/A #N/A
YSQKEDKYEEEIK Acetyl (K) 1729.8047 1.0903 IPI00123316;IPI0Alpha‐tropomyosin;Tropomyosin alpha‐1 chain;Tropomyosin‐1;Putative uncharacterized protein;Tropomyosin 1, alpha, isoform CRATpm1;Tpm‐1;Tpma;mCG_1234;mCGP58771‐1;P58771;Q5 2,3 0.45% 0.18% 0.22% 0.02%

LSAMPVPFTPELKPK Acetyl (K),Oxidation (M) 1711.9219 ‐1.0054 IPI00311626 High mobility group nucleosome‐binding domain‐containing protein 5;Nucleosome‐binding protein 1;Nucleosome‐binding protein 4Garp45;Hmgn5;Nsbp1 Q9JL35;Q3V272 2 0.45% 0.11% #N/A #N/A
GVFTKELPSGK Acetyl (K) 1203.6499 ‐0.41537 IPI00555059;IPI01‐Cys peroxiredoxin;Acidic calcium‐independent phospholipase A2;Antioxidant protein 2;Non‐selenium glutathione peroxidase;PeroAop2;Ltw4;Prdx5;Prdx6;mKIAA0106 O08709;Q53ZU7;Q6A 2 0.43% 0.11% 0.31% 0.05%

LLLPGELAKHAVSEGTK Acetyl (K) 1804.0094 ‐2.0123 IPI00761713;IPI0Histone H2B type 1‐P;H2B 291A;Histone H2B type 1‐F/J/L;Histone H2B;H2B 291B;Histone H2B type 1‐M;h2B‐221;Histone H2B type 1Hist1h2bp;H2b‐f;H2b‐j;H2b‐l;H2b‐n;Q8CGP2‐2;Q8CGP2;P 2,3 0.41% 0.36% 0.27% 0.17%
IEANEALVKALE Acetyl (K) 1340.7187 ‐3.7008 IPI00453777 ATP synthase subunit delta, mitochondrial;F‐ATPase delta subunit;ATP synthase, H+ transporting, mitochondrial F1 complex, delta s Atp5d;mCG_13414 Q9D3D9;Q4FK74;Q9D 2 0.41% 0.06% 0.33% 0.14%

TPAKEEDAFHFVSYVPVNGR Acetyl (K) 2304.1175 ‐2.8571 IPI00124938;IPI0Ubiquitin carboxyl‐terminal hydrolase isozyme L5;Ubiquitin C‐terminal hydrolase UCH37;Ubiquitin thioesterase L5 Uch37;Uchl5;Uch37;Uchl5 Q9WUP7‐1;Q9WUP7 3 0.41% 0.36% #N/A #N/A
QLKEELGAQQPDLK Acetyl (K) 1637.8625 4.9494 IPI00129164 Sepiapterin reductase Spr Q64105;Q91XH5 2 0.40% 0.01% 0.37% 0.01%
KNPDSQYGELIEK Acetyl (K) 1561.7624 ‐1.4936 IPI00331146 Cytidine monophosphate kinase;Cytidylate kinase;Deoxycytidylate kinase;UMP‐CMP kinase;Uridine monophosphate kinase;Uridine Cmk;Cmpk;Cmpk1;Uck;Umk;Umpk Q9DBP5;Q8BK17;Q8V 2 0.40% 0.35% 0.45% 0.13%
LLAKILNMSSGR Acetyl (K),Oxidation (M) 1359.7544 ‐0.51924 IPI00116222 3‐hydroxyisobutyrate dehydrogenase, mitochondrial;3‐hydroxyisobutyrate dehydrogenase Hibadh Q99L13;A0ZNJ2 2 0.35% 0.30% #N/A #N/A

YTEQITNEKLDMVKAEPDVK Acetyl (K),Oxidation (M) 2408.1781 3.851 IPI00331332 Complex I subunit B13;Complex I‐13kD‐B;NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5;NADH‐ubiquinone oxidoNdufa5 Q9CPP6;Q9CX78 3 0.35% 0.04% 0.42% 0.09%
IGEKYVDMSAK Acetyl (K),Oxidation (M) 1297.6224 0.10998 IPI00118986 ATP synthase subunit O, mitochondrial;Oligomycin sensitivity conferral protein;ATP synthase Atp5o;D12Wsu28e Q9DB20;Q3TF25;Q3T 2 0.34% 0.01% 0.25% 0.14%

LAEKEKVDLLFLGK Acetyl (K) 1643.9498 1.7671 IPI00121440;IPI0Electron transfer flavoprotein subunit beta Etfb Q9DCW4 2,3 0.34% 0.30% 0.19% 0.11%
NGDLDEVKDYVAKGEDVNR Acetyl (K) 2177.0237 3.2301 IPI00228583 Granule cell differentiation protein;Myotrophin;Protein V‐1 Gcdp;Mtpn P62774 2,3 0.34% 0.38% 0.05% 0.00%

ELSKTYIIGELHPDDR Acetyl (K) 1926.9687 ‐0.28554 IPI00230113 Cytochrome b5;Cytochrome b‐5, isoform CRA_d;Putative uncharacterized protein Cyb5;Cyb5a;mCG_1553 P56395;Q544Z9 2 0.34% 0.45% 0.07% 0.00%
YVNKKEQESEVDMK Acetyl (K),Oxidation (M) 1783.8298 1.1894 IPI00170093 Complex I‐23kD;NADH dehydrogenase [ubiquinone] iron‐sulfur protein 8, mitochondrial;NADH‐ubiquinone oxidoreductase 23 kDa sNdufs8;mCG_3885 Q8K3J1;Q3UY05;Q5M 2,3 0.33% 0.20% 0.20% 0.02%
VLEKVTLVSAAPEK Acetyl (K) 1524.8763 ‐1.8111 IPI00132958 Acyl‐coenzyme A thioesterase 13;Thioesterase superfamily member 2 Acot13;Them2 Q9CQR4;Q5SZV7 2 0.32% 0.04% 0.21% 0.01%

GKYVTLIYTNYENGKNDYVK Acetyl (K) 2423.2009 ‐3.3035 IPI00555023 Glutathione S‐transferase P 1;GST class‐pi;GST YF‐YF;GST‐piB;Preadipocyte growth factor Gstp1;Gstpib P19157 3 0.31% 0.27% #N/A #N/A
AAWGKIGGHGAEYGAEALER Acetyl (K) 2084.0076 1.1235 IPI00469114 Alpha‐globin;Hemoglobin alpha chain;Hemoglobin subunit alpha;Alpha‐globin mRNA.;Putative uncharacterized protein;Alpha globinHba;Hba‐a1;Hbat1;Hba‐a2;haemagloP01942;Q61287;Q61 2 0.31% 0.27% 0.52% 0.03%

NQKLTATTQKQEQIINTMTQDLR 2 Acetyl (K) 2786.4233 ‐5.0026 IPI00177059;IPI0Putative uncharacterized protein;Nuclear pore complex‐associated intranuclear coiled‐coil protein TPR;Translocated promoter regioTpr;mCG_8530;C77892;Tpr Q3UVR0;Q3V1L5;Q7M 3 0.31% 0.27% 1.04% 0.00%
DGLQNEKSIVPTPVKIR Acetyl (K) 1935.0789 ‐1.4993 IPI00127625;IPI03‐hydroxy‐3‐methylglutarate‐CoA lyase;Hydroxymethylglutaryl‐CoA lyase, mitochondrial;Putative uncharacterized protein;3‐hydrox Hmgcl;Hmgcl;mCG_5482;RP23‐161NP38060;Q3UMP2;Q8Q 2,3 0.30% 0.41% 0.22% 0.00%
VGEVIVTKDDAMLLK Acetyl (K),Oxidation (M) 1687.9066 0.43064 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2 0.29% 0.10% 0.38% 0.24%

FGIAAKYQVDPDACFSAK Acetyl (K) 2028.9615 0.075469 IPI00122549;IPI0Outer mitochondrial membrane protein porin 1;Plasmalemmal porin;Voltage‐dependent anion‐selective channel protein 1;Voltage‐Vdac1;Vdac5;Vdac1;Vdac5 Q60932‐1;Q60932;A2 2 0.29% 0.25% 0.43% 0.13%
GEDFVKNMK Acetyl (K),Oxidation (M) 1124.5172 0.19618 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2 0.28% 0.12% 0.23% 0.09%

AKWDAWNALGSLPK Acetyl (K) 1597.8253 ‐1.5111 IPI00322931 Delta(3),delta(2)‐enoyl‐CoA isomerase;Dodecenoyl‐CoA isomerase;Peroxisomal 3,2‐trans‐enoyl‐CoA isomerase;Putative uncharacte Peci Q9WUR2;Q3TCD4;Q9 2 0.28% 0.25% 0.42% 0.01%
SDKPDMAEIEKFDK Acetyl (K),Oxidation (M) 1709.7818 2.8424 IPI00228757 Hematopoietic system regulatory peptide;Seraspenide;Thymosin beta‐4;Putative uncharacterized protein;Thymosin, beta 4, X chromPtmb4;Tmsb4;Tmsb4x;mCG_115770P20065‐2;P20065;Q6 2,3 0.27% 0.32% 0.11% 0.04%
MQIFVKTLTGK Acetyl (K),Oxidation (M) 1322.7268 ‐0.66942 IPI00755916;IPI0Ubc protein;Putative uncharacterized protein;Ubiquitin B;MCG23377, isoform CRA_a;40S ribosomal protein S27a;MCG13441;MCG1Ubc;Ubc;Ubb;mCG_23377;RP23‐234Q8VC46;Q922Z8;Q8R 2 0.27% 0.05% 0.26% 0.13%
GVSEIVHEGKK Acetyl (K) 1223.651 1.6942 IPI00120451 14 kDa selenium‐binding protein;Fatty acid‐binding protein 1;Fatty acid‐binding protein, liver;Liver‐type fatty acid‐binding protein;F Fabp1;Fabpl;mCG_127278 P12710;Q3V2F7 2,3 0.27% 0.02% 0.18% 0.01%
YDDPEVQKDTK Acetyl (K) 1378.6252 ‐0.52594 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2 0.26% 0.05% 0.22% 0.01%

DTPTSAGPNSFNKGK Acetyl (K) 1561.7372 ‐1.5778 IPI00553784;IPI0PEST proteolytic signal‐containing nuclear protein;Putative uncharacterized protein;MCG130899;PEST proteolytic signal containing nPcnp;mCG_130899;Pcnp Q6P8I4;Q3TM89;Q3U 2 0.25% 0.05% 0.30% 0.02%
AGIPKEEVKEVYMGNVIQGGEGQAPTR Acetyl (K),Oxidation (M) 2914.4495 0.12793 IPI00154054 Acetoacetyl‐CoA thiolase;Acetyl‐CoA acetyltransferase, mitochondrial;Putative uncharacterized protein Acat1 Q8QZT1;Q3TQP7 3 0.24% 0.09% 0.25% 0.15%

ILEVVKDK Acetyl (K) 984.58555 0.042146 IPI00776087;IPI0Cytochrome c oxidase polypeptide Va;Cytochrome c oxidase subunit 5A, mitochondrial Cox5a;Cox5a Q9D2W1;P12787 2 0.24% 0.21% 0.41% 0.03%
DVKLAQFIEK Acetyl (K) 1231.6812 ‐2.8273 IPI00469840 4‐alpha‐hydroxy‐tetrahydropterin dehydratase 2;DcoH‐like protein DCoHm;Dimerization cofactor of hepatocyte nuclear factor 1 froDcoh2;Dcohm;Pcbd2 Q9CZL5 2 0.23% 0.03% 0.14% 0.05%

GVNTGAVGSYIYDKDPEGTVQP Acetyl (K) 2308.0859 2.3892 IPI00121319 Cysteine‐rich protein 2;Heart LIM protein;Crip2 protein;Cysteine rich protein 2, isoform CRA_b Crip2;Crp2;Hlp;mCG_15411 Q9DCT8;Q4FJU3 2 0.23% 0.05% 0.33% 0.00%
GASIVEDKLVEDLKTR Acetyl (K) 1813.9785 ‐0.16991 IPI00114209;IPI0Glutamate dehydrogenase 1, mitochondrial Glud;Glud1 P26443 2 0.23% 0.04% 0.24% 0.00%
VEIEAIAVQGPFIKA Acetyl (K) 1625.9029 ‐0.22037 IPI00130640 Heat‐responsive protein 12;Ribonuclease UK114 Hrp12;Hrsp12 P52760;Q569N4 2 0.22% 0.20% 0.73% 0.26%
LAQFIEKAAASL Acetyl (K) 1302.7184 ‐2.3267 IPI00469840 4‐alpha‐hydroxy‐tetrahydropterin dehydratase 2;DcoH‐like protein DCoHm;Dimerization cofactor of hepatocyte nuclear factor 1 froDcoh2;Dcohm;Pcbd2 Q9CZL5 2 0.22% 0.19% 0.15% 0.04%

IPGESTQKLSEVAK Acetyl (K) 1527.8144 ‐0.43228 IPI00119945 Nitrilase homolog 2;Omega‐amidase NIT2 D16Ertd502e;Nit2 Q9CTG9;Q9JHW2 2 0.21% 0.03% 0.27% 0.01%
DHCVAHKLFK Acetyl (K) 1295.6445 ‐0.74167 IPI00459337;IPI0Complex III subunit 6;Complex III subunit VIII;Cytochrome b‐c1 complex subunit 6, mitochondrial;Cytochrome c1 non‐heme 11 kDa pUqcrh;RP23‐383D12.5‐002;Uqcrh P99028;A2A909;Q8B 3 0.21% 0.23% 0.15% 0.00%

GMNTLVGYDLVPEPKIIDAALR Acetyl (K) 2426.2879 ‐1.1708 IPI00776087;IPI0Cytochrome c oxidase polypeptide Va;Cytochrome c oxidase subunit 5A, mitochondrial Cox5a;Cox5a Q9D2W1;P12787 3 0.21% 0.37% 1.78% 0.83%
IQALLDKYNAEKPK Acetyl (K) 1671.9196 ‐0.39863 IPI00312058;IPI0Catalase;Catalase, isoform CRA_a Cas1;Cas‐1;Cat;mCG_9645;RP23‐266P24270;Q3TVZ1;Q3TX 2,3 0.21% 0.19% 0.07% 0.01%
QYYIGDVHPSDLKPK Acetyl (K) 1800.9046 ‐1.3893 IPI00315794 Cytochrome b5 outer mitochondrial membrane isoform;Cytochrome b5 type B;Putative uncharacterized protein Cyb5b;Cyb5m Q9CQX2;Q3TH64;Q3T 2 0.21% 0.09% 0.24% 0.11%

NDIAAKYK Acetyl (K) 963.50255 1.1095 IPI00230760 Myoglobin;Myoglobin, isoform CRA_a;Putative uncharacterized protein Mb;mCG_23631 P04247;Q3UVB1 2 0.21% 0.03% 0.21% 0.02%
DQWTKYEEDK Acetyl (K) 1382.599 3.1019 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 2 0.19% 0.18% 0.19% 0.00%

TYTFNLAMDLNSRK Acetyl (K) 1714.8349 ‐5.0766 IPI00130133 Putative uncharacterized protein;Ubiquitin associated and SH3 domain containing, A Ubash3a;RP24‐261L18.1‐001;RP24‐2Q3TED7;Q3V3E1;Q8B 2 0.19% 0.17% #N/A #N/A
AQKDEEKMEIQEIQLK Acetyl (K),Oxidation (M) 2017.0038 1.8305 IPI00123316;IPI0Alpha‐tropomyosin;Tropomyosin alpha‐1 chain;Tropomyosin‐1;Putative uncharacterized protein;Tropomyosin 1, alpha, isoform CRATpm1;Tpm‐1;Tpma;mCG_1234;mCGP58771‐1;P58771;Q5 3 0.19% 0.17% 0.42% 0.01%

GELLEAIKR Acetyl (K) 1069.6132 ‐1.8931 IPI00109109 Superoxide dismutase [Mn], mitochondrial;Superoxide dismutase Sod2;Sod‐2;mCG_16695 P09671;Q3TJA2;Q3U8 2 0.19% 0.32% #N/A #N/A
SAEDEAADLPTKPTK Acetyl (K) 1613.7784 5.4491 IPI00553784;IPI0PEST proteolytic signal‐containing nuclear protein;Putative uncharacterized protein;MCG130899;PEST proteolytic signal containing nPcnp;mCG_130899;Pcnp Q6P8I4;Q3TM89;Q3U 2 0.17% 0.30% 0.42% 0.08%
DYTEMNDLQKR Acetyl (K),Oxidation (M) 1469.6457 3.7056 IPI00319652 Cellular glutathione peroxidase;Glutathione peroxidase 1;Glutathione peroxidase Gpx1 P11352;Q5RJH8 2 0.17% 0.02% 0.19% 0.01%

QKLFQEDNGMPVHLK Acetyl (K),Oxidation (M) 1840.9142 4.3547 IPI00114377 Cytochrome c oxidase subunit 7A2, mitochondrial;Cytochrome c oxidase subunit VIIa‐liver/heart Cox7a2;Cox7a3;Cox7al P48771 2,3 0.16% 0.27% #N/A #N/A
NQKLTATTQKQEQIINTMTQDLR 2 Acetyl (K),Oxidation (M) 2802.4182 ‐0.20769 IPI00177059;IPI0Putative uncharacterized protein;Nuclear pore complex‐associated intranuclear coiled‐coil protein TPR;Translocated promoter regioTpr;mCG_8530;C77892;Tpr Q3UVR0;Q3V1L5;Q7M 3 0.15% 0.27% 1.04% 0.00%
LALHELKTLTQCSWLLDGFPR Acetyl (K) 2539.3257 ‐3.2069 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 3 0.15% 0.26% 0.19% 0.00%
VFDKEGNGTVMGAELR Acetyl (K),Oxidation (M) 1779.8461 1.8195 IPI00312700;IPI0Myosin light chain 1/3, skeletal muscle isoform;Myosin light chain alkali 1/2;MCG121569, isoform CRA_a;Myosin, light polypeptide  Myl1;Mylf;AC124389.4‐001;mCG_12P05977;Q545T7;Q6PC 2 0.14% 0.12% #N/A #N/A

NKVPELQKFFQK Acetyl (K) 1546.8508 ‐2.2085 IPI00115949;IPI0Putative uncharacterized protein;Cox7a2l protein;Cytochrome c oxidase subunit 7A‐related protein, mitochondrial;Cytochrome c oxCox7a2l;Cox7a2l;Cox7rp;Silg81 Q3U7R2;Q99KD6;Q61 3 0.14% 0.14% 0.12% 0.00%
AFAAGADIKEMQNR Acetyl (K),Oxidation (M) 1578.746 1.8381 IPI00454049;IPI0Enoyl‐CoA hydratase 1;Enoyl‐CoA hydratase, mitochondrial;Short‐chain enoyl‐CoA hydratase;Enoyl Coenzyme A hydratase, short ch Echs1;Echs1;mCG_21632 Q8BH95;Q8BU95 2 0.14% 0.12% 0.20% 0.02%

LKAYEAQTEPVLQYYQK Acetyl (K) 2113.0732 1.4435 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2 0.14% 0.12% 0.19% 0.12%
CIPALDSLKPANEDQK Acetyl (K) 1839.9037 1.8398 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2 0.14% 0.12% 0.16% 0.06%
NLGIGKITPFEEK Acetyl (K) 1486.8031 0.36223 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2 0.13% 0.12% 0.07% 0.01%

YEEDKFYLEPYLKEVIR Acetyl (K) 2275.1413 ‐3.6118 IPI00132347;IPI0MCG67985;Putative uncharacterized protein;Ubiquinol‐cytochrome c reductase binding protein;Complex III subunit 7;Complex III sumCG_67985;Uqcrb;Uqcrb Q9CQB4;Q9D855 3 0.13% 0.23% 0.33% 0.06%
IKDPDAAKPEDWDER Acetyl (K) 1825.8483 0.52217 IPI00123639 Calregulin;Calreticulin;CRP55;Endoplasmic reticulum resident protein 60;HACBP;Putative uncharacterized protein Calr P14211;Q3TVD2;Q3U 2 0.13% 0.12% 0.15% 0.02%



FAADAIKLER Acetyl (K) 1174.6346 ‐0.03033 IPI00124692 Transaldolase Tal;Taldo;Taldo1 Q93092 2 0.13% 0.11% 0.11% 0.02%
VVSSIEQKTEGAEK Acetyl (K) 1545.7886 0.76576 IPI00116498;IPI014‐3‐3 protein zeta/delta;Protein kinase C inhibitor protein 1;SEZ‐2;Putative uncharacterized protein Ywhaz;Ywhaz P63101;Q3UA58;Q8B 2 0.12% 0.02% 0.11% 0.01%
AALAIQGKFR Acetyl (K) 1115.6451 ‐1.4768 IPI00462365 Purkinje cell protein 4‐like protein 1 Pcp4l1 Q6W8Q3;Q9CW92 2 0.12% 0.12% 0.09% 0.00%

ADKDYHFKVDNDENEHQLSLR Acetyl (K) 2614.2048 1.5474 IPI00127415;IPI0Nucleolar phosphoprotein B23;Nucleolar protein NO38;Nucleophosmin;Numatrin;Putative uncharacterized protein;MCG68069;NucNpm1;mCG_68069;RP23‐323L8.2‐00Q61937;Q3U536;Q5S 3 0.12% 0.11% 0.10% 0.02%
TLNDELEIIEGMKFDR Acetyl (K),Oxidation (M) 1979.951 ‐4.7853 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 3 0.11% 0.18% #N/A #N/A
ALKDEEKMELQEIQLK Acetyl (K),Oxidation (M) 2002.0293 3.2179 IPI00278611;IPI0Gamma‐tropomyosin;Tropomyosin alpha‐3 chain;Tropomyosin‐3;Tropomyosin 3, gamma;Putative uncharacterized protein Tpm3;Tpm5;Tpm‐5;Tpm3;Tpm3 P21107‐1;P21107;Q8 2 0.10% 0.11% 0.39% 0.00%

VYINLDKETK Acetyl (K) 1263.6711 ‐0.69382 IPI00128345;IPI0Complex I‐13kD‐A;NADH dehydrogenase [ubiquinone] iron‐sulfur protein 6, mitochondrial;NADH‐ubiquinone oxidoreductase 13 kDaIp13;Ndufs6 P52503 2 0.10% 0.03% #N/A #N/A
LGPNEQYKFYSVNVDYSK Acetyl (K) 2192.0426 0.0023828 IPI00125929 Complex I‐MLRQ;NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 4;NADH‐ubiquinone oxidoreductase MLRQ subun Ndufa4 Q62425 2 0.10% 0.17% 0.37% 0.15%

AVLIDKDQTPK Acetyl (K) 1268.6976 2.3196 IPI00154047 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial;3‐hydroxyisobutyryl‐coenzyme A hydrolase Hibch Q8QZS1 2 0.10% 0.02% 0.06% 0.01%
ANVAKPGLVDDFEK Acetyl (K) 1543.7882 ‐4.8556 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2 0.10% 0.11% #N/A #N/A

ANLEKAQSELSGAADEAAR Acetyl (K) 1971.9498 0.091554 IPI00453777 ATP synthase subunit delta, mitochondrial;F‐ATPase delta subunit;ATP synthase, H+ transporting, mitochondrial F1 complex, delta s Atp5d;mCG_13414 Q9D3D9;Q4FK74;Q9D 2 0.09% 0.08% 0.05% 0.00%
FFPLEAWQIGKK Acetyl (K) 1504.8078 ‐5.5992 IPI00230034 D‐dopachrome decarboxylase;D‐dopachrome tautomerase;Putative uncharacterized protein Ddt;mCG_6002 O35215;Q3UNI8 2 0.09% 0.16% 0.43% 0.14%

TFIDQGKLIPDDVMTR Acetyl (K),Oxidation (M) 1905.9506 1.3117 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2 0.08% 0.15% #N/A #N/A
IAQAQGLKDGYR Acetyl (K) 1360.7099 ‐0.52461 IPI00133034 HINT‐3;Histidine triad nucleotide‐binding protein 2, mitochondrial;Histidine triad nucleotide binding protein 2;MCG19276 Hint2;mCG_19276;RP23‐191F22.9‐0Q9D0S9;Q5M9J2 2 0.08% 0.01% 0.05% 0.01%

YQLQSQENFEPFMK Acetyl (K),Oxidation (M) 1845.8244 0.29052 IPI00120451 14 kDa selenium‐binding protein;Fatty acid‐binding protein 1;Fatty acid‐binding protein, liver;Liver‐type fatty acid‐binding protein;F Fabp1;Fabpl;mCG_127278 P12710;Q3V2F7 2 0.08% 0.07% #N/A #N/A
AQEIDQTNDFKNLR Acetyl (K) 1732.838 ‐0.78759 IPI00471246 Isovaleryl‐CoA dehydrogenase, mitochondrial Ivd Q9JHI5 2 0.08% 0.03% 0.07% 0.01%
VLKSHGQDYLVGNR Acetyl (K) 1626.8478 4.0894 IPI00331241;IPI0Glutathione S‐transferase A3;Glutathione S‐transferase Ya3;Glutathione S‐transferase Yc;GST class‐alpha member 3;Glutathione S‐t Gsta3;Gstyc;Gsta;Gsta1;Gstya;Gsta1P30115;Q544Y6;Q9D 2 0.08% 0.01% 0.08% 0.02%
QIESSDYDSSSSKGKK 2 Acetyl (K) 1828.8327 2.4462 IPI00336376;IPI0 Inhibitor of growth protein 4;p29ING4 Ing4;Ing4;Ing4;Ing4 Q8C0D7‐1;Q8C0D7;Q 2 0.08% 0.01% 0.06% 0.00%

EHGPVGLVHVGAHTNTTDKPREEK Acetyl (K) 2649.3259 5.947 IPI00110843 Agmatinase, mitochondrial;Agmatine ureohydrolase;Agmat protein Agmat A2AS89;Q14BN7;Q8R 3 0.08% 0.07% 0.10% 0.02%
YDDPEVQKDTKNVPFK Acetyl (K) 1963.9527 0.32964 IPI00133903 75 kDa glucose‐regulated protein;Heat shock 70 kDa protein 9;Mortalin;p66 MOT;Peptide‐binding protein 74;Stress‐70 protein, mitoGrp75;Hsp74;Hspa9;Hspa9a;mCG_1P38647;Q3TW93;Q3U 2 0.07% 0.06% 0.11% 0.00%
ANTFVAELKGLDPAR Acetyl (K) 1642.8679 1.1112 IPI00323592;IPI0Malate dehydrogenase, mitochondrial Mdh2;Mor1;Mdh2;Mor1 P08249;Q0QF44;Q8C 2 0.07% 0.13% 0.19% 0.07%
TGEEKYIEESAASKR Acetyl (K) 1738.8374 ‐1.8506 IPI00131177 LETM1 and EF‐hand domain‐containing protein 1, mitochondrial;Leucine zipper‐EF‐hand‐containing transmembrane protein 1 Letm1 Q9Z2I0 3 0.07% 0.06% 0.19% 0.05%

VLAKLAEK Acetyl (K) 912.56442 ‐0.3995 IPI00121440;IPI0Electron transfer flavoprotein subunit beta Etfb Q9DCW4 2 0.07% 0.12% 0.23% 0.02%
FGHTFCKYSEEMKK Acetyl (K),Oxidation (M) 1848.8175 1.4908 IPI00118447;IPI0Purine‐rich single‐stranded DNA‐binding protein alpha;Transcriptional activator protein Pur‐alpha;Putative uncharacterized protein Pura P42669;Q8C6E9 2,3 0.07% 0.06% #N/A #N/A

GLDPYNMLPPKAASGTK Acetyl (K),Oxidation (M) 1816.9029 1.5797 IPI00116154;IPI0Cytochrome c oxidase, subunit Vb;MCG17741, isoform CRA_d;MCG23026;Novel protein similar to cytochrome c oxidase, subunit VbCox5b;mCG_17741;mCG_23026;RP2Q9D881;P19536 2 0.07% 0.07% 0.20% 0.00%
SKEEYQKVLSK Acetyl (K) 1379.7296 0.11859 IPI00331442;IPI0Peptide methionine sulfoxide reductase;Peptide‐methionine (S)‐S‐oxide reductase;Protein‐methionine‐S‐oxide reductase;MethioninMsra;mCG_15870;Msra Q9D6Y7;Q5EBQ7;Q91 3 0.06% 0.00% 0.04% 0.01%

YTALVDQEEKEDVK Acetyl (K) 1707.8203 ‐1.4794 IPI00230507;IPI0ATP synthase subunit d, mitochondrial Atp5h Q9DCX2;A2A8X4 2 0.06% 0.05% 0.10% 0.02%
GGNEESTKTGNAGSR Acetyl (K) 1505.6706 1.729 IPI00130589;IPI0Superoxide dismutase [Cu‐Zn] Sod1 P08228 2 0.06% 0.05% 0.07% 0.00%
SSEFYKVTTEEYQK Acetyl (K) 1779.8203 4.8686 IPI00133562;IPI0Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 3, mitochondrial;Chchd3 protein;Putative uncharacterized protein Chchd3;Chchd3 Q9CRB9;Q91VG6;Q9D 2 0.05% 0.05% #N/A #N/A

AYEAQTEPVLQYYQKK Acetyl (K) 1999.9891 ‐2.4441 IPI00221769 Adenylate kinase 3;Adenylate kinase 3 alpha‐like 1;GTP:AMP phosphotransferase mitochondrial;Putative uncharacterized protein Ak3;Ak3l;Ak3l1;Akl3l Q9WTP7;Q9D8W6 2 0.05% 0.09% 0.14% 0.04%
TTVVYPATEKHLQK Acetyl (K) 1655.8883 4.2969 IPI00459280;IPI0DCS‐1;Hint‐related 7meGMP‐directed hydrolase;Histidine triad protein member 5;Scavenger mRNA‐decapping enzyme DcpS;PutativDcps;Dcs1;Hint5;Dcps Q9DAR7;Q3TBW9 2 0.05% 0.00% 0.05% 0.01%
GKYVTLIYTNYENGK Acetyl (K) 1803.9043 ‐3.2852 IPI00555023 Glutathione S‐transferase P 1;GST class‐pi;GST YF‐YF;GST‐piB;Preadipocyte growth factor Gstp1;Gstpib P19157 2 0.05% 0.08% 0.06% 0.00%
VGGTSDVEVNEKKDR Acetyl (K) 1673.822 5.447 IPI00308885;IPI060 kDa chaperonin;60 kDa heat shock protein, mitochondrial;Chaperonin 60;Heat shock protein 60;HSP‐65;Mitochondrial matrix proHsp60;Hspd1 P63038;Q3KQP2;Q3U 2 0.04% 0.00% 0.03% 0.01%
ANDSKYGLAAAVFTK Acetyl (K) 1596.8148 ‐2.4889 IPI00111218 AHD‐M1;Aldehyde dehydrogenase, mitochondrial;ALDH class 2;ALDH‐E2;ALDHI;Putative uncharacterized protein;Aldehyde dehydroAhd1;Ahd‐1;Aldh2;mCG_16016 P47738;Q3TVM2;Q3U 2 0.04% 0.08% 0.07% 0.03%

QLIEATNEFAKK Acetyl (K) 1432.7562 0.79429 IPI00808384;IPI0Coiled‐coil domain‐containing protein 90B, mitochondrial Ccdc90b;Ccdc90b Q8C3X2;Q9D7C1;Q8J 2 0.04% 0.07% 0.06% 0.00%
TTGKLIAQGR Acetyl (K) 1085.6193 2.1661 IPI00132958 Acyl‐coenzyme A thioesterase 13;Thioesterase superfamily member 2 Acot13;Them2 Q9CQR4;Q5SZV7 2 0.04% 0.01% 0.01% 0.00%
EHCEQLEKCVK Acetyl (K) 1500.6701 1.239 IPI00459337;IPI0Complex III subunit 6;Complex III subunit VIII;Cytochrome b‐c1 complex subunit 6, mitochondrial;Cytochrome c1 non‐heme 11 kDa pUqcrh P99028;A2A909;Q8B 2 0.04% 0.06% 0.04% 0.03%
VNTEFMKAAAR Acetyl (K),Oxidation (M) 1294.634 ‐0.8341 IPI00130661 Lysosomal pepstatin‐insensitive protease;Tripeptidyl aminopeptidase;Tripeptidyl‐peptidase 1;Tripeptidyl‐peptidase I;Putative unchaCln2;Tpp1;mCG_19720 O89023;Q3TDY6;Q3U 2 0.03% 0.06% 0.10% 0.00%
VLSGEDKSNIK Acetyl (K) 1230.6456 0.51097 IPI00469114 Alpha‐globin;Hemoglobin alpha chain;Hemoglobin subunit alpha;Alpha‐globin mRNA.;Putative uncharacterized protein;Alpha globinHba;Hba‐a1;Hbat1;Hba‐a2;haemagloP01942;Q61287;Q61 2 0.03% 0.03% #N/A #N/A

LTTVLTTHHHWDHAGGNEKLVK Acetyl (K) 2535.2983 ‐1.7537 IPI00115866 Glyoxalase II;Hydroxyacylglutathione hydrolase, mitochondrial Glo2;Hagh Q99KB8;Q3TMR4;Q3 3 0.02% 0.04% #N/A #N/A
FVVEKAEQQK Acetyl (K) 1246.6558 ‐0.79456 IPI00133440;IPI0B‐cell receptor‐associated protein 32;Prohibitin;MCG48927;Putative uncharacterized protein;RIKEN cDNA 1700071K01 gene Phb;1700071K01Rik;mCG_48927;PhP67778;Q3UB75;Q5S 2 0.01% 0.02% #N/A #N/A

VVSSIEQKTEGAEKK Acetyl (K) 1673.8836 4.9726 IPI00116498;IPI014‐3‐3 protein zeta/delta;Protein kinase C inhibitor protein 1;SEZ‐2;Putative uncharacterized protein Ywhaz;Ywhaz P63101;Q3UA58;Q8B 2 0.01% 0.01% 0.01% 0.00%


